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BEST AVAILABLE IMAGES 



Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 

Defects in the images may include (but are not limited to): 



•J BLACK BORDERS 

• TEXT CUT OFF AT TOP, BOTTOM OR SIDES 

• FADED TEXT 

• ILLEGIBLE TEXT 

• SKEWED/SLANTED IMAGES 

• COLORED PHOTOS 

• BLACK OR VERY BLACK AND WHITE DARK PHOTOS 

• GRAY SCALE DOCUMENTS 



IMAGES ARE BEST AVAILABLE COPY. 




As rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 
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4.27 
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20.88 
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3.74 
5.41 
29.89 
3.94 
2.98 
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29.63 
2.01 
14.59 
10.24 
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18.9 
2.22 
4.49 
1.62 
1.73 
3.32 
4. 02 

30.43 
4.15 

19. 69 
5.15 
7.95 

I. 95 
5.04 

13.52 
66.44 
5.17 
5.64 
3.4 
2.24 
8.12 
33.05 
2.11 
24.15 
8.28 
18.17 
45.89 

II. 75 
4.64 
6.13 

10.32 
108.26 
10.56 
37.41 
4.6 
21.09 
26.05 
7.05 
16.1 
19.69 
1.94 
19.13 
2. 99 
2.18 
120.08 
19. 36 
11.29 
36.17 
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2. 51 
15.36 
46. 95 
2.39 
2.84 
5.45 
31.56 
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12.73 
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Y79AA1 0007781 20.06 
Y79AA1000782 11.43 
Y79AA1 000784) 13.14 
779AA1000794 46.19 
Y79AA1 000800 7,18 
Y79AA1 000802 11.45 
Y79AA1Q008O5 21.22 
Y79AA1000814 27.49 
Y79AA1000823 14.24 
Y79AA1000824 16.24 
Y79AA100O827 9.71 
Y79AA1000831 7.38 
Y79AA1000833 22.35 
Y79AA1000850 33.44 
Y79AA1 000856 6.26 
Y79AA1 000862 8.84 
Y79AA1 000876 21.17 
Y79AA1 000888 32.02 
Y79AA1 000902 6.26 
Y79AA1000935 76.11 
Y79AA1 000959 48.22 
Y79AA1 000962 46.82 
Y79AA1 000963 25.33 
Y79AA1000966 41.31 
Y79AA1 000967 19.13 
Y79AA1 000968 2S.81 
Y79AA1 000969 40.02 
Y79AA1 000976 22.75 
Y79AA1 000978 8.83 
T79AA1000985 8.02 
T79AA1000989 295.68 
T79AA1000991 12.26 
Y79AA1OO1013 42.37 
Y79AA1O01014 16.53 
Y79AM001019 6.07 
Y79AA1001020 13.89 
T79AA1 001023 7.28 
T79AM 001030 28.41 
Y79AA1001035 10.6 
Y79AA1001041 14.5 
Y79AA1001043 22.79 
Y79AA1001048 12.86 
T79AA1001056 6.67 
T79AA1001061 11.12 
Y79AA1001062 4.7 
Y79AA10Q10S8 6.22 
Y79AA1001073 17.6 
Y79AA1001077 7.3 
T79AA1001078 7.29 
Y79AA1001031 7.84 
Y79AA1001088 36.17 
Y79AA10D1089 332.83 
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Y79AA1001105 
Y79AA1001142 
Y79AA1001145 
Y79AA1001162 
Y79AA1001167 
Y79AA1001176 
Y79AA1001177 
T79AA10Q1179 
Y79AA1001185 
Y79AA1001201 
Y79AA1001205 
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8.46 
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32.79 
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18.73 
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10.21 12.84 4.67 6.08 6.71 

39.88 36.62 22.35 24.71 16.75 

3.91 5-.09f 0.48 0.36 0.17 
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6.24 9.26 4.31 8.03 5129 
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17.92 27.92 14*7$ 

23.19 28.4 16.-S6 

14.07 19.03 14:31 

14.56 12.93 12169 

6.43 7.59 7.49 

2.99 1.8 1.8 

3.26 2.98 2. 1*2 

117.7 132.8 94.7£ 

27.43 34.83 21.42 

2.99 9.55 4.77 

9.7 6.32 9.07 

5.62 4.8 4.67 

3.28 1.53 1.95 

10.78 9.47 10.2 

200.19 221.07 217.77 



6.77 
10.25 
2.6 
13.26 
9.02 
8.33 
6.48 
6.54 
5.3$ 
29.97 
4.02 
30.61 
8.86 
6.99 
9.8 
20.22 
29.33 
14.25 
6.8 
23.47 
13.14 
23.22 
7.78 
6.87 
11.13 
2.24 
5.29 
9.76 
6.49 
3.34 
9.89 
13.65 
10.15 
58.26 
2.57 
1.61 



10.81 
13.63 
4.23 
10.56 
11.27 
6.58 
4.61 
8.84 
5.16 
36.82 
4.89 
26.42 
4.86 
10.6 
12.04 
25.12 
16.66 
15.59 
11.48 
16.84 
13. 53 
25.84 
6.05 
7.31 
12.84 
2.83 
6.48 
11.8 
4.11 
1.71 
12.72 
17.35 
15.4 
73.6 
5. 24 
1.86 



1520 



0.44 
80.87 
17.05 
3.41 
2.26 
4. 08 
50. 35 
48. 49 
0. 72 
4. 58 
8.86 
2.65 
3.28 
29.7 
130/43 
25/9 
£ 4* 94< 
: 6v83- 
2.08 
4.06 
76.65 
3fr33 
7.43 
6.42 
4.74. 
2 V 62 
16. 16 
202.63 
6.71 
lh32 
2.94 
5. 32 
1137 
5.2 
4.54 

; 6.2 

f 5.08 
69.28 

; :4?69 

46.07 
#19 
Ml 
15; 9 
0.69 
20.69 
22.55 
22.63 
2013 
11.73 
26.93 
10. 34 
5.92 
24.02 
3.64 
14.27 

,4.61 
V6.08 
1. 49 
12.21 
38.01 
11.94 
140.25 
am V5. 26 
Yffi 

: > 4 

jr. * J i \ f 
1 



5. 39 

7ras 

1.25 
8:25 
6:64 
5.82 

M< 

s: 29 

4: 93 

> m 

2f?ii 

4197 
7.19 
10i4 

15:45 
7,28 

10; ll 
6.78 

13; 34 
6.02 

16.49 
5.54 
6.13 
9.27, 
2.63 
4.61 
6.21 
3.06 
0i7 
6.53 
9.31 

est- 

43:5* 



20.18 
63. 57 
18. 24 
10.17 
3.79 
4.7 
42.44 
59.48 
6.35 
4.84 
7.59 
2.22 
3.68 
20.85 
20.02 
23.32 
7.51 
9.08 
2.52 
2.93 
57.61 
29.66 
7.31 
10.16 
3.87 
0.78 
13.43 
211.55 
6.07 
11.76 
2.35 
10.37 
13.83 
6 

3.21 
7.76 
4.52 
61.19 
2.24 
51.22 
7.68 
9.39 
9.96 
15.13 
8.44 
14. 53 
14. 33 
16. 35 
12. 98 
21.3 
8.1 
6.12 
13.28 
2.31 
13.28 
5.98 
4.06 

I. 63 

II. 1 
28.39 

9.9 
100.84 
4.15 
1.53 



19.17 
67. 14 
23.12 
4.89 
3.13 
2. 24 
46.18 
54. 67 
0. 76 
6. 39 
6. 53 
2.28 
3.28 
26.67 
18 
27.9 
4.42 
8. 27 
1.68 
1.74 
66. 99 
26.76 
6.01 
9.01 
4.52 

I. 99 
11.92 

197. 64 
6. 74 
10.84 
2.98 
14. 36 
16.06 
5.96 
2.59 
5.77 
6.49 
56.58 
2. 18 
51.86 
10.98 
15.75 
16.33 
0.14 
14.72 
20.27 
27.5 
18.99 
17.67 
26.55 

II. 69 
7.69 
16.8 
3.06 

13.01 
4.57 
7.4 
1.39 
11.76 
34.23 
11.41 
138. 73 
4.71 

1.; 
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|Y79AA1001787| 5.04 
|Y79AA1001793j 120. 15 



79AA1001795 
79AA1001799 
IY79AA1001800 
IY79AA1001801 
79AA1OO1803 
79AA10O1805 
79AA1O01807 
IY79AA1001827 
IY79AA1 001846 
IY79AA100184S 
Y79AA1001853 
IY79AA1 001863 
IY79AA1001865 
IY79AA1 0018741 
Y79AA1001875 



S.66 
15.09 
25.64 
18.54 
4.48 
40.28 
42.38 
9.32 
2M4 
8.04 
10.87 
24.97 
13.46 
2.1 
31.78 



[Y79AA10019O7 517.52 
Y79AA1001908 5.27 
IY79AA1001923 8.48 
IY79AM 001927 18.05 
(Y79AA1001930 12.23 
IY79AA1001932 61.74 
IY79AA1001933 9.52 
IY79AA1001942 10.76 
IY79AA1Q01963 138.12 
IY79AA1 001 968 147.27 
IY79AA1001983 12.1 
IY79AA100200CM 8.87 
IY79AA1002004 46.17 
79AA1002008 16.52 
79AA1OO2012 13.85 
IY79AA1002017 15.21 
T9AA1002022 42.57 
IY79AA1002027 10.35 
IY79AA1 00205<H 13.21 
IY79AA1002058 167.29 
T9AA1002060 54.35 
IY79AA1002062 49.46 
T9AA1002065 113.45 
IY79AA1002067 33.46 
(Y79AA1002069 5. 33 
T9AA1002070 67.39 
79AA1OO2074 1225 
(Y79AA1 002076 8.24 
79AA1 002083 11.94 
IY79AA1002084 20.05 
IY79AA1002086 15.57 
IY79AA1002087 265. 36 



IY79AA100208S 
|Y79AA1002093| 
T9AA1002101 
r9AA1OO2103 
r9AA10021IS 
79AA10O2121 
IY79AA1 0021 25| 
79AA100212S 
|Y79AA1002131| 
Y79AA100213S 
IY79AA1002144 
IY79AA100217? 
Y79AA1002183 
Y79AA1OO2202 
IY79AA10022C 



15.8 
13.66 

6.S8 
11.98 
15. 51 

6. 93 
40.85 

7.76 

5.89 

8.48 
53.23 
14.09 
75.21 
29.69 

4.17 



3.62 
97.84 
5.4 
14.95 
16.41 
13.81 

5.85 
26.89 
40.49 
11.28 
19.33 

9.99 

10.1 
27.27 
10.72 

I. 41 
22.74 

778. 32 

6.69 
16.75 

21.6 
24.48 
56.58 

6.51 

6.66 
106.9 
91.21 
16.25 

9.86 
58.66 

21.1 
12.54 
10.94 
32.77 

8.04 

II. 11 
130.21 

76.53 
32.53 
69. 34 
37.19 
3.94 
142.78 
1102 
11.39 
6.94 
13.84 
8.01 
258. 38 
12.04 
12. 64 
7.04 
11.79 
18.46 
5.28 
21.04 
7.25 
3.57 
7. 22 
47.33 
13.17 
99.47 
18.4 
2.23 



6.16 
90.95 
6.21 
16.22 
26.8 
14.73 
6.44 
34.51 
41.45 
9.81 
18.59 
9.11 
9.06 
22.17 
11.93 
2. S3 
37.59 
567.93 
9. 96 
14.& 
19.1 
15.86 
52.19 
10.88 
T.93 
117.87 
62.32 
14.99 
16.46 
37.42 
20.83 
10.41 
15.42 
37.11 
15. 25 
14. 39 
156.91 
61.68 
50.05 
64.62 
43.9 
7.12 
83.33 
498.16 
15.58 
9.48 
17.88 
9.58 
345.6 
15.08 
9.33 
8.08 
10.9 
14.58 
6.92 
26.11 
11.87 
4. 65 
6.23 
47.13 
13.65 
69. 64 
18.04 
3.23 



Table 508 5 

2.83 4.49 3.23 
70.69 108.02 
5.9 
9.02 
31.06 
14.72 
2.73 
11.83 
44. 56 
8. 55 
17. 37 
6. 98 
8.29 
22 
4.52 
1.08 
19.59 



4.2 
8.14 
14.68 
8.69 
4.5 
17.56 
39.87 
6.01 
11.82 
5.33 
5.77 
17.04 
6.28 
0.78 
12.11 



70. 381 

' 

8. V3 
11.67 

V >7.f1 
1.98 
10;*7 
37^2 

im 



3.33 
56.01 
3.91 
5.96 
17. 04 
10. 02 
4.84 
12.11 
30.19 
^5.41 



1:\ 



4.93 

0*95! 



16.03 



750.86 875.67 821. ,68 

*-3*25 



3.58 
9. 28 
12.29 
10.91 
37.44 
6.04 
7.97 



5.35 
7.65 
16.25 
18.16 
49.06 
6. 05 
5. 94 



95.52 130.54 
82.32 49.63 



5. 06 
6.28 
34.61 
11.85 
5.85 
6.73 
21.13 
2.11 
7. 26 



8.59 
9.55 
47 
16.14 
6.84 
12.23 
22.85 
4.6 
8.9 



193.04 186.39 

36.08 41.21 

16.65 20.72 

65.01 102.96 



6.34 
12.J2 
-6.72 
33.54 

6.44 
4.4 

91.9 
.76.26 

IP 

^15.^ 
12.02 
6.65 

16.9j 



6.65 
4.63 
^13.95 
6.56 
1.46 
9.16 
479. 34 
2. 93 
6.48 
•14.45 
4.54 
58. 52 
4: 27 
3.29 
83.12 
20.14 
3.08 
4.66 
~17.13 
'7.95 
8.76 
1.29 
21.09 
5.16 
>6.9 



22:68 
2^7 

86.41 



21.85 20.1 
3.04 1.49 
77.38 149.87 
721.59 1162.7 771:32 
4.01 6.13 . 3.99 
4.49 4.53 
7.41 8.36 
4.16 3.65 
296.44 355.65 
6.67 9. 17 
6.21 
2.77 
5. 96 
11.82 
3.27 
18.4 
3.94 
2. 79 

4.42 .*s/2.;47 
42.65 *28$6 



5.35 
3.07 
4.11 
9.3 
6.7 

14.22 
4.36 
1.58 
4.06 

32.96 
5. 87 

24. 87 
8.22 
5.04 



' 3315 
* 6.74 
3.^41 
245; 9 
6.14 
4.,47 
.<vlj96 

w.^6 
'17/66 
,3.2 



6". 08*... 

40.tr" 

10. ss 

I. OS 



9I"82 



127.37 
24.43 
35.11 
82.29 
;15.4 
•3.1 
153. 3 
764.45 
13 
4.48 
10.42 
U6 
347.62 
12.29 
3.01 
3.3 
4.54 
4.13 
3.68 
12.21 
3.76 
3.32 
3.44 
30.69 
i5.82 
;i26.7 
13.41 
i4;28 



2.97 
50.79 

2.49 

8. 67 
13.04 

6.35 

2.96 
14.87 
22.76 

8.86 
15.77 

6.63 

5.75 
21.02 

4.65 

I. 22 
15 

605.65 
3.09 
6.75 

14.01 
5.11 

51.29 

II. 51 
2.7 

67.08 
2.41 
3.73 
4.84 
16.13 
15.74 
11.21 
15.64 
21.59 
2.67 
7. 16 
93.56 
9. 99 
28.1 
90.04 
10. 55 
3.24 
88. 92 
491.49 
9.01 
1.37 
8.8 
4.3 
322.78 
9. 32 
2.8 
4.71 
2.99 
9.04 
3.01 
8.56 
3.8 
1.61 
3.86 
36.28 
4.1 
15.32 
13.22 
2.4 



2.01 
40.18 
2.28 
5.96 
14.7 
8.81 
2.69 
11.59 
22.12 
5.83 
9.7 
5. 92 
4.91 
IB. 07 
4.51 
1.08 
14.61 
529.63 

I. 48 
5. 36 

14.79 
5. 37 
51.59 
4. 91 
3.99 
69.04 
10.4 
3.02 
4.51 
8. 67 
18.89 
9. 52 
2.06 
19.22 
4.2 
7.33 
137.15 
5.28 
35.48 
44.91 
10.37 
2.29 
78.17 
312.45 

II. 16 

I. 78 
8.13 
3.59 

317.34 
9.91 
2.57 
1.2 
2.4 
5.86 
3.29 
11.75 
4.37 
2.75 
2.67 
25.23 
4.34 

II. 38 
16.71 

2.69 



tt 
tt 

tt tt 



tt tt 
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$t tt 

t. 

t 
t 

* tt 
t 

t 
t 
t 

tt 
t 

tt 

t 

tt 

tt tt 
t t 
t tt 



tt 



tt tt 
t 



t 
t 

tt 
t 



t 
t 
t 



tt 
tt tt 
tt t 
tt tt 
t tt 
tt 
t 
t 



t 
t 
t 
t 



tt 
tt 



tt tt 
tt tt 
t 



1521 



f ■ > 

4 ; : « 



* 0 

"v 



EP1 074 617 A2 



to 



f5 



20 



25 
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Table 509 



V 



|Y79AA1002206| 7.86 6.79 4.86 
Y79AA10022QW 21.91 17.64 15.14 
Iy79AA1 002209 14.82 IK 28 11.86 
Y79AA1002210 13.64 7.39 7-59 
|Y79AA1002211| 11.76 19.59 13.47 
IY79AA1002213 40.78 31.99 22.96 
IY79AA1002215 54.92 41.69 39.55 
IY79AA1002220 17.03 11.5 20.58 
IY79AA1002226 48.55 31.27 31. 34 
IY79AA1002229 7.88 6.84 5.37 
IY79AA1002234 20.83 13.27 12.39 
IY79AA1002235 28.03 23.84 21.24 
IY79AA1002246 9.72 14.9 10.35 
IY79AA10O2258 12.35 12.02 7.88 
IY79AA1002279 51.52 49.19 41.11 
IY79AA1002292 13.64 7.58 4. 14 
IY79AA1002298 9.43 8.29 4.77 
IY79AA1002307 9.31 8.07 6.62 
IY79AA1002309 8.88 7.96 8.79 
IY79AA1002311 16.51 9.27 11.76 
I Y79AA1 002334 13.05 8.36 7.7 
IY79AA1002351 13.61 12.49 9.42 
IY79AA1002355 31.74 30.6 21.65 
Iy79AA1002361 23.42 1 5.4 18.02 
IY79AA1002365 12.42 6.37 7. 19 
1Y79AA1002373 8.95 6.89 5.46 
IY79AA1002376 1550.5 2569.2 1680.8 
IY79AA1002378 20.24 17.32 13.54 
IY79M1002381 116.11 128.86 74.48 
I Y79AA1 002388 33.4 33. 3 27.31 
IY79AA100239M 11.13 8.22 7.72 
IY79AA1002407 12.66 14.43 18.13 
IY79AA1002413 16.98 12.77 14.95 
IY79AA1002416 7.52 8.19 8.76 
IY79AA100242W 17.73 18.61 8.81 
IY79AA1002431 3.38 3.05 6.2 
IY79AA1002433 9.94 11.67 9.29 
|Y79AA100244d 33.47 25.62 23.49 
f79AA1002461 7.94 6.22 7.84 
IY79AA100246M778.44 339.4 681.02 
IY79AA1002471 11.38 8. 13 15.35 
NAA1002472 31.22 33.06 31.17 
1Y79AA1002474 10.68 12.29 10.71 
IY79AA1002482 30.09 33.68 36.63 
Y79AA1002487 8.33 8.29 7.43 
Y79AA100249W143.18 106.89 117.63 
Iy79AA100249U 44.75 41.56 40.36 
IZRV6C1006278I 5.25 7 5.52 



3.6 
4.07 
4.7 
4.62 
6.65 
26.57 
24.36 
5.68 
12.72 
4.67 
6.36 
14.87 
6.99 
11.57 
2.78 
4.43 
5.48 
4.4 
4.26 
6.2 
4.89 
4.15 
15.81 
10.73 
4.11 
4.81 

462.62 827.86 616p 
9.41" %M 
141.78 
26.75 
5.54 
14.18 
9.13 
10.72 
10.24 
5.89 
5.57 
10.67 
7.35 



2.41 
5.6 
6.23 
9.08 
10.43 
18.41 
24.88 
7,13 
7.35 
6.02 
9.34 
15.07 
5. 25 
7.82 
5.28 
5. 73 
3.29 
3.9 
3. 32 
6.9 
5.13 
7.1 
12.21 
12. 53 
3.15 
5.13 



5.14 
110. 66 
13.85 
4. 28 
7.72 
6.14 
5.47 
5.82 
3.01 
5.11 
15.99 
3.36 



5.74 

5,i57> 
iM 

m\ 

LfStS 

5.3:1, 
13^65 

2. "85 
-3.6 
; 9;-39 
4M2 
8.55 
2*07 
2; 94 

4.2 
2.44 
2.83 
3:45 
3.36 

'9.74 
6.85 

3, ;Q3 



542.56 499.15 



12.81 
18.15 

6.77 
19.02 

7.28 
56.22 
20.64 

3.16 



13.4 
21.85 
7.3 
23.45 

8. 45 
71.49 
28. 52 

2.97 



mm 

m 

4.62 

3.18 
*7v02 
<4*7 
369 
11.43 
9.34 
7.75 
17.38 
6. 44 

19. 33 

2*19 



5.49 
6.81 
4. 71 
20.5 
fUt 32 
/i;45.88 
\37: 49 
,4*. 57 
9L 19 
3.67 
6.9 
-1,0.75 
" 8. 31 
9.77 
15; 99 
6.45 
4.42 
5.17 
4.23 
7.45 
5.91 
7.95 
20.54 
25.86 
4.29 
9.6 
1477.6 
U19.28 
155.95 

^7.58 
15.83 
8. 44 

■i ;8.2 

2.81 
3.49 
18.92 
3.49 
592.67 
4.94 
16.29 
3.17 
21.9 
5. 34 
,59.76 
38.02 
2.99 



1.51 
5. 17 

I. 33 
2.05 
8.42 
32.4 
23.6 

4.8 
6.65 
2.52 

3. 36 
8.42 
3.82 

4.5 
20. 03 
6.01 
4.85 
1.76 
2.88 
3.09 
4.32 
4.93 
18.29 
17.1 
4.74 

4. 57 
1040.3 

II. 07 
123.08 

16.32 
5.9 
9.78 
10.73 
6.05 
6.89 
2.79 
4.6 
25.26 
2.25 
971 
6.06 
20.14 
7.37 
25.81 
3. 78 
51.39 
46.19 
2.6 



2.8 
2.55 
3.18 
6.37 
11.25 
41.97 
35.98 
6.51 
11.13 
3.73 
5.84 
13.64 
6.69 
4.81 
22.13 
8.36 
3.79 
2.58 
3.97 
6.4 
5.92 
5.8 
18.48 
25.5 
4.01 
7.84 
1062.1 
16.88 
170.94 
21.24 
6.25 
4.59 
7.99 
6.59 
5.66 
1.69 
3.87 
13.87 
3.85 
768.7 
4.47 
20.03 
4.8 
23.0 
3.8 
52.37 
46. 
2.72 
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EXAMPLE 16 



Selection of novel cDNA clones from cDNA libraries prepared by ppd-ca^ping method 

[0246] The following 54 clones were newly selected from cDNA;liDtaries p/epared by oligo-capping method, based 
on the criterion that the 5'-end sequence of a cDNA clone containeb:.a coding region which was initiated with ATG 
codon and which encoded 50 amino acids or more: 'fiMi * 

HEMBA1 000497, HEMBA1 001 750, HEMBA1 003854, HEMBA1 #041,93, 
HEMBA1006038, HEMBA1 006092, HEMBA1006406, H EM BA 1006650, 
HEMBB1001197, HEMBB1001871 , MAMMA1001252, M AM M£1 002094, 



H EM BA1 004860, 
HEMBA1006812, 
NT2RM4000634, 



HEMBA1 005572, 
HEMBB1 000672, 
NT2RM4000657, 
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NT2RM4000783, 
NT2RP2000660. 
NT2RP2001214, 
NT2RP2002843. 
NT2RP2005454, 
NT2RP3002099, 



*• "fcl 



NT2RM4000857, NT2RM4001178, NT2RM4002420, NT2RP2000198, NT2RP2000551 , 



NT2RP2001460, 
NT2RP2003101, 
NT2RP2005776, 
NT2RP3003155, 



NT2RP2001756, 
NT2RP2003799, 
NT2RP2005806, 
NT2RP3004028, 



NT2RR2002056, 
NT2RP20b4095, 
NT2R|R20p5882, 
OVARG 1000008, 



NT2RP2002677, 
NT2RP2004732, 
NT2RP3001282, 
OVARC 1000724, 



NT2RP2002755, 
NT2RP2004920, 
NT2RP3001723, 
OVARC1 000751, 



OVARC1001029, PLACE1000814, PLACE1003030, PLACE1 005549, PLACE 10072 18. 

Among them, the following 23 clones was predicted to contain a coding region encoding 100 amino acids or more: 
HEMBA1000497, HEMBA1003854, HEMBA1004193, HEMBA1006812, HEMBB1001871 , NT2RM4000657, 
NT2RM4001178, NT2RP2001756, NT2RP2002677, NT2RP2002755, NT2RP2002843, NT2RP2004095, 
NT2RP2004920, NT2RP2005806, NT2RP3001282, NT2RP3002099, NT2RP3003155, OVARC1 000724, 
OVARC1001029, PLACE1 00081 4, PLACE1 003030, PLACE1 005549, PLACE 10072 18. This indicates that the clones 
encode proteins. 

[0247] Table 510 shows maximal ATGprl value determined for^each clone. Since the respective maximal ATGprl 
values for HEMBA1006812, HEMBB1001871 and NT2RRP3001282jare higher than 0.3, the clones would be full- 
length. Other clones indicated below have maximal ATGprl values£g0i3 orjess, and this means that the fullness ratios 
of the clones are low. -ij&ffe". 
However, the sequences can still be full-length :H EM bK^000497, 

HEMBA1005572, HEMB^-006038, 



HEMBA1004193, 
HEMBA1 006650, 
NT2RM4000657, 
NT2RP2000551, 
NT2RP2002677, 
NT2RP2004732, 
NT2RP3001723, 



HEMBA1 004860, 
HEMBB1000672, 
NT2RM4000783, 
NT2RP2000660, 
NT2RP2002755, 
NT2RP2004920, 
NT2RP3002099, 



HEMBB1001197, 
NT2RM4000857, 
NT2RP2001214, 
NT2RP2002843, 
NT2RP2005454, 
NT2RP3003155, 



MAMMA|001252, 
NT2Rlv|ppTl78, 
NT2RP2001460, 
NT2RP2b.031.01, 
NT2RP2005776, 

NT2RP3P04028', 



HEMBA1001750, 
HEMBA1 006092, 
MAMMA1 002094, 
NT2RM4002420, 
NT2RP2001756, 
NT2RP2003799, 
NT2RP2005806, 
OVARC1 000008, 



H EM BA1 003854, 
HEMBA1 006406, 
NT2RM4000634, 
NT2RP2000198, 
NT2RP2002056, 
NT2RP2004095, 
NT2RP2005882, 
OVARC1 000724, 



OVARC1 000751, OVARC1001029, PLACE1000814, PLACE10p303q^PLACE1 005549, PLACE1007218 
[0248] Table 511 (same as Table 2) shows SEQ ID NOs of the. nucleotide sequences located at the 5'-end and 3'- 
end of each of the 54 clones and the corresponding plasmid clone,*w.hich'was obtained herein, containing a polynu- 
cleotide as an insert. SEQ ID NO for a 5'-end sequence is indicated on the right side of the corresponding Sequence 
name of 5'-end sequence, and SEQ ID NO for a 3'-end sequence is indicated on the right side of the corresponding 
Sequence name of 3'-end sequence. ' ' w " * . , 

[0249] Swiss-Prot was searched for data homologous to the 5' -erfd sequences of the selected 54 clones, and Gen- 
Bank and UniGene were searched for data homologous to the 5| c enci;and f 3'-end sequences of the same clones. The 
search results are indicated as Homology search results 1-7 in the last part of this SPECIFICATION. 
[0250] Based on the matching data obtained by the search, 7 clones presumably encode proteins belonging to any 
of the categories of secretory or membrane proteins, glycoproteinsfsignal transduction-associated proteins, transcrip- 
tion-associated proteins, disease-associated proteins, and protejn^syn^hesis- and/or protein transport-associated pro- 
teins. These were clones exhibiting relatively low homology to an# ; of ; known proteins belonging to said categories. 
Here, the term "relatively low homology" means that a nucleotide:#quence.does not satisfy the conditions under which 
the nucleotide sequence exhibits "relatively high homology" (whichimeans^that, when the nucleotide sequence is com- 
pared with the known sequences in Swiss-Prot database, the sequence (identity is 60% or higher and the P value is 
1 0 -10 or less) and that, when the nucleotide sequence is compared with the known sequences in Swiss-Prot database, 
the sequence to be compared contains 55 nucleotides or more, the sequence identity is 25% or higher, and the P value 
is 10' 6 or less. t!£-'*:x . 

[0251] Among the 7 clones, clones presumably encoding proteins* belonging to the category of secretory or mem- 
brane proteins are the two clones, HEMBB1001871 and NT2RM4000857 (which also belong to other categories); 
clones presumably encoding proteins belonging to the category t of. glycoproteins are the two clones, HEMBB1001871 
and NT2RM4000857 (which also belong to other categories);- a clone, presumably encoding a protein belonging to the 
category of signal transduction-associated proteins is PLACE1 005549; clones presumably encoding proteins belonging 
to the category of transcription-associated proteins are the three clones, HEMBA1 005572, NT2RP2001756, and 
NT2RP2005776; a clone presumably encoding a protein belonging *to the category of disease-associated proteins is 
NT2RM4000857 (which also belong to other categories); a clone 1 presumably encoding a protein belonging to the 
category of protein synthesis- and/or protein transport-associatediproteins is HEMBA1001750 (see Examples 12). 

# : \<^;,. ;\ 

• * ■ - 
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• : : > ■ m: Table 510 
The maximal ATGprl value of each clone selected in Example 16 



clone name 



HEMBA1 000497 

HEMBA1001750 

HEMBA1 003854 

HEMBA1004193 

HEMBA1 004860 

HEMBA1 005572 

HEMBA1 006038 

HEMBA1 006092 

HEMBA1 006406 

HEMBA1 006650 

HEMBA1006812 

HEMBB1 000672 

HEMBB1001197 

HEMBB1001871 

MAMMA1001252 

MAMMA1 002094 

NT2RM4000634 

NT2RM4000657 

NT2RM400O783 

NT2RM4O00857 

NT2RM4001178 

NT2RM4002420 

NT2RP2000198 

NT2RP2000551 

NT2RP2000660 

NT2RP2001214 

NT2RP2001460 

NT2RP2001756 



name of 
sequence 



maxima,!, 
ATGprl 
score 



F-HEMBA1000497. :rM. 25 
F-HEMBA1001750 0.08 
F-HEMBA1 003854 # 0. 23 
F-HEMBA1 0041 93^.^0. 22 
F-HEMBA1 004860 0; 29 
F-HEMBA1 005572* ;J;0; 24 



F-HEMBA1 006038 
F-HEMBA1 006092 
F-HEMBA1 006406 
F-HEMBA1 006650 
F-HEMBA1006812 
F-HEMBB1 000672 
F-HEMBB1001197 : ^ 
F-HEMBB1001871 
F-MAHMA1001252 ; | 
F-MAMMA1 002094 ■ i 
F-NT2RM4000634 
F-NT2RH4000657 
F-NT2RM4000783 
F-NT2RM4000857f | 
F-NT2RM4001178f^' 
F-NT2RM4002420^Ii 



0; 29 

r;>%28 
0. 26 
-f : p;22 
40.i71 
0i 24 

p; 22 

0. 94 
0. 29 
,0. 28 
0. 07 
0.24 

;o. 22 

•0.12 
0. 27 
ft 06 



F-NT2RP2000198 t£ \0. U 



F-NT2RP2000551 
F-NT2RP2000660 
F-NT2RP2001214 
F-MT2RP2001460 
F-NT2RP2001756 



;o.07 

1 0.22 

t ; ;0;26 
f- O;07 




1524 . 



NT2RP2002056 
NT2RP2002677 
NT2RP2002755 
NT2RP2002843 
NT2RP2003101 
NT2RP2003799 
NT2RP2004095 
NT2RP2004732 
NT2RP2004920 
NT2RP2005454 
NT2RP2005776 
NT2RP2005806 
NT2RP2005882 
NT2RP3001282 
NT2RP3001723 
NT2RP3002099 
NT2RP3003155 
NT2RP3004028 
0VARC1 000008 
0VARC1 000724 
0VARC1 000751 
OVARC1001029 
PUCE1 000814 
PLACE 1003030 
PLACE1 005549 
PLACE1007218 
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F-NT2RP2002056 
F-NT2RP2002677 
F-NT2RP2002755 
F-NT2RP2002843 
F-NT2RP2003i01 
F-NT2RP200379'9 
F-NT2RP2004095 
F-NT2RP2004732 
F-NT2RP2d04920 
F-NT2RP2005454 
F-NT2RP2005776 
F-NT2RP20p5806 
F-NT2RP2005882 
F-NT2RP3001282 
F-NT2RP30bl723 
F-NT2RP3002099 
F-NT2RP3003T55 
F^T2RP30M)28 
F-0VARC1 000008 
F-0VARC1 000724 
F-0VARCi66d751 
F-0VARC1001029 
F-PLACE1 000814 
F-PLACE1003030 
F-PUCE1 (305549 
F-PLACE1007218 



0. 12 
0.14 
0.12 
0.11 
0.13 
0. 24 
0.16 
0.18 
0.15 
0.09 
0.19 
0. 27 
0.11 
0. 39 
0. 22 
0. 20 
0. 29 
0.13 
0. 23 
0. 27 
0. 28 
0. 25 
0. 21 
0.26 
0. 16 
0.30 



v ...A. Jk> -A 
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Table 511 



clone name name of 


seq id no; 


'name of 


SEQ ID NO 


the 5' -end 


of the 


the 3' -end 


of the 


sequence 


5' -end ) 


^sequence 


3* -end 




sequence 




sequence 



HEMBA1 000497 
HEMBA1001750 
HEMBA1 003854 
HEMBA1004193 
HEMBA1 004860 
HEMBA1 005572 
HEMBA1 006038 
HEMBA1 006092 
HEMBA 1006406 
HEMBA1 006650 
HEMBA1006812 



F-HEMBA1 000497 
F-HEMBA1001750 
F-HEMBA1 003854 
F-HEMBA1004193 
F-HEMBA1 004860 
F-HEMBA1 005572 
F-HEMBA1 006038 
F-HEMBA1 006092 
F-HEMBA1 006406 
F-HEMBA1 006650 
F-HEMBA1006812 



1 61 *1 1 v R-HEMBA1 000497 
16li2 a R L HEMBA1001750 
1611 3- R^EMBAI 003854 
R-HEMBA1004193 
R-HEMBA1 004860 
R-HEMBA1 005572 



16114 
16115 
16116 
16117 



VR-HEMBA1 006038 
1 61 1 8 R-HEMBA1 006092 
161 19>'R-HEMBA1 006406 

16120 R-HEIIBA1 006650 

16121 R-HEMBA1006812 



16165 
16166 
16167 
16168 
16169 
16170 
16171 
16172 
16173 
16174 
16175 



d:.r;:\:J.' 
f htj 
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HEMBB1000672 F-HFJIBB 1000672 16122 R^HEMBBI 000672 16176 

HEMBB1001197 F-HEMBB1001 197 1 61 23 • R-HEMBB1 001 1 97 16177 

HEMBB1001871 F-HEMBB1001871 16124 R-HEMBB1 001 871 16178 

MAMUA1001252 F-MAHMA1001252 1 61 25 ■ 1HMMMA1 001 252 16179 

MAMMA1002094 F-MAMMAI 002094 16126 R-KIAMMA1 002094 16180 

NT2RM4000634 F-NT2RM4000634 16127 R-NT2RM4000634 16181 

NT2RM4000657 F-NT2RM4000657 16128 R-NT2RM4O00657 16182 

NT2RM4000783 F-NT2RH4000783 1 61 29 R-NT2RM4000783 16183 

NT2RM4000857 F-NT2RM4000857 16130 R-NT2RM4000857 16184 

NT2RM4001178 F-NT2RM4001 1 78 16131 R-NT2RM4001 178 16185 

NT2RM4002420 F-NT2RM4002420 16132 R-NT2RM4002420 16186 

NT2RP2000198 F-NT2RP20001 98 16133 R-NT2RP20001 98 16187 

NT2RP2000551 F-NT2RP2000551 16134 R-NT2RP2000551 16188 

NT2RP2000660 F-NT2RP2000660, 16135 R-NT2RP2000660 16189 

NT2RP2001214 F-NT2RP2001214 16136 . R-NT2RP2001214 16190 

NT2RP2O0146O F-NT2RP2001460 16137 R-NT2RP2001 460 16191 

NT2RP2001756 F-NT2RP2001 756 16138 R-NT2RP2001756 16192 

NT2RP2002056 F-NT2RP2002056 16139 /R-NT2RP2002056 16193 

NT2RP2002677 F-NT2RP2002677 16140 ;fR%2RP2002677 16194 

MT2RP2002755 F-NT2RP2002755 16141 lBlf2RP2002755 16195 

NT2RP2002843 F-NT2RP2002843 16142 'R%2RP2002843 16196 

NT2RP2003101 F-NT2RP2003101 16143 ; R^NT2RP2003101 16197 

NT2RP2003799 F-NT2RP2003799 16144 R-*T2RP2003799 16198 

NT2RP2004O95 F-NT2RP2004095 16145 R-NT2RP2004095 16199 

NT2RP2004732 F-NT2RP2004732 16146 R-rNT2RP2004732 16200 

MT2RP2004920 F-NT2RP2004920 16147 R-NT2RP2004920 16201 

NT2RP2005454 F-NT2RP2005454 16148 RrNT2RP2005454 16202 

NT2RP2005776 F-NT2RP2005776 16149 R4JT2RP2005776 16203 

NT2RP2005806 F-NT2RP2005806 16150 R-NT2RP2005806 16204 

NT2RP2005882 F-NT2RP2005882 16151 R-NT2RP2005882 16205 

NT2RP3001282 F-NT2RP3001282 16152 R-NT2RP3001 282 16206 

NT2RP3001723 F-NT2RP3001723 16153 ;R-NT2RP3001 723 16207 

NT2RP3002099 F-NT2RP3002099 16154 R-4IT2RP3002099 16208 

NT2RP3003155 F-NT2RP30031 55 16155 R-NT2RP30031 55 16209 

NT2RP3004028 F-MT2RP3004028 16156 ;;^-NT2RP3004028 16210 

OVARC1000008 F-OVARC 1000008 16157 ;RtOVARC1 000008 16211 

OVARC1000724 F-0VARC1 000724 16158 ^foVARCI 000724 16212 

0VARC1 000751 F-0VARC1 000751 16159 ;^VARC1 000751 16213 

OVARC1001029 F-OVARC1001029 16160 ^VARC1001029 16214 

PLACE1000814 F-PLACE1000814 16161 ; { R#i:ACE1000814 16215 

PLACE1 003030 F-PLACE1 003030 16162 -R+liACEl 003030 16216 
PLACE1005549 F-PLACE1 005549 16163 REPLACE 1005549 16217 
PLACE1007218 F-PLACE1007218 16164 -R-PLACE1007218 16218 
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EXAMPLE 17 



Search for a signal sequence, transmembrane region and functional domain in deduced amino acid sequences 

[0252] The deduced amino acid sequences from the full-length nucleotide sequences were examined to predict the 
presence of a signal sequence in their amino-termini as well as the presence of a transmembrane region. The amino 
acid sequences were also searched for a protein functional domain (motif). The examinations for a signal sequence 
in the amino-terminus, for a transmembrane region and for a functionaKdomain were performed by using PSORT [K. 
Nakai & M. Kanehisa, Genomics, 14:897-911 (1992)], SOSUip*. Hirok^wa et al., Bioinformatics, 14:378-379 (1998)] 
(Mitsui Knowledge Industry Co., Ltd.) and Pfam (http://www.sanger.ac.uk/Software/Pfarn/index.shtml), respectively. 
When the presence of a signal sequence or a transmembrane region jri the' amino-terminus was predicted in the amino 
acid sequence by PSORT or SOSUI , the protein was predicted to^be^a secretory protein or a membrane protein. When 
the amino acid sequence matched a functional domain in the Pfam search for a functional domain, the function of the 
protein is predictable based on the matching data, for example, by referring to the functional categories in PROSITE 
(http://www.expasy.ch/cgi-bin/prosite-list.pl). The functional domain search can be performed by using PROSITE in- 
stead of Pfam. 

[0253] Search results obtained by using the respective software programs are indicated below. 

[0254] Clones whose deduced amino acid sequences were predicted to have signal sequences by PSORT search 

are as follows: 

HEMBA1 002486, 



HEMBA1001052, 
HEMBA1 003086, 
HEMBA1006198, 
MAMMA1 000798, 
NT2RM1 000811 , 
NT2RM4000634, 
NT2RP1001247, 
NT2RP2005752, 
NT2RP3003145, 
NT2RP4000151, 
NT2RP4001117, 
PLACE1 000611, 
PLACE1 005086, 
PLACE1 008533, 
PLACE2000379, 
THYRO1001134, 
HEMBB1001925. 
NT2RP3003059, 



HEMBA1001407, 
HEMBA1003711, 
HEMBA1 006789, 
MAMMA1 002427, 
NT2RM1 000905, 
NT2RM4000778, 
NT2RP1001546, 
NT2RP2005812, 
NT2RP3003242, 
NT2RP4000243, 
NT2RP4001730, 
PLACE1 003030, 
PLACE1 006239, 
PLACE1 008693, 
PLACE2000427, 
THYRO1001287, 
MAMMA1 000778, 
OVARC1 000689, 



HEMBA1 004752, 
HEMBA1 006921, 
MAMMA1 002881, 
NT2RM1001008, 
NT2RM4002339, 
NT2RP1001569, 
NT2RP3001084, 
NT2RP3003621, 
NT2RP4000259, 
NT2RP4001739, 
PLACE 1003044, 
PLACE1 006754, 
PLACE1010622, 
PLACE2000477, 
Y79AA1 000258, 
MAMMA1 000897, 
OVARC1 000890, 



HEMBA1 002661, 
HEMBA1 005991, 
HEMBB.1 000054, 
MAMMA1,003035, 
NT2RM2000287, 
NT2RM4002460, 
NT2RP20Q1597,. 
NT2RP300.T589, 
NT2RP3004282, 
NT2RP4000323, 
NT2RP4002075; 
PLACE1 003369, 
PLACE. 1006829, 
PLACE 10:10942, 
PLACE4000.431, 
Y79AA1001874, 
MAMMA1001080, 
PLACE1005162, 



HEMBA1002818, 
HEMBA1 006067, 
HEMBB1000175, 
NT2RM 1000035, 
NT2RM2000609, 
NT2RP1 000782, 
NT2RP2002537, 
NT2RP3002163, 
NT2RP3004503, 
NT2RP4000417, 
NT2RP5003500, 
PLACE1 003596, 
PLACE1 007954, 
PLACE2000176, 
PLACE4000593, 
Y79AA1 002399 
NT2RP2004300, 
PLACE3000399, 



HEMBA1 002876, 
HEMBA1006173, 
HEMBB1 002692, 
NT2RM 1000742, 
NT2RM2001613, 
NT2RP1 000856, 
NT2RP2004142, 
NT2RP3002650, 
NT2RP4000051, 
NT2RP4001064, 
OVARC1001154, 
PLACE1 004258, 
PLACE1 008424, 
PLACE2000341, 
THYRO1000156, 
HEMBB1001871, 
NT2RP3002985, 
PLACE3000455, 



PLACE4000247, PLACE4000259, PLACE4000494 

[0255] Clones whose deduced amino acid sequences were, predicted to have transmembrane regions by SOSUI 
search are as follows: 



HEMBA1 000005, 
HEMBA1000817, 
HEMBA1 001286, 
HEMBA1001557, 
HEMBA1 002462, 
HEMBA1 002780, 
HEMBA1 003086, 
HEMBA1 003803, 
HEMBA1 004637, 
HEMBA1 004930, 
HEMBA1005616, 
HEMBA1 006502, 
HEMBA1 007203, 
HEMBB1 000763, 
HEMBB1001302, 
HEMBB1 002387, 



HEMBA1 000356, 
HEMBA1 000822, 
HEMBA1001351, 
HEMBA1001746, 
HEMBA1 002477, 
HEMBA1002818, 
HEMBA1 003096, 
HEMBA1004143, 
HEMBA1 004752, 
HEMBA1 005029, 
HEMBA1 005991, 
H EM BA1 006659, 
HEMBB1 000050, 
HEMBB1 000827, 
HEMBB1001348, 
HEMBB1 002550, 



HEMBA1000518, 
HEMBA1 000870, 
HEMBA1001407, 
HEMBA1 002092, 
HEMBA1 002486, 
HEMBA1 002876, 
HEMBA1 003281, 
HEMBA1004146, 
HEMBA1 004756, 
HEMBA1 005035, 
HEMBA1 006036, 
HEMBA1 006758, 
HEMBB1 000054, 
HEMBB1000915, 
HEMBB1001962, 
HEMBB1 002600, 



HEMBA1 000531, 
HEMBA1 000991, 
HEMBA1001446, 
HEMBA,1,0q2i;25, 
HEMBA.1 002609, 
HEMBA1002921, 
HEMBA1,b03286, 
HEMBAV0fJ4341, 
HEMBA.1 004850, 
HEMBA1P05050, 
HEMBA.1A06.067, 
HEMBA1006789, 
HEMBB1 000556, 
HEMBB-1 000975, 
HEMBB.10021j42, 
HEMBB1 002692, 



H EM BA1 000637, 
HEMBA1001052, 
HEMBA1001510, 
HEMBA1002150, 
HEMBA1 002659, 
HEMBA1 003077, 
HEMBA1 003711, 
HEMBA1 004461, 
HEMBA1 004889, 
HEMBA1 005552, 
HEMBA1 006293, 
HEMBA1 006921, 
HEMBB1 000593, 
HEMBB1001112, 
HEMBB1002190, 
MAMMA1 000129, 



HEMBA1000719, 
HEMBA1001085, 
HEMBA1001515, 
HEMBA1002166, 
HEMBA1 002661, 
HEMBA1 003079, 
HEMBA1 003742, 
HEMBA1 004577, 
HEMBA1 004923, 
HEMBA1005588, 
HEMBA1 006492, 
HEMBA1 006926, 
HEMBB1 000631, 
HEMBB1001177, 
HEMBB1 002247, 
MAMMA1000133, 



MAMMA1 000277, MAMMA1 000278, MAMMA1 000410, MAMMA1000416, MAMMA1 000472, MAMMA1000714, 
MAMMA1 000731, MAMMA1 000734, MAMMA1 000798, MAMMA1 000842, MAMMA1 000956, MAMMA1001008. 
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MAMMA1001030, 
MAMMA1001751, 
MAMMA1 002769, 
NT2RM1 000062, 

5 NT2RM1 000742, 
NT2RM1001008, 
NT2RM2000407, 
NT2RM2001393, 
NT2RM2001718, 

10 NT2RM2001998, 
NT2RM4000634, 
NT2RM4000857, 
NT2RM4001987, 
NT2RM4002339, 

15 NT2RM4002571, 
NT2RP1 000677, 
NT2RP1001286, 
NT2RP1001546, 
NT2RP2000114, 

20 NT2RP2000270, 
NT2RP2000892, 
NT2RP2001581, 
NT2RP2002385, 
NT2RP2002857, 

25 NT2RP2003629, 
NT2RP2004681, 
NT2RP2005227, 
NT2RP2005784, 
NT2RP2006571 , 

30 NT2RP3000441 , 
NT2RP3001176, 
NT2RP3001497, 
NT2RP3001943, 
NT2RP3002163, 

35 NT2RP3002687, 
NT2RP3003101, 
NT2RP3003918, 
NT2RP4000243, 
NT2RP4000713, 

40 . NT2RP4000928, 
NT2RP4001117, 
NT2RP4001372, 
NT2RP4001644, 
NT2RP4002075, 

45 OVARC1 000241, 
OVARC1 000924, 
OVARC1001381, 
OVARC1001702, 
OVARC1002158, 

50 PLACE1 000656, 
PLACE1001377, 
PLACE1002213, 
PLACE1 002851, 
PLACE1 003493, 

55 PLACE1004197, 
PLACE1 004840, 
PLACE1 005595, 
PLACE1 006754, 



MAMMA1001139, 

MAMMA1001771, 

MAMMA1 002890. 

NT2RM 10001 31, 

NT2RM 1000800, 

NT2RM1001115, 

NT2RM2000422, 

NT2RM2001499, 

NT2RM2001760, 

NT2RM2002049, 

NT2RM4000674, 

NT2RM4001032, 

NT2RM4002054, 

NT2RM4002438, 

NT2RP1000191, 

NT2RP1 000767, 

NT2RP1001310, 

NT2RP1 001569, 

NT2RP2000120, 

NT2RP2000283, 

NT2RP2001081, 

NT2RP2001597, 

NT2RP2002479, 

NT2RP2003125, 

NT2RP2003777, 

NT2RP2004775, 

NT2RP2005270, 

NT2RP2005812, 

NT2RP3000092, 

NT2RP3000531, 

NT2RP3001260, 

NT2RP3001538, 

NT2RP3001944, 

NT2RP3002351, 

NT2RP3002701, 

NT2RP3003145. 

NT2RP3004207, 

NT2RP4000259, 

NT2RP4000724, 

NT2RP4000973, 

NT2RP4001138, 

NT2RP4001373, 

NT2RP4001677, 

NT2RP5003500, 

OVARC 1000335, 

OVARC1 000936, 

OVARC1001391, 

OVARC1001703, 

OVARC1002165, 

PLACE1000712, 

PLACE1001517, 

PLACE1 002395, 

PLACE 1002908, 

PLACE 1003537, 

PLACE1 004258, 

PLACE 1004969, 

PLACE 1005623, 

PLACE1 006901, 
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MAMMA1001154, MAMMAi 001388, 

MAMMA1 002461, MAMMA1 002^24, 
MAMMA1 002938, MAMMA(op|l46, 

NT2RM1 000257, Nt^RMT6otf260, 

NT2RM1000811 , NT2RM 1000857, 

NT2RM1 0011 39, NT2RM20p0259, 

NT2RM2000566, N^2RM200p$81 , 

NT2RM2001 61 3, NT2RM206^ 648, 

NT2RM2001 785. NT2RM2001 823, 

NT2RM4000046, NT2RM4000233, 

NT2RM4000700, NT2RM4000764, 

NT2RM4001054, NT2RM4001455, 

NT2RM4002073, NT2RM4002145, 

NT2RM4002446, NT2RM4002452, 

NT2RP1 000358, NJ2RP1 00041 8, 

NT2RP1 000782, NT2RP1 000856, 

NT2RP1 001311, NT2RP1pbl313. 

NT2RP2000032, NJ2RP^bqp040, 

NT2RP20001 73, NT2RP2ppp1 75, 

NT2RP2000289, NT2RR20bo459, 

NT2RP2001 268, NT2RP'2001 295, 

NT2RP2001 947, NT2RP200i99t, 

NT2RP2002537, NT2RP20of6^3, 

NT2RP2003297, NJ2RpibB3433, 

NT2RP2003781 , NT^RP20b4p4l , 

NT2RP2004799, NT2RR20ip4?36, 

NT2RP2005344, NT2BP|005509, 

NT2RP2006069, NJ2^2pP6&0, 

NT2RP30001 34, NT2RP3ob6333, 

NT2RP3000685, NT2RP3000826, 

NT2RP3001355, NT2RP3001383, 

NT2RP3001 71 6, NT2RP3001 727, 

NT2RP3002002, NT2RP3002014, 

NT2RP3002455. NT2RP3bb2549, 

NT2RP3002869, NT2RP3002969, 

NT2RP3003302. NT2RP3003353, 

NT2RP3004454, NT2RR3004503, 

NT2RP4000323, NT2RP4000500, 

NT2RP4000833, NT2RP40p0878, 

NT2RP4000989, NT2RP4001 057, 

NT2RP4001 1 50, NT2RR4.ob.1,1;74, 

NT2RP4001 379, Nf2RP40Q1'4?8, 

NT2RP4001 803, NT2R^O01 822, 

NT2RP5003506, NT2RP56b3522; 

OVARC 1 000700, OVARCj bQ0722, 

OVARC1 000959, OVA RCi 0005384, 

OVARC 1 001 453, OVARC.1 00J 476, 

OVARC1 001 71 3, OVARCJOOd 745, 

PLACE1000014, PLAQE.ib00401 , 

PLACE1 000909, PLACE TOO 0948, 

PLACE1 001 61 0, PLACE1 001 771 , 

PLACE1 002500, PLACE 1 00271 4, 

PLACE1003045, PLACE1003238, 

PLACE1003553, PLACE1003768, 

PLACE1 004270, PLACE 1004289, 

PLACE1005086, PLACE1005206. 

PLACE1 005763. PLACE.I005884, 

PLACE1 006935, PLACE1 006956, 



MAMMA1001411 
MAMMA1 002598 
NT2RM 1000035 
NT2RM1000355 
NT2RM 1000867 
NT2RM2000395 
NT2RM2000609 
NT2RM2001659 
NT2RM2001930 
NT2RM4000433 
NT2RM4000795 
NT2RM4001813 
NT2RM4002146 
NT2RM4002460 
NT2RP 1000547 
NT2RP1001113 
NT2RP1001385 
NT2RP2000070 
NT2RP2000195 
NT2RP2000516 
NT2RP2001366 
NT2RP2002025 
NT2RP2002701 
NT2RP2003446 
NT2RP2004194 
NT2RP2005012 
NT2RP2005752 
NT2RP2006141 
NT2RP3000393 
NT2RP3000852 
NT2RP3001426 
NT2RP3001739 
NT2RP3002054 
NT2RP3002628 
NT2RP3003008 
NT2RP3003409 
NT2RP4000051 
NT2RP4000560 
NT2RP4000907 
NT2RP4001064 
NT2RP4001274 
NT2RP4001547 
NT2RP4001975 
NT2RP5003534, 
OVARC1 000751 
OVARC 100 1034 
OVARC1 001506 
OVARC1001767 
PLACE1 000562 
PLACE1001241 
PLACE1001817 
PLACE1 002722 
PLACE1 003296 
PLACE1 003771 
PLACE 1004473 
PLACE 10053 13 
PLACE1 005934 
PLACE1007014, 



MAMMA1001487, 
MAM MA1 002684. 
NT2RM1 000037. 
NT2RM1 000648, 
NT2RM1 000882. 
NT2RM2000402, 
NT2RM2001370, 
NT2RM2001671, 
NT2RM2001950, 
NT2RM4000520, 
NT2RM4000820, 
NT2RM4001930, 
NT2RM4002194. 
NT2RM4002493, 
NT2RP1 000609, 
NT2RP1001247, 
NT2RP1 001449, 
NT2RP2000091, 
NT2RP2000248, 
NT2RP2000842, 
NT2RP2001576, 
NT2RP2002312, 
NT2RP2002740, 
NT2RP2003466, 
NT2RP2004270, 
NT2RP2005159, 
NT2RP2005781, 
NT2RP2006261, 
NT2RP3000439, 
NT2RP3001126, 
NT2RP3001453, 
NT2RP3001799, 
NT2RP3002108, 
NT2RP3002650, 
NT2RP3003071, 
NT2RP3003716, 
NT2RP4000151, 
NT2RP4000588. 
NT2RP4000925, 
NI2RP4001079, 
NT2RP4001345, 
NT2RP4001571, 
NT2RP4002052, 
OVARC1000151, 
OVARC1 000850, 
OVARC1001129, 
OVARC1001610, 
OVARC1002127, 
PLACE1 000611, 
PLACE1 001257. 
PLACE1001983, 
PLACE1 002794, 
PLACE1 003369. 
PLACE1 003903. 
PLACE1 004743. 
PLACE1 005530, 
PLACE1 006225, 
PLACE1 007111, 



1529 



% r .*:. fit? 



EP1 074 617 A2 



PLACE 1007274, 
PLACE 1007484, 
PLACE 1008331, 
PLACE1 009045, 
PLACE1 009708, 
PLACE1010811, 
PLACE1011399, 
PLACE2000176, 
PLACE3000020, 
PLACE4000129, 
THYR0 1000394, 
THYRO1001271, 
Y79AA 1000420, 
Y79AA1001177, 
Y79AA1002139, 
HEMBB1001872, 
MAMMA1001073, 
NT2RM1 000833, 
NT2RP3002985, 
NT2RP3003992, 
PLACE1001761, 
PLACE1011896, 
PLACE4000487, 



PLACE1 007282, 
PLACE1 007583, 
PLACE1 008424, 
PLACE1009319, 
PLACE1 009731, 
PLACE 101 091 7, 
PLACE1011492, 
PLACE2000187, 
PLACE3000218, 
PLACE4000300, 
THYR01 000395, 
THYRO1001401, 
Y79AA1 000469, 
Y79AA1001394, 
Y79AA1 002351, 
HEMBB1 002044, 
MAM MA1 002009, 

NT2RP2002105, 
NT2RP3003059, 
NT2RP3004051, 

PLACE1 002437, 
PLACE2000132, 
PLACE4000494, 



PLACE1 007243, 
PLACE1 007409, 
PLACE1 007877, 
PLACE1008715, 
PLACE1 009639, 
PLACE1010622, 
PLACE1011221, 
PLACE2000111, 
PLACE2000458, 
PLACE4000052, 
PLACE4000650, 
THYRO1001134, 
Y79AA1 000258, 
Y79AA1001023, 
Y79AA1001874, 
HEMBB1001630, 
MAMMA1 000897, 
NT2RM1 000092, 
NT2RP3002810, 
NT2RP3003828, 
OVARC1001329, 
PLACE1 009935, 
PLACE4000250, 

Y79AA1001384 . a-^^,^ 

[0256] Names of clones whose deduced amino acid sequences werepredicted to have functional domains by Pfam 
search, and names of the matched functional domains are shown below. 

When multiple functional domains matched a clone, each domain joame was indicated, separated by a double-slash 
mark, //. ■ i, .l. . * -j^ ,• 



PLACE 1 0073.1 7, 
PLACE 1007632, 
PLACE1. 008531, 
PLACE 1009338, 
PLACE1010089, 
PLACE! 01 0954, 
PLACE 10,1 1646, 
PLACE2000341, 
PLACE3000226, 
PLACE4p00387, 
THYROT000570, 
THYROJ 001534, 
Y79AA1 000734, 
Y79AA1 00 1-603, 
Y79AA1 002399, 
HEMBB1£02383, 
MAMM A-1 Q0&844, 
Nf2RR2qb3668, 
NT2RP3003576, 
NT2RP3004155, 
PLACE1 004793, 
PLACE2000335, 
THYRO1001320, 



PLACE1 007375, 
PLACE1 007645, 
PLACE1 008532, 
PLACE1 009368, 
PLACE1010231, 
PLACE1011090, 
PLACE1011749, 
PLACE2000379, 
PLACE3000244, 
PLACE4000581, 
THYR01 000748, 
THYRO1001541, 
Y79AA1 000800, 
Y79AA1001647, 
Y79AA1002416 
MAMM A1 000778, 
MAMMA1 002947, 
NT2RP2006184, 
NT2RP3003665, 
OVARC 1000890, 
PLACE1 005611, 
PLACE3000373, 
THYRO1001537, 



PLACE1 007386, 
PLACE1 007852, 
PLACE1 008568, 
PLACE1 009493, 
PLACE1010321, 
PLACE1011214, 
PLACE2000034, 
PLACE2000425, 
PLACE3000413, 
PLACE4000593. 
THYR01 000756, 
THYRO1001809, 
Y79AA1 000976, 
Y79AA1 001846, 
HEMBA1 004055, 
MAMMA1 000859, 
MAMMA1 003089, 
NT2RP3001282, 
NT2RP3003799, 
OVARC1001117, 
PLACE1 005898, 
PLACE3000406, 
THYRO1001828, 



HEMBA1000005//DnaJ, prokaryotic heat shock protein .CV=-*,fi : ;. " 
HEMBA1000020/mjbulin - \Sp^':#i 

HEMBA1000129//Helicases conserved C-terminal domain ^i&u^h , 
HEMBA1000156//RNA recognition motif, (aka RRM, RBD, or RNF^dorriain) 
HEMBA1000158//Fork head domain, eukaryotic transcription. factors,7/Zinc finger, C2H2 type 
HEMBA1000303//Src homology domain 3 //Zinc finger, C3HC4 type (RING finger) 
HEMBA1 00041 1//Ank repeat ^i^ii'.'X . 

HEMBA1000491//Ras family (contains ATP/GTP binding P-loop) ^ 



HEMBA1000531//Heat shock hsp70 proteins 
HEMBA1000561//Zinc finger, C2H2 type 
HEMBA1000608//Src homology domain 3 
HEMBA1 00091 9//WD domain, G-beta repeats 
HEMBA1 001 043//Ank repeat 

HEMBA1001088//LIM domain containing proteins < ^ * 

HEMBA1001137//2inc finger, C2H2 type ' v'= & i 

HEMBA1001174//ADP-ribosylation factors (Art family) (contains- ATP/GTP binding P-loop) 
HEMBA1001247//WW/rsp5/WWP domain containing proteins- ~ * • 
HEMBA1001286//Sushi domain 

HEMBA1001510//Basic region plus leucine zipper transcription factors 
HEMBA1001515//Reverse transcriptase (RNA-dependent DNA polymerase) 
HEMBA1001661//Cadherin 
HEMBA1001723//WD domain, G-beta repeats 
HEMBA1001744//Eukaryotic protein kinase domain 
HEMBA1001804//Zinc finger, C2H2 type 
HEMBA1001819//Zinc finger, C2H2 type 
HEMBA1001847//Zinc finger, C2H2 type 
HEMBA1 002035//Bromodomain 
HEMBA1002102//Ank repeat 



HEMBA1002161//Myosin head (motor domain) (contains ATP/GTP binding P-loop) 
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HEMBA1002177//GATA family of transcription factors //Zinc finger, C2H2 type 
HEMBA1002212//Eukaryotic protein kinase domain , - 
HEMBA1 00221 5//LIM domain containing proteins 

HEMBA1002419//RNA recognition motif, (aka RRM, RBD, or RNP domain) 
5 HEMBA1002547//Kazal-type serine protease inhibitor domain.'/A^minin EGF-like (Domains III and V) 

HEMBA1002768//Src homology domain 3 .. .r M M .<„ . 

HEMBA1 002810//WW/rsp5/WWP domain containing proteins-, .v . ^ 

HEMBA1002818//EGF-like domain J V 

HEMBA1 002935//Zinc finger, C2H2 type . V/ 

10 HEMBA1002939//Ank repeat \ '. >^>i 

HEMBAi002973//3'5'-cyclic nucleotide phosphodiesterases "= C; 

HEMBA1003077//Fibronectin type III domain i 

HEMBA1003250//Eukaryotic protein kinase domain . • 

HEMBA1 003257//Zinc finger, C2H2 type 4 .;/. ; • . ^' ; . : 

*5 HEMBA100328l//IGsuperfamily , . 

HEMBA1003291//Eukaryotic protein kinase domain 

HEMBAl003433//Forkhead-associated (FHA) domain - , / ' >' v 

HEMBA1003545//Homeobox domain //LIM domain containing proteins 

HEMBA1003591//RNA recognition motif, (aka RRM, RBD, or RNP domain) 
20 HEMBA1 003684//Zinc finger, C2H2 type 

HEMBA1003953//Zinc finger, C2H2 type 

HEMBA1 004202//Ras family (contains ATP/GTP binding P-loop) 

HEMBA1004227//Protein phosphatase 2C r 

HEMBA1004321//Zincfinger,.C2H2type . \. 

25 HEMBA1004356//RNA recognition motif, (aka RRM, RBD, or RNP domain) 

HEMBA1004408//Peptidyl-prolylcis-trans isomerases t, «r;MU : 

HEMBA1004596//RNA recognition motif, (aka RRM, RBD, or;RtyP,domain) 

HEMBA1 004734/AJbiquitin-conjugating enzymes . , 

HEMBA1004973//Fibronectin type III domain : ;'v' J 

30 HEMBA1005009//Actins ' i '., 

HEMBA1005101//RNA recognition motif, (aka RRM, RBD, or RNP, do main) 

HEMBA1005581//EGF-like domain //LamininG domain v / 4 

HEMBA1 005732//Polyprenyl synthetases '} 

HEMBA1005737//EF hand - „ 

35 HEMBA1 006248//Zinc finger, C2H2 type " : : , ^ v.- 

HEMBA1006284//Ubiquitin family : . c 

HEMBA1006293//IGsuperfamily ,; 

HEMBA1006344//Band4.1 family 

HEMBA1006445//Ras family (contains ATP/GTP binding PtIoop) i/;: ; 
40 HEMBA1006492//Ank repeat - ! ' % ' 

HEMBA1006559//Zinc finger, C3HC4 type (RING finger) 

HEMBA1006708//WD domain, G-beta repeats 

HEMBA1006737//Ank repeat > . K ,j. p s 

HEMBA1006758//Cadherin t \ -* : 

45 HEMBA1006941//Thioredoxins 

HEMBA1007243//Purine/pyrimidine phosphoribosyl transferases t 

HEMBA1007300//3'5 , -cyclic nucleotide phosphodiesterases* „ 

HEMBB1000083//IG superfamily • : "... \ 4t 

HEMBB1 00031 7//EGF-like domain //Thrombospondin type ; 1 .domain . 
50 HEMBB1 000556//Actinin-type actin-binding domain containing proteins //LIM domain containing proteins 

HEMBB1000725//Ras family (contains ATP/GTP binding P-loop) . >: 

HEMBB1000781//Eukaryotic protein kinase domain . :\$ ^ 

HEMBB1 00091 5//Thrombospondin type 1 domain . m <• ^ 

HEMBB1 000927//EF hand ^ > 

55 HEMBB1000947//Double-stranded RNA binding motif . . Y^w; 

HEMBBl00l1l2//eubacterialsecY protein ■ / 

HEMBB1 001 175//Ank repeat ~ 

HEMBB1001234//WW/rsp5/WWP domain containing proteins . 
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HEMBB1001282//Ank repeat 

HEMBB1001294//Ras family (contains ATP/GTP binding P-loop) 
HEMBB1001339//Forkhead-associated (FHA) domain 

HEMBB1001673//Forkhead-associated (FHA) domain //Zinc' finger,. C3HC4 type (RING finger) 
5 HEMBB1 001 802//lntermediate filament proteins .-' V 

HEMBB1001839//Zinc finger, C2H2 type " 11 * ; 

HEMBB1 00221 7//Zinc finger, C2H2 type ■ > ^ 

HEMBB1002342//Thioredoxins ■ *v-;" ; - 

HEMBB1002600//4 transmembrane segments integral membrane proteins 
10 MAMMA1 0001 73//Src homology domain 3 

MAMMA1000388//Zinc finger, C2H2 type 

MAMMA1000402//Reverse transcriptase (RNA-dependent DNA polymerase) 

MAMMA1 00061 2//WD domain, G-beta repeats 

MAMMA1 000672//Serine carboxypeptidases 
15 MAMMA1 000731//SNF2 and others N-terminal domain . . 

MAMMA1001008//Eukaryoticaspartyl proteases * : 

MAMMA1001041//Actinin-type actin-binding domain containing proteins 

MAMMA1001059//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 

MAMMA1 001 1 05//2inc finger, C2H2 type 
20 MAMMA1001260//Zinc finger, C3HC4 type (RING finger) ; * 

MAMMA1001576//Tubulin 

M AMMA1 001 735//Tubulin 

MAMMA1001768//ATPases associated with various cellular activities (AAA) 

MAMMA1 001 837//Zinc finger, C2H2 type * * 

25 MAMMA1 0021 70//Ribosomal protein S5 *v .t .r.VT*i . 

MAMMA1002385//RNA recognition motif, (aka RRM, RBD, or. RNP domain) 

MAMMA1 00261 9//Ubiquitin carboxyl-terminal hydrolases family 2 - 

MAMMA1 002637//Kinesin light chain repeat . .-.\ 

MAMMA1002650//Zinc finger, C2H2 type • > 1 • - 

30 MAMMA1002671//AMP-binding enzymes « .>*jsv~i • 

MAMMA1002869//LIM domain containing proteins ^ 

MAMMA1 002881 //SCP-like extracellular Proteins 

MAMMA1002937//Zinc finger, C2H2 type • 'U* - 

MAMMA1002938//Multicopper oxidases v 
35 MAMMA1 003011 //Core histones H2A, H2B, H3 and H4 " 

MAMMA1 003057//WD domain, G-beta repeats 

MAMMA1003127//Myosin head (motor domain) (contains ATP/GTP binding P-loop) 
NT2RM1000086//Zinc finger, C3HC4 type (RING finger) 
NT2RM1000199//CUB domain //Sushi domain . . 

to NT2RM1000256//Glutamine amidotransferases class-ll 

NT2RM 1 000499//Ank repeat , 
NT2RM1000555// , Cold-shock I DNA-binding domain containing proteins 

NT2RM1000666// , Cold-shock" DNA-binding domain containing proteins //Zinc finger, CCHC class 
NT2RM1 000772//WD domain, G-beta repeats 
45 NT2RM1000826// , Cold-shock' DNA-binding domain containing proteins 

NT2RM1000850//Ank repeat //Eukaryotic protein kinase domain, 

NT2RM1000852//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 
NT2RMl000882//Heme-binding domain in cytochrome b5 and oxidoreductases 
NT2RM1000885//Zinc finger, C3HC4 type (RING finger) 
50 NT2RM1001059//RNA recognition motif, (aka RRM, RBD,- or RNP. domain) 

NT2RM1001072//C2 domain //Phosphatidylinositol-specific phosphdlipase C, X domain //Phosphatidylinositol- 
specific phospholipase C, Y domain 

NT2RM2000092//Ubiquitin carboxyl-terminal hydrolases family 2 . - 
NT2RM2000101//Zinc finger, C3HC4 type (RING finger) 
55 NT2RM2000i9i//3'5'-cyclic nucleotide phosphodiesterases 
NT2RM2000422//Sodium:neurotransmitter symporter family 
NT2RM2000490//C2 domain 

NT2RM2000566//lntegrins alpha chain ' r : . 
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NT2RM2000577//tRNA synthetases class I 
NT2RM2000594//C-5 cytosine-specific DNA methylases . • r ' t '{ . .; 
NT2RM2000691//Actins ''. % • 

NT2RM2000735//Zinc finger, C2H2 type ; - u :V / 

NT2RM2000740//Helicases conserved C-terminal domain ^ *" * 
NT2RM2000951//FGGY family of carbohydrate kinases ' 
NT2RM2001324//LIM domain containing proteins 
NT2RM2001499//Amino acid permeases ."' 
NT2RM2001 547//DnaJ, prokaryotic heat shock protein //Thibredoxiris 
NT2RM2001 6l3//eubacterial secY protein 
NT2RM2001670//Zinc finger, C2H2 type 
NT2RM2001 700//Acyl-CoA dehydrogenases 
NT2RM2001 730//Ubiquitin carboxyl-terminal hydrolases family 2 
NT2RM2001 813//WD domain, G-beta repeats 

NT2RM2001 823//Helicases conserved C-terminal domain //SNF2 and others N-terminal domain 

NT2RM2001 896//Cytochrome C oxidase subunit II 

NT2RM2001 989//RNA recognition motif, (aka RRM, RBD, or RNP domain) 

NT2RM2001 997//Thioredoxins 

NT2RM2002088//KH domain family of RNA binding proteins 

NT2RM2002100//DEAD and DEAH box helicases //Helicases.conserved C-terminal domain 
NT2RM2002109//IG superfamily 

NT2RM4000046//Zinc finger, C3HC4 type (RING finger) ; ^ *;/'■/ 
NT2RM4000104//Zinc finger, C2H2 type } 
NT2RM40001 67//Kinesin motor domain - 'f f- \ 

NT2RM4000191//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 
NT2RM4000202//Zinc finger, C2H2 type " [ f 

NT2RM4000229//PH (pleckstrin homology) domain > ■<■ 

NT2RM4000344//ATPases associated with various cellular activities (AAA) 
NT2RM4000356//Ras family (contains ATP/GTP binding P-ltibp) " 
NT2RM4000471//Aminotransferases class-V ; r 

NT2RM4000496//ATPases associated with various cellular activities (AAA) 
NT2RM4000611//WD domain, G-beta repeats 

NT2RM4000657//C2 domain //Phosphatidylinositol-specific phospholipase C, Y domain 

NT2RM4000712//Ubiquitin carboxyl-terminal hydrolases family 2 //Ubiquitin carboxyl-terminal hydrolases family 2 

NT2RM4000733//Forkhead-associated (FHA) domain 

NT2RM4000734//Zinc finger, C2H2 type 

NT2RM4000751//Zinc finger, C2H2 type 

NT2RM4000795//Carboxylesterases 

NT2RM4000996//Zinc finger, C2H2 type 

NT2RM4001 054//eubacterial secY protein 

NT2RM4001 140//Homeobox domain \ 

NT2RM4001 1 78//DEAD and DEAH box helicases 

NT2RM4001 200//Zinc finger, C2H2 type J^, :. 

NT2RM4001 313//Phosphatidylinositol 3- and 4-kinases 4 ; *. . ; 

NT2RM4001 31 6//Acyl-CoA dehydrogenases ' 

NT2RM4001320//Src homology domain 3 ; 

NT2RM4001411//PH (pleckstrin homology) domain //Src homology domain 2 

NT2RM4001454//PH (pleckstrin homology) domain 1 " J 

NT2RM4001483//Zinc finger, C2H2 type * .; .,. 

NT2RM4001 629//Src homology domain 3 1 

NT2RM4001 758//Eukaryotic protein kinase domain ' V >■ "'.V/ : * 

NT2RM4001810//Zincfinger, C2H2type * 

NT2RM4001 813//Lectin C-type domain short and long forms 

NT2RM4001 823//Zinc finger, C2H2 type , . . , ; • . 

NT2RM4001 828//Zinc finger, C2H2 type " 

NT2RM4001979//Zinc finger, C2H2 type 

NT2RM4001 987//IG superfamily 

NT2RM4002013//WD domain, G-beta repeats 
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NT2RM4002073//AMP-binding enzymes • 
NT2RM4002093//RNA recognition motif, (aka RRM, RBD, or RNP.domain) 
NT2RM4002145//IG superfamily 
NT2RM4002287//Fibronectin type II! domain 
5 NT2RM4002527//WD domain, G-beta repeats 

NT2RM4002623//tRNA synthetases class II 
NT2RP1000101//Zinc finger, C2H2 type 
NT2RP1000202//Ank repeat 

NT2RP1000272//RNA recognition motif, (aka RRM, RBD, or RNP domain) 
10 NT2RP1000363//PH (pleckstrin homology) domain 
NT2RP1000376//Ank repeat 
NT2RP1000470//DEAD and DEAH box helicases 
NT2RP1000478//Tubulin 

NT2RP1000522//Ubiquitin carboxyl-termina! hydrolases family 2 //Ubiquitin carboxyl-terminal hydrolases family 2 
15 NT2RP1 000677//Kazal-type serine protease inhibitor domain 
NT2RP1 000701//WD domain, G-beta repeats 

NT2RP1000733//Elongation factor Tu family (contains ATP/GTP binding P-loop) 
NT2RP1000782//4 transmembrane segments integral membrane proteins 
NT2RP1000833//3 , 5' -cyclic nucleotide phosphodiesterases , 
20 NT2RP1 000856//4 transmembrane segments integral membrane proteins 
NT2RP1 000947//Ubiquitin-conjugating enzymes 
NT2RP1000959//60S Acidic ribosomal protein 

NT2RP1000966//RNA recognition motif, (aka RRM, RBD, or RNP;domain) 
NT2RP1001033//Tubulin 

25 NT2RP1001080//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 

NT2RP1001177//Core histones H2A, H2B, H3 and H4 

NT2RP1 001247//Transforming growth factor beta like domain . 

NT2RP1001294//WD domain, G-beta repeats 

NT2RP1001302//WD domain, G-beta repeats 
30 NT2RP1001313//Heme-binding domain in cytochrome b5 and oxidoreductases 

NT2RP1001457//WD domain, G-beta repeats 

NT2RP1001546//4 transmembrane segments integral membrane proteins 
NT2RP2000008//Zinc finger, C2H2 type 
NT2RP2000040//C2 domain 
35 NT2RP2000045//DnaJ, prokaryotic heat shock protein , ;: /. 

NT2RP2000054//Zinc finger, C3HC4 type (RING finger) 
NT2RP2000070//Cadherin 

NT2RP2000126//Helicases conserved C-terminal domain;//SNF2.and others N-terminal domain 
NT2RP2000153//RNA recognition motif, (aka RRM, RBD, orRNP.domain) 
to NT2RP2000224//PH (pleckstrin, homology) domain i. ~ 

NT2RP2000257//Mitochondrial carrier proteins ■ : l-;W; ■« 

NT2RP2000329//Adenylate kinases 

NT2RP2000414//RNA recognition motif, (aka RRM, RBD, or RISIP clomain) 

NT2RP2000448//PH (pleckstrin homology) domain 0 ijVr*£i. -v 

45 NT2RP2000660//ATPases associated with various cellular activities (AAA) 

NT2RP2000668//Eukaryotic protein kinase domain ♦.e.*s. >■ . 

NT2RP2000710/ARN A synthetases class II 

NT2RP2000764//Aminotransferases class-V ; 

NT2RP2000842//7 transmembrane receptor (rhodopsin family) • 
so NT2RP2000880//Elongation factor Tu family (contains ATP/GTP binding P-loop) 

NT2RP2000931//RNA recognition motif, (aka RRM, RBD, or RNF* domain) 

NT2RP2000932//Ank repeat 

NT2RP2001081//C2 domain 

NT2RP2001174//Zinc finger, C2H2 type 
55 NT2RP2001 397//Cyclins 

NT2RP2001520//Mitochondrial carrier proteins 

NT2RP2001 597//Zinc finger, C3HC4 type (RING finger) 

NT2RP2001740//Ubiquitin carboxyl-terminal hydrolases family 2 
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NT2RP2001748//Polyprenyl synthetases r . > 

NT2RP2001 756//Zinc finger, C2H2 type 
NT2RP2001839//Eukaryotic protein kinase domain 
NT2RP2001900//Actins 
5 NT2RP2001991//Sodium:neurotransmitter symporter family 

NT2RP2002058//WD domain, G-beta repeats 

NT2RP2002124//Ubiquitin carboxyl-terminal hydrolases family 2 //Ubiquitin carboxyl-terminal hydrolases family 2 

NT2RP2002185//Ubiquitin family 

NT2RP200220a//Zinc finger, C3HC4 type (RING finger) . 
10 NT2RP2002256//Cytochrome P450 

NT2RP2002479//ABC transporters 

NT2RP2002503//Zinc finger, C2H2 type 

NT2RP2002520//Ank repeat 

NT2RP2002591//Zinc finger, C2H2 type 
'5 NT2RP2002741//Src homology domain 3 . ' • 

NT2RP2002929//WD domain, G-beta repeats . > 

NT2RP2002939//Zinc finger, C2H2 type 

NT2RP2002959//Ubiquitin-conjugating enzymes 

NT2RP2002980//Ribosomal protein S1 0 
20 NT2RP2003137//Ubiquitin family i /_., 1 

NT2RP2003164//Eukaryotic protein kinase domain - : -. . , 

NT2RP2003228//MCM2/3/5 family . , . 

NT2RP2003243//Fibronectin type III domain 

NT2RP2003272//Ubiquitin family 
25 NT2RP2003307//Kinesin light chain repeat 

NT2RP2003401//Ubiquitin carboxyl-terminal hydrolases family 2 //Ubiquitin carboxyl-terminal hydrolases, family 2 

NT2RP2003433//eubacterial secY protein 

NT2RP2003480//Zinc finger, C2H2 type - . 

NT2RP2003713//Ubiquitin carboxyl-terminal hydrolases family 2 
30 NT2RP2003737//Ubiquitin-conjugating enzymes 

NT2RP2003777//Zinc finger, C3HC4 type (RING finger) 

NT2RP2003840//Ubiquitin-conjugating enzymes 

NT2RP2003857//Ank repeat 

NT2RP2003981//Zinc finger, C3HC4 type (RING finger) " ; ' 
35 NT2RP2004170//WD domain, G-beta repeats 
NT2RP2004187//Zinc finger, C2H2 type 

NT2RP2004232//Phorbol esters / diacylglycerol binding domain //PH. (pleckstrin homology) domain //Eukaryotic 

protein kinase domain 

NT2RP2004389//Ribosomal protein S9 
40 NT2RP2004538//PH (pleckstrin homology) domain 

NT2RP2004568//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 

NT2RP2004710//WW/rsp5/WWP domain containing proteins 

NT2RP2004768//Eukaryotic protein kinase domain . <; , 

NT2RP2004933//Eukaryotic protein kinase domain 
45 NT2RP2004961//Zinc finger, C2H2 type 

NT2RP2005003//Zinc finger, C3HC4 type (RING finger) 

NT2RP2005012//Dnaj, prokaryotic heat shock protein 

NT2RP2005126//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 

NT2RP2005139//Ank repeat ] 
so NT2RP2005140//PH (pleckstrin homology) domain 

NT2RP2005239//Aminotransferases class-V 

NT2RP2005288//Regulator of chromosome condensation (Rbd) 

NT2RP2005293//PH (pleckstrin homology) domain 

NT2RP2005325//Homeobox domain //LIM domain containing proteins 
55 NT2RP2005344//E1-E2 ATPases 

NT2RP2005465//Mitochondrial carrier proteins 

NT2RP2005525//Forkhead-associated (FHA) domain 

NT2RP2005531//Band 4.1 family 'V- : 
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NT2RP2005557//Bacterial mutT protein 

NT2RP2005654//DnaJ, prokaryotic heat shock protein 

NT2RP2005701//Zinc finger, C3HC4 type (RING finger) 

NT2RP2005722//Zinc finger, C2H2 type 
5 NT2RP2005752//TNFR/NGFR cysteine-rich region 

NT2RP2005763//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 

NT2RP2005767//HMG (high mobility group) box 

NT2RP2006312//HMG (high mobility group) box 

NT2RP2006464//HMG (high mobility group) box 
10 NT2RP2006571//Cytochrome P450 

NT2RP3000050//Zinc finger, C2H2 type 

NT2RP3000068//PH (pleckstrin homology) domain 

NT2RP3000085//Biotin-requiring enzymes //Carbamoyl-phosphate synthase (CPSase) 

NT2RP3000299//Src homology domain 3 
15 NT2RP3000359//Adenylate kinases 

NT2RP3000366//Ras family (contains ATP/GTP binding P-loop) 

NT2RP3000403//WW/rsp5/WWP domain containing proteins 

NT2RP3000487//WW/rsp5/WWP domain containing proteins 

NT2RP3000512//Homeobox domain 
20 NT2RP3000527//Zinc finger, C2H2 type 

NT2RP3000531//IG superfamily 

NT2RP3000590//Zinc finger, C3HC4 type (RING finger) 

NT2RP3000603//Helix-loop-helix DNA-binding domain 

NT2RP3000605//2inc finger, C2H2 type 
25 NT2RP3000632//Zinc finger, C2H2 type 

NT2RP3000742//Phosphatidylinositol-specific phospholipase C, X domain //Phosphatidylinositol-specific phos- 

pholipase C, Y domain . . x • 

NT2RP3000759//ADP-ribosylation factors (Art family) (contains ATP/GTP binding P-loop) 

NT2RP3000825//EGF-like domain 
30 NT2RP3000869//ATPases associated with various cellular activities (AAA) 

NT2RP3000994//Double-stranded RNA binding motif 

NT2RP3001057//Zinc finger, C2H2type . 

NT2RP3001 084//PH (pleckstrin homology) domain 

NT2RP3001120//Zinc finger, C2H2 type 
35 NT2RP3001140//Thrombospondin type 1 domain 

NT2RP300l150//Forkhead-associated (FHA) domain 

NT2RP3001155//HMG (high mobility group) box 

NT2RP3001 21 4//Zinc finger, C2H2 type 

NT2RP3001268//Zinc finger, C2H2 type 
40 NT2RP3001338//Zinc finger, C2H2 type 

NT2RP3001355//Mitochondrial carrier proteins ■.. ...^ 

NT2RP3001398//Zinc finger, C2H2 type 

NT2RP3001426//DnaJ, prokaryotic heat shock protein 

NT2RP3001453//ABC transporters 
45 NT2RP3001457//PH (pleckstrin homology) domain 

NT2RP3001472//HMG (high mobility group) box 

NT2RP3001495//Alcohol/other dehydrogenases, short chain typey/WW/rsp5/WWP domain containing proteins 

NT2RP3001497//Zinc finger, C3HC4 type (RING finger) . 

NT2RP3001724//Helicases conserved C-terminal domain 
50 NT2RP3001792//RNA recognition motif, (aka RRM, RBD, or RNP domain) 

NT2RP3001 943//Zinc finger, C3HC4 type (RING finger) 

NT2RP3001944//Zinc finger, C3HC4 type (RING finger) 

NT2RP3002007//ATPases associated with various cellular activities (AAA) 

NT2RP3002054//Low-density lipoprotein receptor domain class A 
55 NT2RP30021 51//Elongation factor Tu family (contains ATP/GTP. binding P-loop) 

NT2RP3002399//MCM2/3/5 family 

NT2RP3002501//Serine/threonine dehydratases 

NT2RP3002602//Thioredoxins 
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NT2RP3002628//DnaJ, prokaryotic heat shock protein //Thioredoxins 

NT2RP3002663//PH (pleckstrin homology) domain 

NT2RP3002909//Ank repeat 

NT2RP3002953//Cadherin 
5 NT2RP3002969//AMP-binding enzymes 

NT2RP3003061//Ank repeat 

NT2RP30031 45//Zinc carboxypeptidases 

NT2RP3003230//WD domain, G-beta repeats - 

NT2RP3003251//Zinc finger, C3HC4 type (RING finger) 
10 NT2RP3003278//Ank repeat //Zinc finger, C2H2 type 

NT2RP3003282//PH (pleckstrin homology) domain 

NT2RP3003311//PH (pleckstrin homology) domain <-r.t.M-u 

NT2RP3003385//Ank repeat //Chaperonins dpA/B 

NT2RP3003589//Ras family (contains ATP/GTP binding P-loop) 
15 NT2RP3003621//CUB domain //Kringle domain 

NT2RP3003701//Thrombospondin type 1 domain 

NT2RP3003716//Fibronectin type III domain 

NT2RP3003809//ATPases associated with various cellular activities (AAA) 

NT2RP300401 6//Zinc finger, C3HC4 type (RING finger) 
20 NT2RP3004207//CUB domain //Sushi domain . <i 

NT2RP3004209//Ubiquitin carboxyl-terminal hydrolases family 2 //Ubiquitin carboxyl -terminal hydrolases family 2 

NT2RP3004242//PH (pleckstrin homology) domain 

NT2RP3004262//DnaJ, prokaryotic heat shock protein 

NT2RP3004566//Zinc finger, C2H2 type 
25 NT2RP3004569//Ank repeat 

NT2RP3004594//HMG (high mobility group) box * V 

NT2RP3004617//Zinc finger, C3HC4 type (RING finger) 

NT2RP4000259//Glutathione peroxidases 

NT2RP4000370//Prokaryotic-type class I peptide chain release factors 
30 NT2RP4000376//WD domain, G-beta repeats 

NT2RP4000398//Zinc finger, C2H2 type " : * 

NT2RP4000455//Forkhead-associated (FHA) domain //Zinc finger, C3HC4 type (RING finger) 
NT2RP4000457//Ubiquitin carboxyl-terminal hydrolases family 2 v 1 ; ' 
NT2RP4000518//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 
35 NT2RP4000588//Actinin-type actin-binding domain containing proteins 

NT2RP4000614//RNA recognition motif, (aka RRM, RBD, or RNP domain) 
NT2RP4000648//Forkhead-associated (FHA) domain //Zinc finger, C3HC4 type (RING finger) 
NT2RP4000837//Zinc finger, C2H2 type 

NT2RP4000839//WD domain, G-beta repeats - . 

40 . NT2RP4000865//Zinc.finger, C2H2 type 

NT2RP4000907//Fibronectin type 111 domain //IG superfamily/; 
NT2RP4000925//Fibronectin type III domain 

NT2RP4000927//Ubiquitin carboxyl-terminal hydrolases family 2 //Ubiquitin carboxyl-terminal hydrolases family 2 

NT2RP4000973//DnaJ, prokaryotic heat shock protein //Thioredoxins 
45 NT2RP4001 079//E1 -E2 ATPases 

NT2RP4001080//RNA recognition motif, (aka RRM, RBD, or RNP domain) 

NT2RP400lH7//eubacterial secY protein 

NT2RP4001150//Fibronectin type III domain 

NT2RP4001213//Zinc finger, C2H2 type 
so NT2RP4001219//Hrhioredoxins 

NT2RP4001235//Zinc finger, CCHC class 

NT2RP4001433//Zinc finger, C2H2 type 

NT2RP4001 498//Ank repeat 

NT2RP4001568//Ank repeat - ? 

55 NT2RP4001644//Eukaryotic protein kinase domain 

NT2RP4001725//WD domain, G-beta repeats • 
NT2RP4001 753//Zinc finger, C2H2 type 

NT2RP4001790//Zinc finger, C2H2 type ?. . 
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NT2RP4001822//4 transmembrane segments integral membrane proteins 
NT2RP4001823//Fibrinogen beta and gamma chains, C-terminal globular domain 
NT2RP4001893//Ank repeat 
NT2RP4001896//WD domain, G-beta repeats 
5 NT2RP4001927//WD domain, G-beta repeats 

NT2RP4001938//Zinc finger, C2H2 type 

NT2RP4002047//Elongation factor Tu family (contains ATP/GTP binding P-toop) 
NT2RP4002078//Zinc finger, C2H2 type ' ' * " ■ 

NT2RP4002408//Eukaryotic protein kinase domain 
10 NT2RP4002905//Cyclins 

NT2RP5003477//WD domain, G-beta repeats 
OVARC 1 000006//Core histones H2A, H2B, H3 and H4 
OVARC1000085//Proteasome A-type and B-type 

OVARC1000148//RNA recognition motif, (aka RRM, RBD, or RNP domain) 
15 OVARC1000556//Eukaryotic protein kinase domain 

OVARC1000649//PH (pleckstrin homology) domain //Src homology domain 2 

OVARC 1 000746//Double-stranded RNA binding motif ' 

OVARC 1 000885//Alcohol/other dehydrogenases, short chain type 

OVARC 1 000937//Cyclins 
20 OVARC 1 000999//Ank repeat a :\ 

OVARC 1 001 1 54//Granulins 

OVARC1001180//Ubiquitin family ., { \. .i:. , ■ 

OVARC1001306//Helix-loop-helix DNA-binding domain 

OVARC 1 001 577//RNA recognition motif, (aka RRM, RBD, or RNP domain) 
25 OVARC 1 001 731 //Tropomyosins 

OVARC1001943//Zinc finger, C2H2 type ' * 

OVARC 1 002050//Spectrin alpha chain, repeated domain 

OVARC1002112//Core histones H2A, H2B, H3 and H4 ! % : ■ 

OVARC 1 002 138//ATPases associated with various cellular activities (AAA) 
30 OVARC1 0021 82/A/VD domain, G-beta repeats 

PLACE1 00001 4//Zinc finger, C3HC4 type (RING finger) 

PLACE1000040//Ras family (contains ATP/GTP binding P-loop) 

PLACE1 000050//Zinc finger, C2H2 type 

PLACE1 000081 //PH (pleckstrin homology) domain 
35 PLACE1000l42//Enoyl-CoA hydratase/isomerase , • ' !■ 

PLACE1 000401 //IG superfamily 

PLACE1000406//RNA recognition motif, (aka RRM, RBD,' or RNP domain) 

PLACE1 000420//Bacterial mutT protein 

PLACE1 000706//Bromodomain 
40 PLACE1 000769//KH domain family of RNA binding proteins 

PLACE1000786//PH (pleckstrin homology) domain 

PLACE1000863//Ribosomal protein S4 

PLACE1000909//Ank repeat 

PLACE1000972//Src homology domain 3 
45 PLACE1 000979//Zinc finger, C2H2 type 

PLACE1001304//Zinc finger, C2H2 type 

PLACE1001387//Src homology domain 3 

PLACE1001632//Zinc finger, C2H2 type 

PLACE1001672//Aminotransferases class-Ill pyridoxal-phosphate 
50 PLACE1 001 71 6//Zinc finger, CCHC class . ■.. u. ; 

PLACE1001739//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 

PLACE1001781//Phosphoglucomutase and phosphomannomutase phosphoserine 

PLACE 1 001 869//FGGY family of carbohydrate kinases , • ) 

PLACE 1 002438//Zinc finger, C2H2 type 
55 PLACE 1 002450//Zinc finger, C2H2 type 

PLACE1002474//EGF-like domain //von Willebrand factor type A domain 

PLACE1002499//Zinc finger, C3HC4 type (RING finger) 

PLACE1002532//Homeobox domain • 
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PLACE1 002571 //Actins : • - • . 

PLACE1002685//Src homology domain 2 , • .. • 

PLACE1 002722//7 transmembrane receptor (rhodopsin family) . 

PLACE1 002775//Bromodomain 
5 PLACE1 002834//Zinc finger, C2H2 type 

PLACE1 0031 00//Alcohol/other dehydrogenases, short chain type 

PLACE1 0031 74//Ubiquitin-conjugating enzymes 

PLACE1 003238//7 transmembrane receptor (rhodopsin family) . 

PLACE1003302//Zinc finger, C2H2 type 
10 PLACE1003334//RNA recognition motif, (aka RRM, RBD, or RNP domain) 

PLACE1003366//C2 domain 

PLACE1003394//Ras family (contains ATP/GTP binding P-loop) 
PLACE1 003420//Mitochondrial carrier proteins 
PLACE 1 003493//C1 q domain 
15 PLACE1 00351 9//KH domain family of RNA binding-proteins 

PLACE1003723//Src homology domain 2 
PLACE1 003738//Zinc finger, C2H2 type 

PLACE1003888//C2 domain //Phosphatidylinositol-specific phospholipase C, X domain //Phosphatidylinositol- 

specific phospholipase C, Y domain 
20 PLACE1004128//WD domain, G-beta repeats \ v 

PLACE1004358//PH (pleckstrin homology) domain 

PLACE1004428//Acyl-CoA dehydrogenases ■<■■.:■ 

PLACE1 004437//lsocitrate and isopropylmalate dehydrogenases , . . 

PLACE1004506//LIM domain containing proteins ' ' . 

25 PLACE1004674//EFhand 

PLACE1 00491 8//L-lactate dehydrogenases 

PLACE1005243//Eukaryotic protein kinase domain . 

PLACE1005305//Adenylate kinases 

PLACE1005327//Src homology domain 3 * 
30 PLACE1 005530//Zinc finger, C3HC4 type (RING finger) 

PLACE1005646//Helicases conserved C-terminal domain 

PLACE1 005656//Ribonucleotide reductases 

PLACE1 005966//WD domain, G-beta repeats 

PLACE1006157//Sushi domain 
35 PLACE1006196//DEAH and DEAR box helicases //Helicases conserved C-terminal domain 

PLACE1 006438//Zinc finger, C2H2 type 

PLACE1006626//Double-stranded RNA binding motif 

PLACE1 006754//IG superfamily 

PLACE1006829//Ubiquitin carboxyl-terminal hydrolases family 2 //Ubiquitin carboxyl-terminal hydrolases family 2 
40 PLACE1 00691 7//RNA recognition motif, (aka RRM, RBD, or RNP domain) 

PLACE1006956//ABC transporters . 

PLACE1006958//Heat shock hsp70 proteins 

PLACE1007375//C2 domain . 

PLACE1007488//PH (pleckstrin homology) domain . 
« PLACE1007511//lntermediate filament proteins , t 

PLACE1 007537//Ank repeat 

PLACE 1007544//Zinc finger, C2H2 type 

PLACE 1007547//Zinc finger, C3HC4 type (RING finger) 

PLACE 1007598//Zinc finger, C2H2 type 
so PLACE 1007697//ABC transporters 

PLACE 1 007958//3'5' -cyclic nucleotide phosphodiesterases 

PLACE 1007969//RNA recognition motif, (aka RRM, RBD, or RNP domain) 

PLACE1008201//Zinc finger, C2H2 type 

PLACE1008429//Ank repeat 
55 PLACE1 008465//Zinc finger, C2H2 type 

PLACE1008650/A/VD domain, G-beta repeats , ^ 

PLACE1 009020//Aminotransf erases class- V 

PLACE1 009094//von Willebrand factor type C domain 
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PLACE1 009099//Zinc finger, C2H2 type 
PLACE1009246//LIM domain containing proteins 
PLACE1009468//WD domain, G-beta repeats 

PLACE1009476//DEAD and DEAH box helicases //Helicases conserved C-terminal domain 
5 PLACE 1009524//PH (pleckstrin homology) domain 

PLACE 1009596//WD domain, G-beta repeats 

PLACE1009622//Double-stranded RNA binding motif 

PLACE1009861//Cysteine proteases 

PLACE 1 009925//Hel icases conserved C-terminal domain 
io PLACE1009992//CUB domain //EGF-like domain //Sushi domain //Trypsin 

PLACE1010053//Double-stranded RNA binding motif 

PLACE1010089//Ubiquitin carboxyl-terminal hydrolases family 2 

PLACE1010702//Zinc finger, C2H2 type 

PLACE1010833//EF hand 
is PLACE1 01 0926//Src homology domain 3 

PLACE1010960//Actins 

PLACE1011041//Src homology domain 3 

PLACE1011046//C2 domain //Phosphatidylinositol-specific phospholipase C, X domain //Phosphatidylinositol-spe- 

cific phospholipase C, Y domain 
20 PLACE 1 01 1114//H el icases conserved C-terminal domain: ; 

PLACE1 01 1160//Zinc finger, C3HC4 type (RING finger) 

PLACE1011263//Ank repeat 

PLACE1011433//Zinc finger, C2H2 type 

PLACE1011576//Zinc finger, C2H2 type 
25 PLACE1011923//Eukaryotic protein kinase domain 

PLACE2000034//Fibronectin type III domain //IG superfamily ' 

PLACE2000072//Zinc finger, C2H2 type 

PLACE2000111//IG superfamily 

PLACE20001 64//WD domain, G-beta repeats 
30 PLACE2000216//PH (pleckstrin homology) domain 

PLACE2000341//Sodium:solute symporter family 

PLACE2000371//Src homology domain 2 

PLACE2000373//Thrombospondin type 1 domain 

PLACE2000398//IG superfamily 
35 PLACE2000427//Helicases conserved C-terminal domain 

PLACE2000458//Cadherin 

PLACE3000020//Guanylate cyclases 

PLACE30001 69//Zinc finger, C2H2 type 

PLACE4000014//Helicases conserved C-terminal domain. .,, • ^ v , 
40 PLACE4000052//ABC transporters 

PLACE40001 92//Zinc finger, C2H2 type . ti ? 

PLACE4000211//Bromodomain 

PLACE4000431 //Helicases conserved C-termina! domain 

PLACE4000522//Ank repeat 
45 PLACE4000581//EGF-like domain //Sushi domain 

PLACE4000654//Ubiquitin-conjugating enzymes 

THYRO1000072//IG superfamily 

THYRO1000242//Zinc finger, C2H2 type 

THYROl000288//Zinc-binding metalloprotease domain 
50 THYR01 000488//Zinc finger, C3HC4 type (RING finger) 

THYRO1000501//Zinc finger, C3HC4 type (RING finger) 

THYRO1000666//Kinesin motor domain 

THYRO1000748//Src homology domain 3 

THYR01 000926//3' 5'-cyclic nucleotide phosphodiesterases 
55 THYRO1001661//RNA recognition motif, (aka RRM, RBD, or RNP domain) 

THYRO1001671//Ubiquitin family 

Y79AA1000037//Zinc finger, C3HC4 type (RING finger) 

Y79AA1000214//Core histones H2A, H2B, H3 and H4 



4 
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Y79AA1000342//Zinc finger, C2H2 type 
Y79AA1000349//Double-stranded RNA binding motif 
Y79AA1 000627//Zinc finger, C2H2 type 
Y79AA1 000705//Helicases conserved C-terminal domain 
5 Y79AA1 000752//KH domain family of RNA binding proteins . 

Y79AA1000833//Tubulin 
Y79AA1 001 048//Acyl-CoA dehydrogenases 
Y79AA1001391//Homeobox domain 

Y79AA1001394//ATPases associated with various cellular activities (AAA) 
10 Y79AA1001493//Ubtquitin-conjugating enzymes 

Y79AA1001613//Zinc finger, C2H2 type 

Y79AA1 001 874//TNFR/NGFR cysteine-rich region 

Y79AA1 002027//Ubiquitin-conjugating enzymes 

Y79AA1002139//Dnaj, prokaryotic heat shock protein 
15 Y79AA1 002208//Ank repeat 

Y79AA1 002246//C2 domain 

Y79AA1002307//Fibronectin type III domain . * 

Y79AA1002472//Zinc finger, C2H2 type 

HEMBA1003538//CUB domain HEMBA1003645//WD domain, G-beta repeats //Src homology domain 3 
20 HEMBAl005206//Glutathione S-transferases. ,> : 

HEMBA1006521//Alcohol/other dehydrogenases, short chain type 

HEMBB1001482//Zinc finger, C2H2type HEMBB1001915//Ubiquitin carboxyl-terminal hydrolases family 2//Ubiq- 
uitin carboxyl-terminal hydrolases family 2 HEMBB1002044//Cadherin MAMMA1000183//Zinc finger, C2H2 type 
MAMMA1000897//von Willebrand factor type A domain MAMMA1001080//IG superfamily MAMMA1002498//IG 
25 superfamily MAMMA1 002573//KH domain family of RNA binding proteins MAMMA1 00261 7//Zinc finger, C2H2 type 

NT2RM1000833//eubacterial secY protein NT2RM2001797//Zinc finger, C2H2 type 
NT2RP1001013//Zinc finger, C2H2 type NT2RP2001 233//Zinc finger, C2H2 type 

NT2RP2001440//1 4-3-3 proteins NT2RP2002105//7 transmembrane receptor (rhodopsin family) 
NT2RP3001723//Laminin G domain NT2RP3001938//Eukaryotic protein kinase domain NT2RP3002330//Elonga- 
30 tion factor Tu family (contains ATP/GTP binding P-loop) NT2RP3003133//Zinc finger, C2H2 type 

NT2RP3003500//Eukaryotic protein kinase domain NT2RP3003799//C2 domain 

NT2RP3003800//Eukaryotic protein kinase domain NT2RP.3004013//Double-stranded RNA binding motif 
NT2RP3004125//Zinc finger, C2H2 type 

OVARC1001244//Bromodomain OVARC1001496//D-isomer specific 2-hydroxyacid dehydrogenases 
35 PLACE1 000007/AJbiquitin carboxyl-terminal hydrolases family 2 //Ubiquitin carboxyl-terminal hydrolases family 2 

PLACE1001118//Zinc finger, C2H2 type PLACE1010310//Zinc finger, C2H2 type PLACE1011896//wnt family of 
developmental signaling proteins PLACE3000124//Src homology domain 2 
PLACE4000100//D-isomer specific 2-hydroxyacid dehydrogenases 

PLACE4000259//Helicases conserved C-terminal domain PLACE4000261//Bromodomain SKNMC1 00001 3//ABC 
40_ transporters SKNMC1 000091/ZBasic region plus leucine zipper transcription factors THYR01 000343//Src homol- 
ogy domain 3 THYR01 000569//Zinc finger, C2H2 type THYR01 001 1 89//Zinc finger, C2H2 type Y79AA1 0021 03// 
Zinc finger, C2H2 type PLACE3000350//Eukaryotic protein kinase domain 
PLACE4000156//Zinc finger, C2H2type ' • . 



45 EXAMPLE 18 



50 



55 



! * 



Classification of cDNA clones into functional categories based on. the full-length nucleotide sequences 

[0257] Prediction of functions of proteins encoded by the clones and the categorization thereof were performed based 
on the results of homology search (see Homology search results 6, 12, 13 and 14) of the databases, GenBank, Swiss- 
Prot and UniGene, for the full-length nucleotide sequences of 4997 clones and based on the results of domain search 
(see Example 17) of the deduced amino acid sequences encoded by the full-length nucleotide sequences. The target 
4997 clones are listed below: 



HEMBA1 000005, 
HEMBA1 000050, 
HEMBA1000158, 
HEMBA1000216, 
HEMBA1 000264, 



HEMBA1000012, 
HEMBA1 000076, 
HEMBA1000168, 
HEMBA1 000227, 
HEMBA1 000280, 



HEMBA1000020, 
HEMBA1000129, 
HEMBA1000185. 
HEMBA1 000231, 
HEMBA1 000282, 



HEMBA1 000030, 
HEMBA1000141, 
HEMBA1000193, 
HEMBA1 000243, 
HEMBA1 000288, 



HEMBA1 000042, 
HEMBA1000150, 
HEMBA1 000201, 
H EM BA1 000244, 
HEMBA1 000290, 



HEMBA1 000046, 
HEMBA1 000156, 
HEMBA1000213. 
HEMBA1 000251, 
HEMBA1 000302, 
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HEMBA1 000303 
HEMBA1000351 
HEMBA1000392 
HEMBA1000459 

5 H EM BA 1000501 
HEMBA1 000520 
HE MBA 1000555 
HEMBA1 000588 
HEMBA1 000622 

10 HEMBA1 000682 
HEMBA1 000727 
HEMBA1000817 
HEMBA1 000869 
HEMBA1 000918 

15 HEMBA1 000960 
HEMBA1 000986 
HEMBA1001022 
HEMBA1001059 
HEMBA1001088 

20 HEMBA1001123 
HEMBA1001208 
HEMBA1001281 
HEMBA1 001319 
HEMBA1001361 

25 HEMBA1001391 
HEMBA1001415 
HEMBA1001450 
HEMBA1001522 
HEMBA1001570 

30 HEMBA1001620 
HEMBA1001655 
HEMBA1001711 
HEMBA1001744 
HEMBA1001791 

35 HEMBA1001820 
HEMBA1001866 
HEMBA1001913 
HEMBA1001942 
HEMBA1 002022 

40 HEMBA1002100 
HEMBA1002150 
HEMBA1002177 
HEMBA1002212 
HEMBA1 002267 

45 HEMBA1 002363 
HEMBA1 002458 
HEMBA1 002486 
HEMBA1002515 
HEMBA1 002558 

50 HEMBA1 002629 
HEMBA1 002679 
HEMBA1 002742 
HEMBA1 002777 
HEMBA1002816 

55 HEMBA1 002876 
HEMBA1 002944 
HEMBA1 002973 
HEMBA1 003035 



HEMBA1 000304 

HEMBA1 000356 

HEMBA1 000396 

HEMBA1 000460 

HEMBA1 000504 

HEMBA1 000523 

HEMBA1 000557 

HEMBA1 000591 

HEMBA1 000636 

HEMBA1 000686 

HEMBA1 000749 

HEMBA1 000822 

HEMBA1 000870 

HEMBA1000919 

HEM BA1 000968 

HEMBA1000991 

HEMBA1001024 

HEMBA1001060 

HEMBA1001094 

HEMBA1001133 

HEMBA1001213 

HEMBA1001286 

HEMBA1001323 

HEMBA1001375 

HEMBA1001398 

HEMBA1001432 

HEMBA1001455 

HEMBA1001526 

HEMBA1001579 

HEMBA1001635 

HEMBA1001658 

HEMBA1001712 

HEMBA1001745 

HEMBA1001803 

HEMBA1001822 

HEMBA1001869 

HEMBA1001915 

HEMBA1001950 

HEMBA1 002035 

HEMBA1002102 

HEMBA1002151 

HEMBA1002185 

HEMBA1002215 

HEMBA1 002328 

HEMBA1 002381 

HEMBA1 002460 

HEMBA1 002495 

HEMBA1002538 

HEMBA1002569 

HEMBA1002645 

HEMBA1002688 

HEMBA1 002746 

HEM BA1 002779 

HEMBA1002818 

HEMBA1 002921 

HEMBA1 002951 

HEMBA1 002997 

HEMBA1 003037 



HEMBA1 000307 

HEMBA1 000357 

HEMBA1 000411 

HEMBA1 000469 

HEMBA1 000505 

HEMBA1 000531 

HEMBA1 000561 

HEMBA1 000592 

HEMBA1 000637 

HEMBA1 000702 

HEMBA1 000752 

HEMBA1 000843 

HEMBA1 000872 

HEMBA1 000934 

HEMBA1 000971 

HEMBA1001008 

HEMBA1001026 

HEMBA1001071 

HEMBA1001099 

HEMBA1001137 

HEMBA1001226 

HEMBA1001299 

HEMBA1001326 

HEMBA1001377 

HEMBA1001405 

HEMBA1001433 

HEMBA1001463 

HEMBA1001533 

HEMBA1001581 

HEMBA1001636 

HEMBA1001661 

HEMBA1001714 

HEMBA1001746 

HEMBA1001804 

HEMBA1001824 

HEMBA1001888 

HEMBA1001918 

HEMBA1001964 

HEMBA1 002039 

HEMBA1002113 

HEMBA1002160 

HEMBA1002189 

HEMBA1002229 

HEMBA1002337 

HEMBA1002417 

HEMBA1 002462 

HEMBA1 002498 

HEMBA1 002542 

HEMBA1 002583 

HEMBA1 002659 

HEMBA1002696 

H EM BA1 002748 

HEM BA1 002780 

HEMBA1 002826 

H EM BA1 002934 

HEMBA1 002954 

HEMBA1 002999 

HEMBA1 003041 



HEMBA1 000327 
HEMBA'1 000369 
HEMBA1 000428 
HEMBA1 000488 
HEMBA1 000508 
H EM BA 1000534 
HEMBA1000568 
HEMBA1 000594 
H EM BA 1000655 
HEMBiM 0Q0719 
HEMBAV000769 
HEMBA1 000851 
HEMBA1 000876 
HEMBA1000942 
HEMBA1 000972 
HEMBA1001009 
HEMBA1001043 
HEMBA1001077 
HEMBA1001109 
HEMBA1001140 
HEMBA1001235 
HEMBA1001302 
HEMBA1001327 
HEMBA1 001383 
HEMBA1001407 
HEMBA1 001435 
HEMBA1 001497 
HEMBA1001557 
HEMBA1001589 
HEMBA1001640 
HEMBA1001672 
HEMBA1 001723 
HEMBA1001750 
HEMBA1001809 
HEMBA1001835 
HEMBA1001896 
HEMBA1001921 
HEMBA1001967 
HEMBA1 002049 
HEMBA1002119 
HEMBA1002161 
HEMBA1002191 
HEMBA1 002237 
HEMBA1 002341 
HEMBA1002419 
HEMBA1 002469 
H EM BA 1002503 
H EM BA 1002547 
HEMBA1 002609 
HEMBA1 002661 
H EM BA 1002703 
HEMBA1 002750 
H EM BA 1002794 
HEMBA1 002833 
HEMBA1 002935 
HEMBA1 002968 
HEMBA1003021 
HEMBA1003046 



HEMBA1 000333 
HEMBA1 000376 
HEMBA1 000442 
HEMBA1 000491 
HEMBA1000518 
HEMBA1 000542 
HEMBA1 000569 
HEMBA1 000604 
HEMBA1 000657 
HEMBA1 000722 
HEMBA1 000773 
HEMBA1 000852 
HEMBA1 000908 
HEMBA1 000943 
H EM BA1 000975 
HEMBA1001019 
HEMBA1001051 
HEMBA1001080 
HEMBA1001121 
HEMBA1001174 
HEMBA1001247 
HEMBA1001303 
HEMBA1 001330 
HEMBA1001387 
HEMBA1001411 
HEMBA1001442 
HEMBA1001510 
HEMBA1001566 
HEMBA1001595 
HEMBA1001647 
HEMBA1001675 
HEMBA1001731 
HEMBA1001781 
HEMBA1001815 
HEMBA1001847 
HEMBA1001910 
HEMBA1001939 
HEMBA1001987 
HEMBA1 002084 
HEMBA1002125 
HEMBA1002162 
HEMBA1002199 
HEMBA1 002241 
HEMBA1 002348 
HEMBA1 002430 
HEMBA1 002475 
H EM BA1 002508 
H EM BA1 002552 
HEMBA1 002621 
HEMBA1 002666 
HEMBA1002712 
HEMBA1 002768 
HEMBA1 002801 
HEMBA1 002850 
HEMBA1 002937 
HEMBA1 002970 
HEMBA1 003033 
HEMBA1 003067 



HEMBA1 000338, 
HEMBA1 000387, 
HEMBA1 000456, 
HEMBA1 000497, 
HEMBA1000519, 
HEMBA1 000545, 
HEMBA1 000575, 
HEMBA1 000608, 
HEMBA1 000673, 
HEMBA1 000726, 
HEMBA1 000774, 
HEMBA1 000867, 
HEMBA1 000910, 
HEMBA1 000946, 
HEMBA1 000985, 
HEMBA1001020, 
HEMBA1 001052, 
HEMBA1001085, 
HEMBA1001122, 
HEMBA1001197, 
HEMBA1001257, 
HEMBA1001310, 
HEMBA1 001351, 
HEMBA1 00*1 388, 
HEMBA1001413, 
HEMBA1001446, 
HEMBA1001515, 
HEMBA1001569, 
HEMBA1001608, 
HEMBA1001651, 
HEMBA1001702, 
HEMBA1001734, 
HEMBA1001784, 
HEMBA1001819, 
HEMBA1 001864, 
HEMBA1001912, 
HEMBA1 001940, 
HEMBA1002018, 
HEMBA1 002092, 
HEMBA1002139, 
HEMBA1002166, 
HEMBA1 002204, 
HEMBA1 002265, 
HEMBA1 002349, 
HEMBA1 002439, 
HEMBA1 002477, 
HEMBA1002513, 
HEMBA1 002555, 
HEMBA1 002624, 
HEMBA1 002678, 
HEMBA1002716, 
HEMBA1 002770, 
HEMBA1 002810, 
HEMBA1 002863, 
HEMBA1 002939, 
HEMBA1 002971, 
HEMBA1 003034, 
HEMBA1 003071, 
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HEMBA1 003077, 
HEMBA1 003098. 
HEMBA1003148, 
HEMBA1003202, 

5 HEMBA1 003257, 
HEMBA1 003291, 
HEMBA1 003369, 
HEMBA1 003395, 
HEMBA1003447, 

io HEMBA1 003538, 
HEMBA1 003568, 
HEMBA1 003597, 
HEMBA1 003646, 
HEMBA1 003684, 

15 HEMBA1 003729, 
HEMBA1 003783, 
HEMBA1 003827, 
HEMBA1 003866, 
HEMBA1 003937, 

20 HEMBA1003976, 
HEMBA1004012, 
HEMBA1 004055. 
HEMBA1004131, 
HEMBA1004193, 

25 HEMBA1004225, 
HEMBA1 004267, 
HEMBA1 004289, 
HEMBA1 004330, 
HEMBA1 004366. 

30 HEMBA1 004408, 
HEMBA1 004499, 
HEMBA1 004542, 
HEMBA1 004604, 
HEMBA1 004637, 

35 HEMBA1 004697, 
HEMBA1 004733, 
HEMBA1004753, 
HEMBA 1004776, 
HEMBA1 004820, 

40 - HEMBA1 004880, 
HEMBA1 004930. 
HEMBA1 004972, 
HEMBA1 004995, 
HEMBA1 005047, 

45 HEMBA1 005083, 
HEMBA1005152, 
HEMBA1 005223, 
HEMBA1 005296, 
HEMBA 1 005367. 

50 HEMBA1 005423. 
HEMBA1 005472, 
HEMBA1 005508, 
HEMBA1 005530, 
HEMBA1 005576, 

55 HEMBA1 005595, 
HEMBA1 005666, 
HEMBA1 005705, 
HEMBA1005813. 



HEMBA1 003078, 
HEMBA1003117, 
HEMBA1003166. 
HEMBA 1003220, 
HEMBA1 003273, 
HEMBA1 003304, 
HEMBA1 003370, 
HEMBA1 003402, 
HEMBA1 003461, 
HEMBA1 003545, 
HEMBA1 003569, 
HEMBA1 003598, 
HEMBA1 003656, 
HEMBA1 003690, 
HEMBA1 003733, 
HEMBA1 003799, 
H EM BA1 003836, 
HEMBA1 003879, 
HEMBA1 003939, 
HEMBA1 003978, 
HEMBA1004015, 
H EM BA1 004056, 
HEMBA1004138, 
HEMBA1004199, 
HEMBA1 004227, 
HEMBA1 004272, 
HEMBA1 004295, 
HEMBA1 004335, 
H EM BA1 004372, 
HEMBA1 004429, 
HEMBA1 004502, 
HEMBA1 004554, 
HEMBA1 004610, 
HEMBA1 004638, 
HEMBA1 004705, 
HEMBA1 004734, 
HEMBA1 004756, 
HEMBA1 004778, 
HEMBA1 004847, 
HEMBA1 004889, 
HEMBA1 004933, 
HEMBA1004973, 
HEMBA1 005009, 
HEMBA1 005050, 
HEMBA1005101, 
HEMBA1005185, 
HEMBA1 005232, 
HEMBA1 005311, 
HEMBA1 005374, 
HEMBA1 005426, 
HEMBA1 005474, 
HEMBA1005513, 
HEMBA1 005548, 
HEMBA1 005581, 
HEMBA1 005606, 
HEMBA1 005670, 
H EM BA1 005732. 
HEMBA1005815, 



HEMBA1 003079, 
HEMBA1003129. 
HEMBA1003175, 
HEMBA 1003222, 
HEMBA1 003276, 
HEMBA1 003309, 
HEMBA1 003373, 
HEMBA1 003408, 
H EM BA1 003463, 
HEMBA1 003548, 
HEMBA1 003571, 
HEMBA1003615, 
HEMBA1 003662, 
HEMBA1 003692, 
HEMBA1 003742, 
HEMBA1 003803, 
HEMBA1003838, 
HEMBA1 003880, 
HEMBA1 003942, 
HEMBA1 003985, 
H EM BA1 004024, 
HEMBA1 004074, 
HEMBA1004143, 
HEMBA1 004200, 
HEMBA1 004238, 
HEMBA1 004274, 
HEMBA1004312, 
H EM BA1 004341, 
HEMBA1004389, 
HEMBA1 004433, 
HEMBA1 004507, 
H EM BA1 004560, 
HEMBA1004617, 
HEMBA1 004669, 
HEMBA1 004709, 
HEMBA1 004736, 
HEMBA1 004758, 
HEMBA1 004795, 
HEMBA1 004850, 
HEMBA1 004900, 
HEMBA1 004934, 
HEMBA1 004977, 
HEMBA1005019, 
H EM BA1 005062, 
HEMBA1005113, 
HEMBA1 005201, 
HEMBA1005241, 
HEMBA1005314, 
HEMBA1 005382, 
H EM BA1 005443, 
HEMBA1 005475, 
HEMBA1005517, 
HEMBA1 005552, 
HEMBA1 005582, 
HEMBA1005609, 
HEMBA1005679. 
HEMBA1 005737, 
HEMBA1 005822, 



HEMBA1 003083 
HEMBA1003133 
HEMBA1003179 
HEMBA 1003229 
HEMBA1 003278 
HEMBA1 003322 
HEMBA1 003376 
HEMBA1003417 
HEMBA1 003480 
HEMBA1 003555 
HEMBA1 003579 
HEMBA1003617 
HEMBA1 003667 
HEMBA1003711 
HEMBA1 003758 
HEMBA1 003804 
HEMBA1 003854 
HEMBA1 003893 
HEMBA 1003953 
HEMBAi 003987 
HEMBA1 004038 
HEMBA1 004086 
HEMBAI 0041 46 
HEMBA1 004202 
HEMBA1004241 
HEMBA1 004275 
HEMBA1 004321 
HEMBA1 004353 
HEMBA1 004394 
HEMBA1004460 
HEMBA1004509 
HEMBA1 004573 
HEMBA1 004629 
HEMBA1 004670 
HEMBAI 004711 
HEMBA1 004748 
HEMBA1 004763 
HEMBA1004803 
HEMBA1 004860 
HEMBA1 004909 
HEMBA1 004944 
HEMBA1 004978 
HEMBA 1005029 
HEMBA1005066 
HE MBA 1005123 
HEMBAI 005202 
HEMBAI 005252 
HEMBA1005331 
HEMBA1 005394 
HEMBA1005447 
HEMBA1005497 
HEMBA1005518 
HEMBA 1005558 
HEMBA 1005583 
HEMBA1005616 
HEMBA1005680 
HEMBA1 005746 
HEMBA 1005834 



H EM BA1 003086 
HEMBA1003136 
HEMBA1003197 
HEMBA1 003235 
HEMBA1 003281 
HEMBA1 003327 
HEMBA1 003380 
HEMBA1003418 
HEMBA1 003528 
HEMBA1 003556 
HEMBA1 003581 
HEMBA1 003621 
HEMBA1 003679 
HEMBA1 003720 
HEMBA1 003760 
HEMBA1 003805 
HEMBA1 003856 
H EM BA1 003908 
H EM BA1 003958 
HEMBA1 003989 
HEMBA1 004045 
HEMBA1 004097 
HEMBA1004150 
HEMBA1 004203 
HEMBA1 004246 
HEMBA1 004276 
HEMBA1 004323 
HEMBA1 004354 
HEMBA1 004396 
HEMBA1 004461 
HEMBA1 004534 
HEMBA1 004577 
HEMBA1 004631 
HEMBA1 004672 
HEMBA1 004725 
HEMBA1 004751 
HEMBA1 004768 
HEM BA1 004806 
HEMBA1 004863 
H EM BA1 004923 
HEMBA1 004954 
HEMBA1 004980 
HEMBA1 005035 
HEMBA1 005075 
HEMBA1005133 
HEMBA1 005206 
HEMBA1 005275 
HEMBA1 005338 
HEMBA1 005403 
HEMBA1005468 
HEMBA1 005500 
HEMBA1 005526 
HEMBA1 005568 
HEMBA1 005588 
HEMBA1 005621 
HEMBA1 005685 
HEMBA1 005755 
HEMBA1005852 



HEMBA1 003096, 
HEMBA1003142, 
HEMBA1003199, 
H EM BA1 003250, 
HEMBA1 003286, 
HEMBA1 003328, 
HEMBA1 003384, 
HEMBA1 003433, 
HEMBA1 003531, 
HEMBA1 003560, 
HEMBA1 003591, 
HEMBA1 003645, 
HEMBA1 003680, 
HEMBA1 003725, 
HEMBA1 003773, 
HEMBA1 003807, 
HEMBA1 003864, 
HEM BA1 003926, 
H EM BA1 003959, 
HEMBA1 004011, 
HEMBA1 004048, 
HEMBA1 004111, 
HEMBA1004168, 
HEMBA1 004207, 
H EM BA1 004248, 
HEMBA1 004286, 
HEMBA1 004327, 
HEMBA1 004356, 
HEMBA1 004405, 
HEMBA1 004479, 
HEMBA1 004538, 
HEMBA1 004596, 
HEMBA1 004632, 
HEMBA1 004693, 
HEMBA1 004730, 
H EM BA1 004752, 
H EM BA1 004771, 
HEMBA1 004807, 
HEMBA1 004865, 
HEM BA1 004929, 
H EM BA1 004960, 
HEMBA1 004983, 
HEMBA1 005039, 
HEMBA1 005079, 
HEMBA1005149, 
HEMBA1005219, 
HEMBA1 005293, 
H EM BA1 005359, 
HEMBA1 005411, 
HEMBA1 005469, 
HEMBA1 005506, 
HEMBA1 005528, 
HEMBA1 005572, 
HEMBA1 005593, 
HEMBA1 005627, 
HEMBA1 005699, 
HEMBA1 005780, 
HEMBA1 005884, 
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HEMBA1 005891 
HEMBA1 005963 
HEMBA1 006036 
HEMBA1 006092 

5 HEMBA1006138 
HEMBA1 006235 
HEMBA1 006272 
HEMBA1 006309 
HEMBA1 006364 

10 HEMBA1006416 
HEMBA1 006461 
HEMBA1 006492 
HEMBA1 006530 
HEMBA1 006579 

15 HEMBA1 006624 
HEMBA1 006659 
HEMBA1 006708 
HEMBA1 006758 
HEMBA1 006796 

20 HEMBA1 006877 
HEMBA1 006936 
HEMBA1 007002 
HEMBA1 007073 
HEMBA1 007113 

25 HEMBA1007178 
HEMBA1 007251 
HEMBA1 007301 
HEMBA1 007342 
HEMBB1 000025 

30 HEMBB1 000054 
HEMBB1000113 
HEMBB1000175 
HEMBB1 000240 
HEMBB1 000312 

35 HEMBB1 000338 
HEMBB1 000391 
HEMBB1 000449 
HEMBB1 000550 
HEMBB1 000591 

40 HEMBB1 000632 
HEMBB1 000673 
HEMBB1 000725 
HEMBB1 000781 
HEMBB1 000826 

45 HEMBB1 000870 
HEMBB1 000908 
HEMBB1 000973 
HEMBB1001008 
HEMBB1001051 

50 HEMBB1001105 
HEMBB1001133 
HEMBB1001175 
HEMBB1 001209 
HEMBB1 001253 

55 HEMBB1 001294 
HEMBB1 001331 
HEMBB1001356 
HEMBB1001387 



HEMBA1 005894 
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PLACE1011114, 
PLACE1011214, 
PLACE1011291, 
PLACE1011399, 
PLACE1011492, 
PLACE1011586, 
PLACE1011664, 
PLACE1011749, 
PLACE1011922, 



PLACE1 007242, 
PLACE1007317, 
PLACE1 007402, 
PLACE1 007460, 
PLACE1 007524, 
PLACE1 007598, 
PLACE1 007677, 
PLACE1 007725, 
PLACE1 007791, 
PLACE1 007858, 
PLACE1 007955, 
PLACE1 008044, 
PLACE1008129, 
PLACE1 008231, 
PLACE1 008329, 
PLACE1 008392, 
PLACE1 008426, 
PLACE1 008524, 
PLACE1 008603, 
PLACE1 008630, 
PLACE1 008748, 
PLACE1 008851, 
PLACE1 008941, 
PLACE1 009048, 
PLACE1 009099, 
PLACE1009158, 
PLACE1 009230, 
PLACE1 009335, 
PLACE1 009404, 
PLACE1 009468, 
PLACE1 009542, 
PLACE1 009621, 
PLACE1 009670, 
PLACE1 009798, 
PLACE1 009921, 
PLACE1 009995, 
PLACE1010074, 
PLACE1010106, 
PLACE1010261, 
PLACE1010324, 
PLACE1010481, 
PLACE1010562, 
PLACE1010628, 
PLACE1010714, 
PLACE1010800, 
PLACE1010870, 
PLACE1010925, 
PLACE1010960, 
PLACE1011054, 
PLACE1011133, 
PLACE1011219, 
PLACE1011310, 
PLACE1011433, 
PLACE1011503, 
PLACE1011635, 
PLACE1011675, 
PLACE1011858, 
PLACE1011923, 
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PLACE1011982, 
PLACE2000015, 
PLACE2000050, 
PLACE2000103, 

5 PLACE2000164, 
PLACE2000223, 
PLACE2000335, 
PLACE2000373, 
PLACE2000411, 

10 PLACE2000455, 
PLACE3000070, 
PLACE3000142, 
PLACE3000157, 
PLACE3000199, 

is PLACE3000230, 
PLACE3000304, 
PLACE3000341, 
PLACE3000365, 
PLACE3000405, 

20 PLACE3000475, 
PLACE4000089, 
PLACE4000131. 
PLACE4000230, 
PLACE4000269, 

25 PLACE4000344, 
PLACE4000411, 
PLACE4000489, 
PLACE4000581, 
PLACE4000654, 

30 SKNMC1 000091 
THYR0 1000092 
THYRO1000156 
THYR0 1000206 
THYR0 1000288 

35 THYR01 000381 
THYR0 1000471 
THYR0 1000558 
THYR01 000625 
THYR0 100071 2 

40 THYR0 1000783 
THYR0 1000843 
THYR01 000926 
THYRO1001003 
THYR0 1001 133 

45 THYR01 001213 
THYRO1001321 
THYRO1001401 
THYR0 1001 434 
THYRO1001541 

50 THYR0 1001 605 
THYR0 1001 673 
THYR0 1001 746 
THYRO1001895 
Y79AA1 000059, 

55 Y79AA1 000230, 
Y79AA1 000342, 
Y79AA1 000420, 
Y79AA1 000574, 



PLACE1012031, 
PLACE2000017, 
PLACE2000061, 
PLACE2000111. 
PLACE2000170, 
PLACE2000235, 
PLACE2000341, 
PLACE2000379, 
PLACE2000425, 
PLACE2000458, 
PLACE3000103, 
PLACE3000145, 
PLACE3000158, 
PLACE3000207, 
PLACE3000242, 
PLACE3000310, 
PLACE3000350, 
PLACE3000373, 
PLACE3000406, 
PLACE3000477, 
PLACE4000093, 
PLACE4000147, 
PLACE4000247, 
PLACE4000270, 
PLACE4000367, 
PLACE4000431, 
PLACE4000494, 
PLACE4000590, 
PLACE4000670, 
THYR01 000026, 
THYRO1000107, 
THYRO1000173, 
THYR01 000241, 
THYR01 000320, 
THYR01 000387, 
THYR01 000484, 
THYR01 000569, 
THYR01 000637, 
THYRO1000715, 
THYR01 000787, 
THYR01 000852, 
THYR01 000934, 
THYRO1001031, 
THYRO1001134, 
THYRO1001262, 
THYRO1001322, 
THYR01 001403, 
THYR01 001458, 
THYRO1001559, 
THYRO1001617, 
THYRO1001703, 
THYRO1001772, 
THYR0 1001 907, 
Y79AA1 000065, 
Y79AA1 000231, 
Y79AA1 000346, 
Y79AA1 000469, 
Y79AA1 000589, 



PLACE2000003, 
PLACE2000021, 
PLACE2000062, 
PLACE2000115, 
PLACE2000172, 
PLACE2000246, 
PLACE2000347, 
PLACE2000394, 
PLACE2000427, 
PLACE2000477, 
PLACE3000119, 
PLACE3000147, 
PLACE3000160, 
PLACE3000208, 
PLACE3000244, 
PLACE3000320, 
PLACE3000352, 
PLACE3000388, 
PLACE3000413, 
PLACE4000009, 
PLACE4000100, 
PLACE4000156, 
PLACE4000250, 
PLACE4000300, 
PLACE4000369, 
PLACE4000445, 
PLACE4000521, 
PLACE4000593, 
SKNMC1000011, 
THYR01 000034, 
THYR01 000111, 
THYRO1000186, 
THYR01 000242, 
THYR0 1000327, 
THYR01 000394, 
THYR01 000488, 
THYR01 000570, 
THYR01 000662, 
THYR01 000734, 
THYR01 000793, 
THYR01 000855, 
THYR01 000951, 
THYRO1001033, 
THYRO1001142, 
THYRO1001271, 
THYRO1001347, 
THYRO1001405. 
THYRO1001480, 
THYRO1001570, 
THYRO1001637, 
THYRO1001706, 
THYRO1001793, 
VESEN1000122, 
Y79AA1 000131, 
Y79AA1 000258, 
Y79AA1 000349, 
Y79AA1 000480, 
Y79AA1 000627, 



PLACE20p0606, 
PLACE20b00'34, 
PLAGE20p6072, 
PLACp00Q1;24, 
PLACE2000176, 
PLACE2000274, 
PLAGE^000359, 
PLAi3E206'0398, 
PLACE2000433, 
PLAGE3066009, 
PLAGE300d121, 
PLACE3000148, 
PLACE3000169, 
PLACE3000218, 
PLACE3000254, 
PLACE3000322, 
PLACE3000353, 
PLACE3000399, 
PLACE3000416, 
P.LACE4000014, 
PLAGE400P106, 
PLAG£40001,92, 
PL^GE4g00252, 
PLACE4000320, 
PLACE.4P00387, 
PLACE4000450, 
PLACE4000522, 
PLAGE40006:i2 ( 
SKNMi|li06p.013, 
THYRQi000b70, 
THYR0 10001 21 , 
THYROI 000187, 
THYR01 000253, 
THYR01 000343, 
THYRpi 000395, 
THYRO.1 000501 , 
THYROI 000585, 
THYROI 000666, 
THYR0 1000748, 
THYROI 000796, 
THYROI 000865, 
THYBQ.1 000952, 
THYROI 001062, 
THYR©i00 : 1T73, 

TyYR©.Toai2 : 87, 

THYRp30013p3, 
THYRSI 001406, 
THYI5p1pO{l!487, 
THYg6 ; j 00^584, 
THYROI 001 656, 
THYROJOO.1,723, 
THYR6i0p'1.!809, 
Y79AAV1 0100013, 
Y79AA10G0181, 
Y79AA1 000268, 
Y79AA1000355, 
Y79AA1 00.0539, 
Y79A£10p0705, 



PLACE2000007 
PLACE2000039 
PLACE2000097 
PLACE2000132 
PLACE2000187 
PLACE2000302 
PLACE2000366 
PLACE2000399 
PLACE2000438 
PLACE3000020 
PLACE3000124 
PLACE3000155 
PLACE3000194 
PLACE3000221 
PLACE3000271 
PLACE3000331 
PLACE3000362 
PLACE3000401 
PLACE3000425 
PLACE4000052 
PLACE4000128 
PLACE4000211 
PLACE4000259 
PLACE4000323 
PLACE4000392 
PLACE4000465 
PLACE4000548 
PLACE4000638 
SKNMC1 000046 
THYR01 000072 
THYRO1000124 
THYRO1000197 
THYR01 000270 
THYR01 000358 
THYR01 000401 
THYR0 1000502 
THYR01 000596 
THYR01 000676 
THYR01 000756 
THYR0 1000805 
THYR0 1000895 
THYR0 1000983 
THYRO1001100 
THYRO1001189 
THYRO1001313 
THYRO1001365 
THYRO1001411 
THYRO1001534 
THYRO1001595 
THYRO1001661 
THYRO1001738 
THYRO1001828 
Y79AA 1000033 
Y79AA1 000202 
Y79AA1000313 
Y79AA1 000368 
Y79AA1 000540 
Y79AA1 000734 



PLACE2000014, 
PLACE2000047, 
PLACE2000100, 
PLACE2000140, 
PLACE2000216, 
PLACE2000317, 
PLACE2000371, 
PLACE2000404, 
PLACE2000450, 
PLACE3000059, 
PLACE3000136, 
PLACE3000156, 
PLACE3000197, 
PLACE3000226, 
PLACE3000276, 
PLACE3000339, 
PLACE3000363, 
PLACE3000402, 
PLACE3000455, 
PLACE4000063, 
PLACE4000129, 
PLACE4000222, 
PLACE4000261, 
PLACE4000326, 
PLACE4000401 , 
PLACE4000487, 
PLACE4000558, 
PLACE4000650, 
SKNMC1 000050, 
THYR01 000085, 
THYR01 000132, 
THYRO1000199, 
THYR01 000279, 
THYR01 000368, 
THYR01 000452, 
THYR01 000505, 
THYR01 000605, 
THYR01 000684, 
THYR01 000777, 
THY R01 000815, 
THYRO1000916, 
THYR01 000988, 
THYRO1001120, 
THYRO1001204, 
THYRO1001320, 
THYRO1001374, 
THYRO1001426, 
THYRO1001537, 
THYRO1001602, 
THYRO1001671, 
THYRO1001745, 
THYRO1001854, 
Y79AA1 000037, 
Y79AA1000214, 
Y79AA1 000328, 
Y79AA1 000410, 
Y79AA1 000560, 
Y79AA1 000748, 
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Y79AA1 000752, 
Y79AA1 000802, 
Y79AA1 000962, 
Y79AA1001023, 
Y79AA1001078, 
Y79AA1001216, 
Y79AA1001312, 
Y79AA1001493, 
Y79AA1001581, 
Y79AA1001665, 
Y79AA1001781, 
Y79AA1001875, 
Y79AA1002103, 
Y79AA1 002209, 
Y79AA1 002246, 
Y79AA1 002361, 



Y79AA1 000774, 
Y79AA1 000805, 
Y79AA1 000966, 
Y79AA1001041, 
Y79AA1001145, 
Y79AA1001228, 
Y79AA1001323, 
Y79AA1001511, 
Y79AA1001585, 
Y79AA1001679, 
Y79AA1001805, 
Y79AA1001923, 
Y79AA1002115, 
Y79AA1 002210, 
Y79AA1 002258, 
Y79AA 1002399, 



Y79AA1 000782, 
Y79AA1 000824, 
Y79AA1 000968, 
Y79AA1001048, 
Y79AA1001167, 
Y79AA1001233, 
Y79AA1001384, 
Y79AA1001533, 
Y79AA1001594, 
Y79AA1001692, 
Y79AA1001827, 
Y79AA1001963, 
Y79AA1002125, 
Y79AA1 002211, 
Y79AA1 002298, 
Y79AA1 002407, 



Y79AA1 002472, Y79AA1 002482, Y79AA1 002487, 



Y79AA1 000784, 
Y79AA1 000827, 
Y79AA1 000969, 
Y79AA1.001061, 
Y79AA1 001 177, 
Y79AA1001236, 
Y79AA1001391, 
Y79AA1001541, 
Y79AA1001603, 
Y79AA1001696, 
Y79M1001846, 
Y79AA1002027, 
Y79Af1;002i;39, 
Y79AA{002220, 
Y79AA1 002307, 
Y79A^i0O2416, 



Y79AA1 000794, 
Y79AA1 000833, 
Y79AA1 000976, 
Y79AA1001068, 
Y79AA1001185, 
Y79AA1001281, 
Y79AA1001394, 
Y79AA1001548, 
Y79AA1001613, 
Y79AA1001705, 
Y79AA1001866, 
Y79AA1 002083, 
Y79AA1 002204, 
Y79AA1 002229, 
Y79AA1 002311, 
Y79AA 1002431, 



Y79AA1 000800, 
Y79AA1 000850, 
Y79AA1 000985, 
Y79AA1001077, 
Y79AA1001211, 
Y79AA1001299, 
Y79AA1001402, 
Y79AA1001555, 
Y79AA1001647, 
Y79AA1001711, 
Y79AA1001874, 
Y79AA1 002089, 
Y79AA1 002208, 
Y79AA1 002234, 
Y79AA1 002351, 
Y79AA1 002433, 



[0258] Among the 4997 clones, there are 2189 clones that presumably .encode proteins belonging to any of the 
categories of secretory or membrane proteins, glycoprotein-associatedprpteins, signal transduction-associated pro- 
teins, transcription-associated proteins, disease-associated proteins^enzymes and/or metabolism-associated pro- 
teins, ATP- and/or GTP-binding proteins, nuclear proteins, DNA- and/or RNA-binding proteins, RNA synthesis-asso- 
ciated proteins, protein synthesis- and/or protein transport-associated proteins, cytoske I eton -associated proteins, cell 
division- and/or cell proliferation-associated proteins, embryogenesis- and/or development-associated proteins, or cel- 
lular defense-associated proteins. , •. > <i ,* 

[0259] The clones that presumably encode proteins belonging to4he category of secretory or membrane proteins 
are those which matched the full-length sequences of Swiss-Prot database with the keywords "growth factor", "cy- 
tokine", "hormone", "signal", "transmembrane", "membrane", "extracellular matrix", "receptor", "G-protein coupled re- 
ceptor", "ionic channel", "voltage-gated channel", "calcium channeJ'U/cell adhesion" , "collagen", or "connective tis- 
sue"; those which matched the data, suggesting that the proteins, are secretory or membrane proteins; or those which 
matched the full-length sequences of GenBank or UniGene database.>with similar description; and, further, those pre- 
dicted to have an N-terminal signal sequence or a transmembrane region^as a result of domain search for the amino 
acid sequences deduced from the full-length nucleotide sequence^t*^ 

[0260] The clones that presumably encode proteins belonging ttb'jh ^category of glycoprotein-associated proteins 
are those which matched the full-length sequences of Swiss-Prot^database with the keywords "glycoprotein"; those 
which matched the data, suggesting that the proteins are glycoprotein; or trjiose which matched the full-length sequenc- 
es of GenBank or UniGene database with similar description. , * ■ \J^> * 

[0261 ] The clones that presumably encode proteins belonging tp;th,e>category of signal transduction-associated pro- 
teins are those which matched the full-length sequences of SwissT_prpt;database with the keywords "serine/threonine- 
protein kinase", "tyrosine-protein kinase", or "SH3 domain"; those wrjich^malched the data, suggesting that the proteins 
are signal transduction-associated proteins (for example, "ADP^ribosylatiqn factor"); or those which matched the full- 
length sequences of GenBank or UniGene database with similar cjesciiption. 

[0262] The clones that presumably encode proteins belonging to .the category of transcription -associated proteins 
are those which matched the full-length sequences of Swiss-Prot database with the keywords "transcription regulation", 
"zinc finger", or "homeobox"; those which matched the data, suggesting that the proteins are transcription-associated 
proteins; or those which matched the full-length sequences of GenBank or UniGene database with similar description. 
[0263] The clones that presumably encode proteins belonging. to^the category of disease-associated proteins are 
those which matched the full-length sequences of Swiss-Prot databasewith the keywords "disease mutation" or "syn- 
drome"; those which matched the data, suggesting that the proteins are disease-associated proteins; or those which 
matched the full-length sequences of Swiss-Prot database and GenBank or UniGene database where the matched 
sequences of genes or proteins which had been registered in theidatabase of Online Mendelian Inheritance in Man 
(OMIM) (http://www.ncbi.nlm.nih.gov/Omim/), which is a databaspipf .human genes and diseases. 
[0264] The clones that presumably encode proteins be longing.tq/the. category of enzymes and/or metabolism-asso- 
ciated proteins are those which showed the terms n metabolism", ^oxidorecluctase", or "E.C. No. (Enzyme commission 
number)" in the matching data. t^hp^x 

[0265] The clones that presumably encode proteins belonging to the^ategory of ATP- and/or GTP-binding proteins 
are those which matched the data with the terms "ATP -binding" ori n GJP-bjnding a . 

[0266] The clones that presumably encode proteins belonging to the , category of nuclear proteins are those which 
matched the data with the terms "nuclear protein". , 
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[0267] The clones that presumably encode proteins belonging to the category of DNA- and/or RNA-binding proteins 
are those which matched the data with the terms "DNA-binding" v or "RNA-binding". 

[0268] The clones that presumably encode proteins belonging to the. category of RNA synthesis-associated proteins 
are those which matched the data with the terms "RNA splicing", "RNA processing", "RNA helicase", or "polyadenyla- 
tion". , .ijyi.s* 

[0269] The clones that presumably encode proteins belonging to the category of protein synthesis- and/or protein 
transport-associated proteins are those which matched the dat^wjthAthe terms "translation regulation", "protein bio- 
synthesis", "amino-acid biosynthesis", "ribosomal protein", "protein transport", or "signal recognition particle". 
[0270] The clones that presumably encode proteins belonging;to the. category of cytoskeleton-associated proteins 
are those which matched the data with the terms "structural protein"; "cytoskeleton", "actin-binding", or "microtubules". 
[0271 ] The clones that presumably encode proteins belonging to the category of cell division- and/or cell proliferation- 
associated proteins are those which matched the data with the terms "ceil division", "cell cycle", "mitosis", "chromosomal 
protein", "cell growth", or "apoptosis" . ^ I -.4 •*■'£-• 

[0272] The clones that presumably encode proteins belonging to the s pategory of embryogenesis- and/or develop- 
ment-associated proteins are those which matched the data with the terms "developmental protein". 
[0273] The clones that presumably encode proteins belonging to the category of cellular defense-associated proteins 
are those which matched the data with the terms "heat shock", "DNA repair", or "DNA damage". 
[0274] When a clone belonged to the above-mentioned multiple: functional categories, the clone was classified into 
the multiple categories. However, the functions of the protein encoded by the clone are not limited to the functions of 
the categories into which the clone was classified, and therefore, additional functions can be found for the protein by 
further analyses. 

[0275] The following 796 clones are categorized into secretory or membrane proteins. 
HEMBA1 000356, HEM BA1 00051 8, HEMBA1 000531 , H EM BA 1000637, HEMBA1000719 



HEMBA1 000822, 
HEMBA1001085, 
HEMBA1001557, 
HEMBA1002125, 
HEMBA1 002477, 
HEMBA1002818, 
HEMBA1 003086, 
HEMBA1 003742, 
HEMBA1 004341, 
HEMBA1 004850, 
HEMBA1 005050, 
HEMBA1 005699, 
HEMBA1006198, 
HEMBA1 006659, 
HEMBA1 007203, 
HEMBB1000317, 
HEMBB1000915, 
HEMBB1001348, 
HEMBB1001962, 
HEMBB1 002247, 
MAMMA1 000045, 
MAMMA1000416, 
MAMMA1 000778, 
MAMMA1001008, 
MAMMA1001154, 



HEMBA1 000852, 
HEMBA1001286, 
HEMBA1001569, 
HEMBA1002150, 
HEMBA1 002486, 
HEMBA1 002876, 
HEMBA1 003096, 
HEMBA1 003803, 
HEMBA1 004461, 
HEMBA1 004889, 
HEMBA1 005552, 
HEMBA1 005991, 
HEMBA1 006293, 
HEMBA1 006758, 
HEMBA1 007301, 
HEMBB1 000556, 
HEMBB1 000975, 
HEMBB1001564, 
H EM BB1 002042, 
H EM BB1 002383, 
MAMMA1000129, 
MAMMA1 000472, 
MAMMA1 000798, 
MAMMA1001030, 
MAMMA1001322, 



HEMBA1 000870, 
HEMBA1001351, 
HEMBA1001661, 
HEMBA1002166, 
HEMBA1 002609, 
HEMBA1 002921, 
HEMBA1 003281, 
H EM BA1 004055, 
H EM BA1 004577, 
HEMBA1 004923, 
HEMBA1 005576, 
HEMBA1 006036, 
HEMBA1006310, 
HEMBA1 006789, 
HEMBB1 000037, 
HEMBB1 000593, 
HEMBB1001112, 
HEMBB1001630, 
HEMBB1 002044, 
HEM BB1 002387, 
MAMMA1000133, 
MAMMA1 000672, 
MAMMA1 000842, 
MAMMA1 001041, 
MAMMA1001388, 



HEMBA1 000991, 
H EM BA1 0014*07, 
HEMBA1001734, 
H EM B£ 1,0024 17, 
HEMB^I 002659, 
HEM^ii;pp3071, 
HEfy{^^63286, 
HEMBAipj04\43, 

HEM^irio|6^7, 
H EMBA1J5Q4930, 
HE MBA 1005581, 
HEMBA1JQP6Q38, 
HEMSA10Q6492, 
HEMBA1 006921, 
HEMBBjOppOSO, 
HEMBB1 000631, 
HEMBB10P1151, 
HEMBB1001871, 
HEMBB1002142, 
HEMBB1 002550, 
MAMMA1 000277, 
MAMMA-I0006.84, 
MAMMAV00b859, 
MAMM>=U001073, 
MAMMA1001411, 



HEMBA1001052 
HEMBA1001446 
HEMBA1001746 
HEMBA1 002462 
HEMBA1 002661 
HEMBA1 003077 
H EM BA1 003538 
HEMBA1004146 
H EM BA1 004752 
H EM BA1 005029 
H EM BA1 005588 
HEMBA1 006067 
H EM BA1 006502 
HEMBA1 006926 
HEMBB1 000054 
HEMBB1 000763 
HEMBB1001177 
HEMBB1001872 
HEMBB1 002190 
HEMBB1 002600 
MAMMA1 000278 
MAMMA1000714 
MAMMA1 000897 
MAMMA1001080 
MAMMA1001487 



MAMMA1001754, MAMMA1001 771 , MAMMA1002009, MAM^Ajj 0.02427, MAMMA1002428 

MAMMA1002524, MAMMA1002573, MAMMA1002598, MAMMAiq.02655, MAMMA1002684 

MAMMA1002844, MAMMA1002881 , MAMMA1002890, M^M^1S^2^8, MAMMA1002947 

MAMMA1003089, MAMMA1003146, MAMMA1003150, N^^Ml§q6g35, NT2RM1000037 



NT2RM1 000080, NT2RM1 000092, 
NT2RM1 000355, NT2RM1 000430, 
NT2RM1 000800, NT2RM 100081 1 , 
NT2RM1000905, NT2RM1001008, 
NT2RM1 001 1 1 5, NT2RM 1 001 1 39, 
NT2RM2000402, NT2RM2000407, 



NT2RM 10001 31, 
NT2RM 1000563, 
NT2RM1 000833, 

NT2RM2000259, 
NT2RM2000422, 



NT2RM)^Q0t99, 
NT2RM^0648, 
NT2RM f 0Q0857, 

NT2PM2q9g490, 



NT2RM1 000257 
NT2RM1 000742 
NT2RM 1000867 

NT2RM2000287 
NT2RM2000522 



HEMBA1000817, 
HEMBA1001071, 
HEMBA1001515, 
HEMBA1001866, 
HEMBA1 002475, 
HEMBA1002780, 
HEMBA1003079, 
HEMBA1 003711, 
HEMBA1 004207, 
HEMBA1 004756, 
HEMBA1 005035, 
HEMBA1005616, 
HEMBA1006173, 
HEMBA1 006583, 
HEMBA1 006976, 
HEMBB1000175, 
HEMBB1 000827, 
HEMBB1001302, 
HEMBB1001925, 
HEMBB1002193, 
HEMBB1 002692, 
MAMMA1 000410, 
MAMMA1 000734, 
MAMMA1 000956, 
MAMMA1001139, 
MAMMA1001751, 
MAMMA1 002461, 
MAMMA1 002769, 
MAMMA1 003035, 
NT2RM 1000062, 
NT2RM 1000260, 
NT2RM 1000770, 
NT2RM1 000882, 

NT2RM2000395, 
NT2RM2000566, 
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NT2RM2000581 , NT2RM2000609 
NT2RM2001 547, NT2RM2001 61 3 
NT2RM2001 698, NT2RM2001 71 8 
NT2RM2001 950, NT2RM2001 997 
NT2RM4000433, NT2RM4000457 
NT2RM4000674, NT2RM4000700 
NT2RM4001032 
NT2RM4001813 



NT2RM4000857, 
NT2RM4001810, 
NT2RM40021 45, NT2RM40021 46 
NT2RM4002438, NT2RM4002446 



NT2RM4002565, 
NT2RP1 000358, 
NT2RP1 000767, 
NT2RP1001310, 
NT2RP1001569, 
NT2RP2000114, 
NT2RP2000270, 
NT2RP2000660, 
NT2RP2001366, 
NT2RP2001947, 
NT2RP2002312, 
NT2RP2002701, 
NT2RP2003446, 
NT2RP2003760, 
NT2RP2004270, 
NT2RP2004799, 
NT2RP2005270, 
NT2RP2005784, 
NT2RP2006261, 
NT2RP3000134, 
NT2RP3000441 , 
NT2RP3000919, 
NT2RP3001260, 
NT2RP3001497, 
NT2RP3001727, 
NT2RP3002007, 
NT2RP3002455, 
NT2RP3002701, 
NT2RP3003059, 
NT2RP3003242, 
NT2RP3003665~ 
NT2RP3003914, 
NT2RP3004207, 
NT2RP4000051, 
NT2RP4000417, 
NT2RP4000713, 
NT2RP4000925, 
NT2RP4001079, 
NT2RP4001219, 
NT2RP4001379, 
NT2RP4001656, 
NT2RP4001823, 



NT2RM4002571 

NT2RP1000413 

NT2RP1 000782 

NT2RP1001311 

NT2RP2000032 

NT2RP2000120 

NT2RP2000283 

NT2RP2000842 

NT2RP2001378 

NT2RP2001991 

NT2RP2002325 

NT2RP2002740 

NT2RP2003466 

NT2RP2003777 

NT2RP2004300 

NT2RP2004936 

NT2RP2005344 

NT2RP2005812 

NT2RP2006565 

NT2RP3000207 

NT2RP3000531 

NT2RP3001084 

NT2RP3001282 

NT2RP3001538 

NT2RP3001739 

NT2RP3002014 

NT2RP3002549 

NT2RP3002810 

NT2RP3003071 

NT2RP3003302 

NT2RP3003672 

NT2RP3003918 

NT2RP3004282 

NT2RP4000151 

NT2RP4000500 

NT2RP4000724 

NT2RP4000928 

NT2RP4001117 

NT2RP4001274 

NT2RP4001498 

NT2RP4001677 

NT2RP4001950 



NT2RM2000821 

NT2RM2001648 

NT2RM2001753 

NT2RM2001998 

NT2RM4000486 

NT2RM4000764 

NT2RM4001054 

NT2RM4001930 

NT2RM4002189 

NT2RM4002452 

NT2RM4002594 

NT2RP1000418 

NT2RP1 000856 

NT2RP1001313 

NT2RP2000040 

NT2RP2000173 

NT2RP2000288 

NT2RP2000892 

NT2RP2001576 

NT2RP2002025 

NT2RP2002385 

NT2RP2002857 

NT2RP2003506 

NT2RP2003781 

NT2RP2004392 

NT2RP2004959 

NT2RP2005465 

NT2RP2006069 

NT2RP2006571 

NT2RP3000333 

NT2RP3000685 

NT2RP3001096 

NT2RP3001355 

NT2RP3001589 

NT2RP3001799 

NT2RP3002054 

NT2RP3002602 

NT2RP3002869 

NT2RP3003101 

NT2RP3003353 

NT2RP3003701 

NT2RP3003992 

NT2RP3004454 

NT2RP4000212 

NT2RP4000524 

NT2RP4000817 

NT2RP4000973 

NT2RP4001138 

NT2RP4001313 

NT2RP4001547 

NT2RP4001730 

NT2RP4001975 



NT2RM2001370, NT2RM2001393 

NT2RM2001 659, NT2RM2001 671 

N.T2R^2001 760, NT2RM2001 785 

NT 2F$M20020i9, NT2RM20021 45 

NT2RM4000496, NT2RM4000520 

NT2R^0^0778, NT2RM4000795 

NT2RM4001 ij 6', NT2RM4001 455 

NT2RM400 1 987, NT2 R M4002054 

Nt2RM4b02l'94, NT2RM4002251 

NT2RM4002466, NT2RM4002493 



NT2RP1 000.1-3*0, 
NT2RP1 000547, 
NT2RPiobl113, 
NT2RP1001385, 
NT2RP20<36056, 
NT2RP2000175, 
NT2RP2000289, 
NT2RP2001081, 
NT2RP2001581, 
NT2RP2002066, 
NT2RP2002479, 
NT2RP2003125, 
NT2RP2Q03513, 
NT2R^>2dip4041 , 
NT2RP206.4655, 
NT2RP2Q65012, 
Nt2RP200^5p9, 
Ni^P2^6lj00, 
NT2RP4q06^3, 
NT2Ftp3QCKi34l M 
NT2RP300I0825, 
NT2RP3q0t,126, 
NT2RP3CK)^383, 
NT2RP3001642, 
NT2RP3001943, 
NT2RP3002108, 
NT2RP3002628, 
NT2RP3002969, 
NT2RP3003145, 
NT2RP3003409, 
NT2RP30p3716, 
NT2RP3004051 , 
NT2RP3004480, 
NT2RR4000243, 
NT2RP40Q0556, 
N'f2R;p40pb833, 
NT2R|4(#989, 
Nt2RP4pbj,T : 49. 
N^RP^I^S, 
NT2RP46qt571;; l 
NT2RF*4C^39, 
NT2RP400i2652, 



NT2RP1000191 
NT2RP1 000609 
NT2RP1001247 
NT2RP1001449 
NT2RP2000070 
NT2RP2000195 
NT2RP2000459 
NT2RP2001268 
NT2RP2001597 
NT2RP2002078 
NT2RP2002537 
NT2RP2003297 
NT2RP2003629 
NT2RP2004142 
NT2RP2004681 
NT2RP2005159 
NT2RP2005752 
NT2RP2006141 
NT2RP3000092 
NT2RP3000393 
NT2RP3000826 
NT2RP3001140 
NT2RP3001426 
NT2RP3001708 
NT2RP3001944 
NT2RP3002163 
NT2RP3002650 
NT2RP3002985 
NT2RP3003197 
NT2RP3003576 
NT2RP3003799 
NT2RP3004148 
NT2RP3004503 
NT2RP4000259 
NT2RP4000560 
NT2RP4000878 
NT2RP4001057 
NT2RP4001150 
NT2RP4001372 
NT2RP4001574 
NT2RP4001803 
NT2RP4002075 
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NT2RP5003506, NT2RP5003522, NT2RP5003534, OVARC10pOA6P>.GVARC OVARC1 
1000689, OVARC 1000700, OVARC 1000722, OVARCl})Q075V OVARC 1000850 
OVARC1 000924, OVARC1 000936, OVARC1 000959, OVARC 1000984, OVARC1 000999 
OVARC 1 001 055, OVARC1 001 1 1 7, OVARC1 001 1 29, OVARCtOOH 54, OVARC1 001 329 
OVARC1001391, OVARC1001453, OVARC1001476, OVARCi 001506. OVARC1001610 
OVARC1001703, OVARC1001713, OVARC1001745, OVARC1001767, OVARC1002127 



NT2RM2001499, 
NT2RM2001688, 
NT2RM2001930, 
NT2RM4000233, 
NT2RM4000634, 
NT2RM4000820, 
NT2RM4001666, 
NT2RM4002073, 
NT2RM4002339, 
NT2RM4002558, 
NT2RP1000326, 
NT2RP1 000677, 
NT2RP1001286, 
NT2RP1001546, 
NT2RP2000091, 
NT2RP2000257, 
NT2RP2000516, 
NT2RP2001295, 
NT2RP2001613, 
NT2RP2002105, 
NT2RP2002643, 
NT2RP2003433, 
NT2RP2003668, 
NT2RP2004194, 
NT2RP2004775, 
NT2RP2005227, 
NT2RP2005781 , 
NT2RP2006184, 
NT2RP3000109, 
NT2RP3000439, 
NT2RP3000852, 
NT2RP3001176, 
NT2RP3001453, 
NT2RP3001716, 
NT2RP3002002, 
NT2RP3002351 , 
NT2RP3002687, 
NT2RP3003008, 
NT2RP3003203, 
NT2RP3003621, 
NT2RP3003828, 
NT2RP3004155, 
NT2RP4000008, 
NT2RP4000323, 
NT2RP4000588, 
NT2RP4000907, 
NT2RP4001064, 
NT2RP4001174, 
NT2RP4001373, 
NT2RP4001644, 
NT2RP4001822, 
NT2RP5003500, 
000682, OVARC 
OVARC1 000890, 
OVARC1001034, 
OVARC1001381, 
OVARC1001702, 
OVARC1002138, 
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OVARC1002158, 
PLACE1000611, 
PLACE1 000977, 
PLACE1001761, 

5 PLACE1002213, 
PLACE1 002722, 
PLACE1 003044, 
PLACE1 003493, 
PLACE1 003771, 

JO PLACE1 004270, 
PLACE1 004743, 
PLACE1005162, 
PLACE1005611, 
PLACE1 005934, 

15 PLACE1 006492, 
PLACE1 006956, 
PLACE 1007375, 
PLACE1 007632, 
PLACE 1008273, 

20 PLACE1 008531, 
PLACE1008715, 
PLACE1 009368, 
PLACE1 009845, 
PLACE1010321, 

25 PLACE1010917, 
PLACE1011371, 
PLACE2000034, 
PLACE2000216, 
PLACE2000399, 

30 PLACE3000218, 
PLACE3000399, 
PLACE4000129, 
PLACE4000431, 
PLACE4000593, 

35 THYR0 1000570, 
THYR01 001287, 
THYRO1001828, 
Y79AA1 000976, 
Y79AA1001647, 



OVARC1002165, 
PLACE1000656, 
PLACE1001241, 
PLACE1001771, 
PLACE1 002395, 
PLACE1 002782, 
PLACE1 003045, 
PLACE1 003537, 
PLACE1 003903, 
PLACE1 004277, 
PLACE1 004751, 
PLACE1 005206, 
PLACE1 005623, 
PLACE1 005953, 
PLACE 1006534, 
PLACE1 007111, 
PLACE 1007386, 
PLACE 1007645, 
PLACE 1008309, 
PLACE 1008532, 
PLACE 1009045, 
PLACE 1009493, 
PLACE1 009861, 
PLACE1010362, 
PLACE1010942, 
PLACE1011399, 
PLACE2000062, 
PLACE2000335, 
PLACE2000425, 
PLACE3000226, 
PLACE3000406, 
PLACE4000247, 
PLACE4000487, 
PLACE4000650, 
THYR0 1000748, 
THYRO1001320, 
Y79AA1 000258, 
Y79AA1001023, 
Y79AA1001846, 



PLACE1000014, 
PLACE1000712, 
PLACE1001257, 
PLACE1001817, 
PLACE1002437, 
PLACE1 002794, 
PLACE1 003238, 
PLACE1 003553, 
PLACE1004149, 
PLACE1 004289, 
PLACE1 004793, 
PLACE1005313, 
PLACE1 005763, 
PLACE1006157, 
PLACE1 006678, 
PLACE1 007243, 
PLACE1 007409, 
PLACE1 007649, 
PLACE 1008331, 
PLACE1 008533, 
PLACE1 009094, 
PLACE1 009639, 
PLACE1 009935, 
PLACE1010599, 
PLACE1010954, 
PLACE1011492, 
PLACE2000111, 
PLACE2000341 , 
PLACE2000438, 
PLACE3000242, 
PLACE3000413, 
PLACE4000250, 
PLACE4000494, 
THYRO1000156, 
THYR01 000756, 



PLAGE1000213, 
P LAC El"; 000793, 
PLACE10bi377, 
PLAOE1001983, 
PLAGE 1002500, 
PLACE 1002851, 
PLACE1 003296, 
PLACE1 003596, 
PLACE1004197, 
PLACE1 004473, 
PLACE1 004840, 
PLACE1 005467, 
PLACE 1005884, 
PLACE1 006225, 
PLAGE 1006754, 
PLACEi 007274, 
PLAGEiqa7^16, 
PLAGE1007852, 
PLAGEiOp8402, 
PLACE. 1008568, 
PLACE;igp92?8, 
PLACE^009659, 
PLAQE 1009992, 
PLACE] 0^0622, 
PLAGE10;i1090, 
PLACE10*t646, 
PLACE2000132, 
PLACE2000373, 
PLACE2000458, 
PLACE3000244, 
PLACE3000455, 
PLACE40Q0259, 
PLACE4000522, 
THYR01 ! ObO327, 
THYR01 000783, 
THYROlobl534, 



PL ACE 1000401, 
PLACE 1000909, 
PLACE1001517, 
PLACE 1002046, 
PLACE1 002583, 
PLACE1 002908, 
PLACE 1003369, 
PLACE1 003760, 
PLACE1 004203, 
PLACE 1004629, 
PLACE1 004969, 
PLACE1 005530, 
PLACE1 005890, 
PLACE1 006239, 
PLACE1 006901, 
PLACE 1007282, 
PLACE1 007484, 
PLACE1 007877, 
PLACE1 008424, 
PLACE 1008643, 
PLACE1009319, 
PLACE1 009708, 
PLACE1010089, 
PLACE1010662, 
PLACE1011214, 
PLACE1011749, 
PLACE2000176, 
PLACE2000379, 
PLACE2000477, 
PLACE3000339, 
PLACE4000052, 
PLACE4000300, 
PLACE4000548, 
THYR01 000394, 
THYRO1001134, 
THYRO1001537, 
Y79AA1 000734, 
Y79AA1001394, 
Y79AA1 002246, 



40 Y79AA1 002399, Y79AA1 00241 6, 



THYR0 1001401, 

Y79AA1 000420, . Y79AA1 p£>0469, 

Y79AA1 001 1 77, Y79AA^0.il 384, 

Y79AA1 00 1 874, Y79 AA1;Oo£l 39, 

[0276] The following 141 clones are categorized into glycoproteins tassociated proteins. 

HEMBA1 0001 56, HEMBA1 00051 8, HEMBA1 000852, HEMBA1 Ipbl 071 , HEMBA1 001 286, 

HEMBA1 001 734, HEMBA1 001 866, HEMBA1 003071 . H EMBA1 003)077, HEMBA1 003281 , 

HEMBA1003679, HEMBA1003866, HEMBA1005576, HEMBA1005581, HEMBA1005699, 

HEMBA1006976, HEMBA1007301 , HEMBB1000317, HEMBBj 0009^)5, HEMBB1001871 , 

HEMBB1002193, MAMMA1000672, MAMMA1000897, MAMMA J 0(31030, MAMMA1001388, 
MAMMA1 002428, M AMM A1 002573, MAMMA1 003 1 50, NT2fil^ : 1 000648, NT2RM 1 00 1 1 1 5, 

NT2RM2000490, NT2RM2001499, 
NT2RM4001810, 
NT2RM4002460, 
NT2RP2000056, 
NT2RP2002025, 
NT2RP3000207, 
NT2RP3003701, 
NT2RP4000724, 
NT2RP4001822, 
OVARC 1001 055, 



NT2RM2000407, 
NT2RM4000820, 
NT2RM4002189, 
NT2RP1 000856, 
NT2RP2001597, 
NT2RP2004732, 
NT2RP3002810, 
NT2RP4000212, 
NT2RP4001372, 
OVARC1 000288, 



NT2RM2000422, 
NT2RM4000857, 
NT2RM4002251 , 
NT2RP 1001 546, 
NT2RP2001991, 
NT2RP2005531, 
NT2RP3003672, 
NT2RP4000417, 
NT2RP4001730, 
OVARC 1000682, 



NT2RM4001813, 
NT2RM4002558, 
NJ2RP2000070, 
NT2RP2002078, 
NT2RP3000531, 
NT2RP3003716, 
NT2RP4P00817, 
NT2R^40.01823, 
OVARC] 001 506, 



NT2RM2001659, 
NT2RM4001987, 
NT2RP 1000677, 
NT2RP2001295, 
NT2RP2002385, 
NT2RP3000825, 
NT2RP3003914, 
NT2RP4000925, 
NT2RP5003522, 
OVARC1001713, 



PLACE1000213, PLACE1000401, PLACE1002437, P LAC E 1 002583, ^ = < 
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PLACE 1000562, 
PLACE1 000948, 
PLACE1001610, 
PLACE1002140, 
PLACE1002714, 
PLACE1 003030, 
PLACE1 003420, 
PLACE1 003768, 
PLACE1 004258, 
PLACE1 004646, 
PLACE1 005086, 
PLACE1 005595, 
PLACE1 005898, 
PLACE1 006288, 
PLACE1 006935, 
PLACE1007317, 
PLACE1 007583, 
PLACE1 007954, 
PLACE1 008429, 
PLACE1 008693, 
PLACE1 009338, 
PLACE1 009731, 
PLACE1010231, 
PLACE1010811, 
PLACE1011221, 
PLACE1011896, 
PLACE2000187, 
PLACE2000398, 
PLACE3000020, 
PLACE3000373, 
PLACE4000063, 
PLACE4000387, 
PLACE4000581, 
THYR01 000395, 
THYR01 001271, 
THYRO1001541, 
Y79AA1 000800, 
Y79AA1001603, 
Y79AA1 002351, 



HEMBA1001661, 
HEMBA1 003538, 
HEMBA1 006038, 
HEMBB1001872, 
MAMMA1 002329, 
NT2RM2000260, 
NT2RM2001930, 
NT2RM4002145, 
NT2RP1 000782, 
NT2RP2001378, 
NT2RP2004587, 
NT2RP3001140, 
NT2RP3004148, 
NT2RP4001150, 
OVARC1 000091, 
OVARC1002127, 
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PLACE1 002722, 
PLACE1 004793, 
PLACE1 006534, 
PLACE1 008643, 
PLACE2000034, 
PLACE3000339, 



PLACE 1003045, 
PLACE1 005953, 
PLACE 1006754, 
PLACE1 009094, 
PLACE2000373, 
PLACE4000063, 



PLACE1 003238, 
PLACE1 005955, 
PLACE1 006956, 
PLACE1 009992, 
PLACE2000398, 
PLACE4000230, 

THYRO1000327, THYRO1000756, THYRO1001287, Y79AA100T603, Y79AA1001874 
[0277] The following 1 29 clones are categorized into signal transduction-associated proteins. 
HEMBA1000303, HEMBA1 000369, HEMBA1 000608, ~' " - 
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PLACE] 0b3258, 
PLACE1 006157, 
PLACE 100741 6, 
PLAfcEl 0*10231, 
PLACE20b0399. 
PLACE4000522, 



PLACE 1003493, 
PLACE1 006239, 
PLACE1 007632, 
PLACE1010662, 
PLACE2000438, 
PLACE4000548, 



10 HEMBA1001174, 
HEMBA1002417, 
HEMBA1 005737, 
HEMBB1000781, 
MAMMA1 002842, 

15 NT2RM2000469, 
NT2RM4000354, 
NT2RM4001758, 
NT2RP1001302, 
NT2RP2002408, 

20 NT2RP2004768, 
NT2RP3001857, 
NT2RP3003800, 
NT2RP4001148, 
NT2RP4001896, 

25 OVARC1 000556, 
PLACE1001387, 
PLACE1 004302, 
PLACE1 009468, 
PLACE2000164, 



HEMBA1001822, 
HEMBA1 002768, 
HEMBA1006130, 
HEMBB1 000831, 
MAMMA1 003057, 
NT2RM2000612, 
NT2RM4000611, 
NT2RM4002013, 
NT2RP2000668, 
NT2RP2002710, 
NT2RP2006071, 
NT2RP3001938, 
NT2RP3004189, 
NT2RP4001336, 
NT2RP4001927, 
OVARC1 000649, 
PLACE1 002493, 
PLACE1 004937, 
PLACE1 009596, 
PLACE2000371 , 



HEMBA1001921, 
HEMBA1 003250, 
HEMBA1 006708, 
HEMBB1002193, 
NT2RM 1000702, 
NT2RM2001221, 
NT2RM4000798, 
NT2RM4002527, 
NT2RP2001440, 
NT2RP2002929, 
NT2RP2006534, 
NT2RP3002004, 
NT2RP3004544, 
NT2RP4001375, 
NT2RP4002408, 
OVARC 1000945, 
PLACE1 002591, 
PLACE1 005243, 
PLACE1 009708, 
PLACE3000145, 



30 THYR0 1001 120, Y79AA1 000328, Y79AA1 002431 



HEMBAid00657, 
HEMBA1002139, 
HEMBA1 003291, 
HEMBBi'000083, 
MAMMAi.000173, 
Nt2RM-t6b0772, 
NT2RI^2dpT345, 
NT2RM4obl4l1, 
NT2RWobobl8, 
NT2RP2001560, 
NT2RP2003164, 
NT2RP3000759, 
NT2RP3002785, 
NT2RP4000147, 
NT2RP4001644, 
NT2RP5003477; 
GVARC1001200, 
PLACE 1003190, 
PLACE 1008000, 
PLACE1009845, 
PLACE300.0350, 



HEMBA1000919, 
HEMBA1002212, 
HEMBA1 003645, 
HEMBB1 000266, 
MAMMA1001038, 
NT2RM1001072, 
NT2RM2002128, 
NT2RM4001412, 
NT2RP1000701, 
NT2RP2002058, 
NT2RP2003912, 
NT2RP3000845, 
NT2RP3002909, 
NT2RP4000839, 
NT2RP4001725, 
OVARC1000013, 
OVARC1002182, 
PLACE1 003353, 
PLACE1 008244, 
PLACE1010926, 
THYR01 000072, 



[0278] The following 309 clones are categorized into transcription ^-associated proteins. 



HEMBA1000158, 

HEMBA1001077, 

HEMBA1001809, 

HEMBA1002177, 

HEMBA1003662, 

HEMBA1 004353, 

HEMBA1 005359, 

HEMBA1006158, 

HEMBA1 006559, 

HEMBB1001673, 

HEMBB1 002342, 

MAMMA1001260, 

MAMMA1002617, 

NT2RM1 000885, 

NT2RM2000740, 

NT2RM2001771, 



HEMBA1 000201, 
HEMBA1001137, 
HEMBA1001819, 
H EM BA1 002770, 
HEMBA1 003684, 
HEMBA1 004389, 
HEMBA1005513, 
HEMBA1 006248, 
HEMBA1 006941, 
HEMBB1001749, 
HEMBB1 002607, 
MAMMA1001627, 
MAMMA1 002650, 
NT2RM 1000894, 
NT2RM2001035, 
NT2RM2002091, 



HEMBA1000216, 
HEMBA1001405, 
HEMBA1001847, 
HEMBA1 002935, 
HEMBA1 003760, 
HEMBA1 004479, 
HEMBA1 005528, 
HEMBA1 006278. 
HEMBB1 000789, 
HEMBB1001839, 
MAMMA1000183, 
MAMMA1001633, 
MAMMA1 002937, 
NT2RM1001092, 
NT2RM2001105, 
NT2RM4000024, 



HEMBA1 000555, 
HEMBA1001510, 
HEMBA1O01869, 
H EM BAl 003408, 
HEMBA} 003953, 
HEMBA10Q4758, 
H EMBA-1, 0)05548 , 
HEMBA10Q6283, 
H EM BB;1 00.1 0.1.1, 
HEMBB4PP39P8, 
MAMMA^O.00388, 
MAMMAlpj01743, 
NT2RM1 000055, 
NT2RM2000013, 
NT2RM2001-575, 
NT2RM4000046, 



NT2RM4000531, NT2RM4000595, NT2RM4000733, NT2RM4000734, 



NT2RM4000741, 
NT2RM4001483, 
NT2RM4001979, 
NT2RP1001013, 
NT2RP2001233, 
NT2RP2002464, 
NT2RP2002993, 
NT2RP2003564, 
NT2RP2004961, 
NT2RP2005722, 



NT2RM4000751, 

NT2RM4001592, 

NT2RM4002066, 

NT2RP2000008, 

NT2RP2001756, 

NT2RP2002503, 

NT2RP2003243, 

NT2RP2003714, 

NT2RP2005003, 

NT2RP2005776, 



NT2RM4000996, 
NT2RM4001783, 
NT2RP1 000086, 
NT2RP2000126, 
NT2RP2001869, 
NT2RP2002520, 
NT2RP2003329, 
NT2RP2004013, 
NT2RP2005139, 
NT2RP2005942, 



NT2RM4001092, 
NT2RM4001823, 
NT2RP1 000111, 
NT2RP2000297, 
NT2RP2002046, 
NT2RR2002591 , 
NT2PP2003347, 
NT2RE?20Q4066, 
NT2RP2Q05325, 
NT2RB.2QQ6238, 
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HEMBA1 000561, 
HEMBA1001635, 
HEMBA1 002035, 
HEMBA1 003545, 
HEMBA1 004097, 
HEMBA1 004973, 
HEMBA1 005558, 
HEMBA1 006347, 
HEMBB1001314, 
HEMBB1002134, 
MAMMA1001105, 
MAMMA1001820, 
NT2RM 1000086, 
NT2RM2000452, 
NT2RM2001670, 
NT2RM4000104, 

NT2RM4001140, 
NT2RM4001828, 
NT2RP1 000574, 
NT2RP2000420, 
NT2RP2002252, 
NT2RP2002880, 
NT2RP2003480, 
NT2RP2004187, 
NT2RP2005496, 
NT2RP2006436, 



PLACE1004197, 
PLACE1 006368, 
PLACE1 007649, 
PLACE1011371, 
PLACE2000458, 
PLACE4000581, 



HEMBA1001019, 
HEMBA1 002341, 
HEMBA1 004286, 
HEMBB1 000632, 
MAMMA1001198, 
NT2RM2000030, 
NT2RM4000229, 
NT2RM4001629, 
NT2RP1001294, 
NT2RP2002193, 
NT2RP2004232, 
NT2RP3001646, 
NT2RP3002988, 
NT2RP4001122, 
NT2RP4001849, 
OVARC1 000437, 
PLACE1 000977, 
PLACE1004128, 
PLACE1 008650, 
PLACE1011041, 
THYR01 000748, 



HEMBA1 000851, 
HEMBA1001804, 
HEMBA1 002092, 
HEMBA1 003568, 
H EM BA1 004321, 
HEMBA1005219, 
HEMBA1 005931, 
HEMBA1 006359, 
HEMBB1001482, 
HEMBB1002217, 
MAMMA1001222, 
MAMMA1001837, 
NT2RM 1000746, 
NT2RM2000735, 
NT2RM2001716, 
NT2RM4000202, 

NT2RM4001200, 
NT2RM4001858, 
NT2RP1 000902, 
NT2RP2001174, 
NT2RP2002270, 
NT2RP2002939, 
NT2RP2003522, 
NT2RP2004920, 
NT2RP2005701, 
NT2RP3000050, 



NT2RP3000320, 
NT2RP3000632, 
NT2RP3001268, 
NT2RP3002165, 
NT2RP3003313, 
NT2RP3004428, 
NT2RP4000455, 
NT2RP4001080, 
NT2RP4001638, 
NT2RP4002078, 
OVARC1001271, 
PLACE1 000786, 
PLACE1001383, 
PLACE 1002532, 
PLACE1 003885, 
PLACE1006318, 
PLACE1 007547, 
PLACE1 009246, 
PLACE1010771, 
PLACE3000169, 
PLACE4000261, 
THYR0 1000488, 
Y79AA1000013, 
Y79AA1001299, 



NT2RP3000512, 
NT2RP3001057, 
NT2RP3001338, 
NT2RP3002399, 
NT2RP3003327, 
NT2RP3004498, 
NT2RP4000648, 
NT2RP4001213, 
NT2RP4001753, 
NT2RP4002081, 
OVARC1001417, 
PLACE1 000979, 
PLACE1001602, 
PLACE1 002775, 
PLACE 1004471, 
PLACE1 006438, 
PLACE1 007598, 
PLACE 1009308, 
PLACE1010870, 
PLACE3000254, 
PLACE4000450, 
THYR01 000501, 
Y79AA1 000033, 
Y79AA1001312, 



NT2RP3000527, 
NT2RP3001107, 
NT2RP3001398, 
NT2RP3002876, 
NT2RP3003555, 
NT2RP3004566, 
NT2RP4000837, 
NT2RP4001433, 
NT2RP4001760, 
NT2RP5003461, 
OVARC1001436, 
PLACE1001118, 
PLACE1001632, 
PLACE1 002834, 
PLACE1 005584, 
PLACE1 006482, 
PLACE1 007955, 
PLACE1 009398, 
PLACE1011160, 
PLACE4000128, 
PLACE4000489, 
THYR01 000569, 
Y79AA1 000037, 



NT2RP3000590, 
NT2RP3001111, 
NT2RP3001527, 
NT2RP30p3133, 
NT2RP30j54016, 
NT2RP30b4617, 
NT2RP.4000865, 
NT2RP4b01529, 
NT2pp|(fp1790, 

oy^^ojKnsi, 
PLACErfibbV33, 

PLACElqqt238, 
PLACEf6Q2171, 
PLACE 1063^62; 
PLACE 1005803, 
PliACE 1007239, 
PLACE10g8l32, 
PLACE1009798, 
PLACE1(^1433, 
PL^BE4060f56, 
THY R0 1^00008 5 , 
THYRO "'1001100, 
Y79AA1 000342, 
Y79AA1O01533, 



NT2RP3000603, 
NT2RP3001120, 
NT2RP3001688, 
NT2RP3003193, 
NT2RP3004125, 
NT2RP4000210, 
NT2RP4000997, 
NT2RP4001551, 
NT2RP4001838, 
OVARC1 000241, 
PLACE1 000583, 
PLACE1001294, 
PLACE1 002438, 
PLACE1 003605, 
PLACE1005966, 
PLACE1 007346, 
PLACE1 008201, 
PLACE1010134, 
PLACE1011576, 
PLACE4000192, 
THYRO1000121, 
THYRO1001189, 
Y79AA1 000627, 
Y79AA1001613, 



Y79AA1001391, 

Y79AA1002103, Y79AA1 002229, Y79AA1 002433, Y79AA1 002472 , 7Y79 A A1 002482, 
[0279] The following 392 clones are categorized into disease-associated proteins. 
HEMBA1 000020, HEMBA1000216, HEMBA1000304, HEMBAi000561 , HEMBA1000569 
HEMBA1 001043, HEMBA1001059, HEMBA1001071 , H EM BA 10.0 1088, HEMBA1001569 
HEMBA1 001 672, HEMBA1 001 81 9, HEMBA1 001 921 , H EMBAlb02267, HEMBA1 00241 9 
H EM BA 1002547, HEMBA1 002555, HEMBA1 002810, HEMBAfdp2939, HEMBA1 002997 
HEMBA1 003369, HEMBA1 00341 7, HEMBA1 00341 8, HEMB^ji 003433, HEMBA1 003538 
HEMBA1 003568, HEMBA1 003569, HEMBA1 003581 , HE^AiSt^i b8, HEMBA1 004202 
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HEMBA1 004275, 
HEMBA1 004669, 
HEMBA1 005581, 
HEMBA1 006737, 
HEMBB1 000693, 
HEMBB1001482, 
HEMBB1 002477, 
MAMMA1002170, 
MAMMA1 002869, 
NT2RM1 000153, 



HEMBA1 004321, 
HEMBA1 005009, 
HEMBA1 005621, 
HEMBA1 006807, 
HEMBB1 000927, 
HEMBB1001564, 
MAMMA1 000388, 
MAMMA1002198, 
MAMMA1 002881, 
NT2RM1 000252, 



HEMBA1 004353. 
HEMBA1 005338, 
HEMBA1 005699, 
HEMBA1 006877, 
HEMBB1 000985, 
HEMBB1001802, 
MAMMA1 000731, 



HEMBAjl. 00^356, 
HEMBA 1005367, 
HEMBA10065P7, 
HEMBA|bp7121 , 
HEMBB1001068, 
HEMBB1 0011905, 
MAMMAlo6l305, 



MAMMA1 002268, MAM MAI 002485, 
MAMMA1 003047, MAMMAlb63146, 
NT2RM 1000555, NT2RM1 000770, 



NT2RM1001003, NT2RM1001092, NT2RM1001102, NT2RM2000191', 



NT2RM2000363, 
NT2RM2001575, 
NT2RM2001839, 
NT2RM4000996, 
NT2RM4001940, 
NT2RM4002558, 
NT2RP1 000833, 
NT2RP1001665, 
NT2RP2000310, 
NT2RP2001233, 
NT2RP2001520, 
NT2RP2002124, 
NT2RP2003164, 
NT2RP2003714, 
NT2RP2004732, 



NT2RM2000594, 
NT2RM2001652, 
NT2RM4000155, 
NT2RM4001629, 
NT2RM4002066, 
NT2RM4002571 , 
NT2RP1 000959, 
NT2RP2000070, 
NT2RP2000414, 
NT2RP2001327, 
NT2RP2001536, 
NT2RP2002325, 
NT2RP2003228, 
NT2RP2003737, 
NT2RP2004933, 



NT2RM2000624, 
NT2RM2001664, 
NT2RM4000471, 
NT2RM4001810, 
NT2RM4002093, 
NT2RP 1000086, 
NT2RP1 000966, 
NT2RP2000147, 
NT2RP2000420, 
NT2RP2001378, 
NT2RP2001876, 
NT2RP2002503, 
NT2RP2003295, 
NT2RP2003952, 
NT2RP2005003, 



NT2RM2000714, 
NT2RM2001668, 
NT2RM4000486, 
NT2RM4001819, 
NT2RM40b2146, 
NT2RP1 000574, 
NT2RP40P1013, 
NT2R^2000224, 
NT2RP20bp523, 
Nf2RR2bb^394, 
NT2RP2qfJ1898, 
NT2RP20P2959, 
NT2RP2003517, 
NT2RP2004013, 
NT2gP20p5144, 



HEMBA1 004479 
HEMBA1 005423 
HEMBA1 006650 
HEMBA1 007243 
HEMBB1001282 
HEMBB1001908 
MAMMA1001633 
MAMMA1 002530 
MAMMA1003166, 
NT2RM 1000826 

NT2RM2000821 
NT2RM2001698 
NT2RM4000657 
NT2RM4001865 
NT2RM4002161 
NT2RP1 000738 
NT2RP1001185 
NT2RP2000248 
NT2RP2000809 
NT2RP2001397 
NT2RP2002025 
NT2RP2003000 
NT2RP2003564 
NT2RP2004170 
NT2RP2005239 



NT2RP3000605, 
NT2RP3001150, 
NT2RP3001855, 
NT2RP3003251, 
NT2RP3004242, 
NT2RP4000398, 
NT2RP4001029, 
NT2RP4001568, 
NT2RP4001938, 
OVARC1 000479, 
PLACE1 000706, 
PLACE1001304, 
PLACE1 002450, 
PLACE1 003738, 
PLACE1006167, 
PLACE1 007488, 
PLACE1 009099, 
PLACE1010702, 
PLACE3000009, 
PLACE4000211, 
THYR01 000242, 
THYRO1001809, 
Y79AA1 000705, 
Y79AA1001866, 



HEMBA1 000910, 
HEMBA1001661, 
HEMBA1 002469, 
HEMBA1003148, 
HEM BA1 003555, 
H EM BA1 004248, 
HEMBA1 004509, 
HEMBA1 005528, 
HEMBA1 006652, 
HEMBB1000119, 
HEMBB1001339, 
HEMBB1002217, 
MAMMA1001868, 
MAMMA1 002858, 
NT2RM1 000001, 
NT2RM1 000850, 

NT2RM2001035, 
NT2RM2001803, 
NT2RM4000751, 
NT2RM4001876, 
NT2RM4002323, 
NT2RP1 000825, 
NT2RP 100 1482, 
NT2RP2000297, 
NT2RP2000812, 
NT2RP2001460, 
NT2RP2002058, 
NT2RP2003157, 
NT2RP2003604, 
NT2RP2004587, 
NT2RP2005276, 
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NT2RP2005288, 

NT2RP2005436, 

NT2RP2006071, 

NT2RP3000085, 

NT2RP3000875, 

NT2RP3001427, 

NT2RP3001969, 

NT2RP3002953, 

NT2RP3003327, 

NT2RP3004209, 

NT2RP4000109, 

NT2RP4000925, 

NT2RP4001407, 

NT2RP4002078, 

OVARC1 000771, 

OVARC1001417, 

OVARC1001809, 

PLACE1 000588, 

PLACE1 002437, 

PLACE1 003045, 

PLACE1 003704, 

PLACE1004316, 

PLACE1 004777, 

PLACE1006615, 

PLACE1008177, 

PLACE1009158, 

PLACE1011635, 

PLACE2000399, 

PLACE4000156, 

THYR01 000343, 

THYR0 1000934, 

THYRO1001671, 

Y79AA1001391, 



NT2RP2005315, 
NT2RP2005476, 
NT2RP2006219, 
NT2RP3000299, 
NT2RP3001057, 
NT2RP3001428, 
NT2RP3002056, 
NT2RP3002988, 
NT2RP3003409, 
NT2RP3004258, 
NT2RP4000367, 
NT2RP4001086, 
NT2RP4001433, 
NT2RP4002791, 
OVARC1 000834, 
OVARC1001496, 
OVARC1002165, 
PLACE1001171, 
PLACE 1002474, 
PLACE1 003302, 
PLACE1 003903, 
PLACE1004358, 
PLACE1 004814, 
PLACE1007140, 
PLACE1 008356, 
PLACE 1009444, 
PLACE1011858, 
PLACE2000438, 
PLACE4000369, 
THYR01 000358, 
THYRO1001120, 
Y79AA1 000346, 
Y79AA1001548, 



NT2RP2005325, 
NT2RP2005525, 
NT2RP2006312, 
NT2RP3000403, 
NT2RP3001081, 
NT2RP3001679, 
NT2RP3002062, 
NT2RP3003078, 
NT2RP3003672, 
NT2RP3004490, 
NT2RP4000376, 
NT2RP4001126, 
NT2RP4001483, 

OVARC1000014, 
OVARC1001051, 
OVARC 1001 506, 
PLACE1000133, 
PLACE1001387, 
PLACE1 002685, 
PLACE1 003353, 
PLACE1 003968, 
PLACE1 004471, 
PLACE1 005494, 
PLACE1 007239, 
PLACE1 008402, 
PLACE1 009524, 
PLACE1011922, 
PLACE2000458, 

SKNMC1 000046, 
THYR01 000501, 
THYRO1001189, 
Y79AA1 000469, 
Y79AA1001594, 



NT2RR2005336, 
NT2RP2005694, 
NT2RP2006456, 
NT2RP3000596, 
NT2RR3001216, 
NT2RP3001723, 
NT2RP3002151, 
NT2RP3003251, 
NT2RP3003831, 
NT2RP3004534, 
NT2RP4000449, 
NT2RP4001150, 
NT2RR4001575, 
OVARC1.000139, 
OVARC1001113, 
OVARC1 061577, 
PLACE 1000383, 
PLACE top 1602, 
PLACE1002782, 
PLACE|003366, 
PLACE:l.0b4183, 
PlLACEj;Q045p6, 
PLACE1Qp6$K),. 
PLACEiQp7257, 
PLACE1008696, 

PLACEJ;04iQ529. 
PLACE2pj3Q0.1;5, 
PLACE3000242, 
SKNMC1 ; 000050, 
THYR0 1000662, 
THYROi001 ; 2p4, 
Y79AA1 000560, 
Y79AA1001711, 



NT2RP2005358, 
NT2RP2005719, 
NT2RP3000050, 
NT2RP3000739, 
NT2RP3001307, 
NT2RP3001855, 
NT2RP3002351 , 
NT2RP3003282, 
NT2RP3004016, 
NT2RP3004569, 
NT2RP4000855, 
NT2RP4001213, 
NT2RP4001760, 
OVARC1 000520, 
OVARC1001244, 
OVARC1001726, 
PLACE1 000420, 
PLACE1 002046, 
PLACE1 002834, 
PLACE1 003493, 
PLACE1004197, 
PLACE1 004510, 
PLACE1006170, 
PLACE1 007511, 
PLACE1 009027, 
PLACE1010870, 
PLACE2000072, 
PLACE4000009, 
THYR01 000034, 
THYR01 000684, 
THYRO1001458, 
Y79AA1 000734, 
Y79AA1001874, 



NT2RP2005407, 
NT2RP2006043, 
NT2RP3000068, 
NT2RP3000753, 
NT2RP3001338, 
NT2RP3001898, 
NT2RP3002399, 
NT2RP3003313, 
NT2RP3004078, 
NT2RP3004572, 
NT2RP4000879, 
NT2RP4001276, 
NT2RP4001861, 
OVARC1 000722, 
OVARC1001372, 
OVARC1001766, 
PLACE1 000583, 
PLACE1002140, 
PLACE1 002908, 
PLACE1 003669, 
PLACE1 004277, 
PLACE1 004674, 
PLACE1 006438, 
PLACE1 007598, 
PLACE1009113, 
PLACE1010896, 
PLACE2000216, 
PLACE4000014, 
THYR01 000327, 
THYR01 000748, 
THYRO1001617, 
Y79AA1 000782, 
Y79AA1 002204, 



Y79AA1 002210, Y79AA1 002258, Y79AA1 002472, Y79AA10024824 

[0280] Among them, Swiss-Prot database search and GenBank or. UniGene database search revealed that the fol- 
lowing 380 clones matched the data of genes or proteins which had bee ^registered in the database of Online Mendelian 
Inheritance in Man (OMIM) (http://www.ncbi.nlm.nih.gov/Ominy)f whicfcis a database of human genes and diseases. 
(The corresponding OMIM numbers are parenthetically indicated following the clone names.) 

HEMBB1000985(147485), HEMBB1 001 068(6031 42), HEM§B H 1 001 282(1 82900), HEMBB1 001339(300080), 
HEMBB1 001 482(603971 ), HEMBB1 001 564(603931 ), HEMBB1 6oi 802(1 25660), HEMBB1 001 905(1 90370), 
HEMBB1 001 908(601 408), HEMBB1 00221 7(603971 ), H^MB < Bjp524-77(604439), MAMMA1 000388(604865), 

MAfyikjAIQOI 633(600834) , 
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MAMMA1 000731 (6021 18), 
MAMMA1 0021 70(603624), 
MAMMA1 002530(603602), 
M AMM A1 003047(603566), 
NT2RM1 0001 53(60041 7), 
NT2RM1000826(191510), 
NT2RM1 0011 02(604533), 
NT2RM2000624(601 940), 
NT2RM2001575(109092), 
NT2RM2001 698(604327), 
NT2RM4000471 (603485), 
NT2RM4000996(603971), 
NT2RM4001876(179555), 
NT2RM40021 46(602603), 
NT2RP1 000086(60221 9), 
NT2RP1 000959(1 80510), 
NT2RP1 001 482(600586), 



MAMMA1 001 305(602732), 
MAMMA1 0021 98(600538), 
MAMMA1 002858(601 064), 
MAMMA1 0031 46(603094), 
NT2RM1 000252(6041 08), 
NT2RM1 000850(1 82900), 
NT2RM20001 91 (602973), 
NT2RM200071 4(1 79555), 
NT2RM2001 652(6041 41), 
NT2RM2001 803(603722), 
NT2RM4000486(1 68730), 
NT2RM4001629(601114), 
NT2RM4001 940(603887), 
NT2RM40021 61 (254780), 
NT2RP1 000574(601 740), 
NT2RP1 000966(1 64035), 
NT2RP1 001 665(1 141 80), 



MAM.NJA1 902268(603730) , 
MA^*AtO„p^fi69(602567) . 
MAMM|;ij003i1 66(604061 ), 
NT2Riy&i0J3p555(191510), 
NT20|vij,o])1Op3(6O4785), 
NT2RM^JW63(151410) t 
NT2RM2000821 (600959), 
NT2RM20U1$64(603722), 
NT2BM2001 839(603420), 
NT2RM4000657(6021 42), 
NT2RM4001 81 0(1 55760), 
NT2RM4002066(3001 88), 
NT2Rjvl4002558(6041 94), 
N J2RPi 000825(602732), 
NT2RP1Q01 013(1 94558), 
Njr2RP2p0pp70(600976), 



MAMMA1 001 868(1 90370), 
MAMMA1 002485(603665), 
MAMMA1 002881 (602692), 
NT2RM1 000001 (601 169), 
NT2RM1 000770(300061), 
NT2RM1 001 092(603971), 
NT2RM2000594(602900), 
NT2RM2001 035(60491 3), 
NT2RM2001 668(602952), 
NT2RM40001 55( 1 87790), 
NT2RM4000751 (602277), 
NT2RM4001 81 9(1 76873), 
NT2RM4002093(600693), 
NT2RM4002571 (602274), 
NT2RP1 000833(602973), 
NT2RP1 001 185(243500), 
NT2RP20001 47(603535), 
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NT2RP2000248(603367), 
NT2RP2000420(600834), 
NT2RP2001 233(603971), 
NT2RP2001 397(602755), 
NT2RP2001 876(601 833), 
NT2RP20021 24(603486), 
NT2RP2003000(191161), 
NT2RP2003295(603494), 
NT2RP200371 4(603971), 
NT2RP20041 70(3001 96), 
NT2RP2005003(1 09092), 
NT2RP2005288(603524), 
NT2RP2005358(603573), 
NT2RP2005525(602655), 
NT2RP20062 1 9(601 279), 
NT2RP3000068(1 82530), 
NT2RP3000596(1 90370), 
NT2RP3001 081 (603524), 
NT2RP3001 428(1 89940), 
NT2RP3001 969(1 90370), 
NT2RP3002351 (604887), 
NT2RP3003251 (109092), 
NT2RP3003672(313470), 
NT2RP3004209(1 25255), 
NT2RP3004569(1 06410), 
NT2RP4000376(603873), 
NT2RP4000925(600245), 
NT2RP4001 2 13(602277), 
NT2RP4001 483(203740), 
NT2RP4002078(603971 ), 
OVARC1 000520(6041 26), 
OVARC1001113(602121), 
OVARC1 001 496(60261 9), 
OVARC1 001 766(603910), 
PLACE1 000420(60031 2), 
PLACE1 001 387(600206), 
PLACE1 002437(600046), 
PLACE1 002834(1 94558), 
PLACE1 003353(604704), 
PLACE1 003704(60 1940), 
PLACE1 0041 97(601 610), 
PLACE1 004471 (1 94558), 
PLACE 1 004777(1 1 8423), 
PLACE1006170(601026), 
PLACE1 007239(604784), 
PLACE1008177(190370), 
PLACE1 009027(3001 21), 
PLACE1 009524(602488), 
PLACE1 01 1635(604058), 
PLACE2000072(603430), 
PLACE2000458(600976), 
PLACE40001 56(603971 ), 
THYR01 000034(1 90370), 
THYRO1000501(109092), 
THYR01 000934(1 79035), 
THYRO1001458(160776), 
Y79AA1 000469(602434), 
Y79AA1 001 391 (142959), 
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NT2RP2000297(602277), NT2RP2pjbbpi 0(239500), NT2RP200041 4(601 037) 
NT2RP2000523(600130), NT2RP2pb0809(603885), NT2RP200081 2(1 60777) 
NT2RP2001 327(1 91 161), NT2RP2QR1 378(1 58370), NT2RP2001 394(300208) 
NT2RP2001 460(1 90370), NT2Pf?20p 1520(603667), NT2RP2001 536(600675) 
NT2RP2001 898(1 47264), NT2RP2002025(60I581), NT2RP2002058(604737), 

NT2RP2002325(603866), NT2RP2002503(601 781 ), NT2RP2002959(602962) 

NT2RR2003 1,64(604746), 
NJ2RP2QQ3564(1 09092), 
NT2RP2003952(602675), 
NT2RP2004732(1 62250), 
NT2RP2005239(603485), 
NT2RP20p5325(603759), 
NT2RP2005436(601940), 
NJ2RP2006043(601 940), 
NT2RP2006456(60461 9), 
NT2RP3p00299(602941 ), 
NT2RP3000753(1 62230), 
NJ2^.P3Q01 307(1 80069), 
N+20%001 855(6021 00), 
NfT2||30p2d62(603885) l 
NT2WR3p029B3(604967) f 
NT2RP3Qp531 3(60381 0), 
NT2RP30BQ1 6(601 742), 
NT2RP3dp44?0(603328), 
NT2R{^0pp^p?(603745), 
NT2^P46bp855(602675), 
NT2RF>4001 126(1 90370), 
NT2J^4QQ j4P7(1 90370), 
NJ2I=(P4QQ1 760(305400), 
NT2RP4002791 (1 89940), OVARC1 OOOOUfcb^l ), OVARC1 0001 39(603486), 

OVARC1 000722(60401 4), OVARC1 000771 (1 79509), OVARC1 001 051 (600051 ) 

OVARC1 001 372(6031 45), 
OyARCI 001 577(603269), 
PLAGE^00133(602542), 
PLACE:! 000588(60041 1 ), 
PLACE1 Po£o46(1 51 625), 
PLAQE1 002685(60451 5), 
PLACEt003045(1 73910), 
RL^QEJ 003493(601 456), 
P'LAQE J i;pq3968(602742), 
PLA9E^p;043.1 6(604261 ), 
P L A^ft jQ04Sl 0( 6049 1 2) , 
PLA^E^;C^||94(603652), 
PLAC;Ej[^06|l 5(60391 0), 
PL ACE J 0075 1,1(1 48020), 
P LAdE|pp8402(603344) , 
PLAQE)pp|l 58(6041 40), 
PLACE] 0^0870(603971 ), 
PLAgE] Qi f 1 922(1 60776), 
PLA^E2 000399(31 3470), 
P LAeE^QQ0pb9( 1 60776) , 
SKNMC1 000046(6031 44), 

THYROI 000343(1 25370), THYR0 1000358(604188) 
THYR01 000684(603885), THYR0 1000748(300023) 
THYR01 001 120(602582), THYRO'l0Pl/89'(603971), THYRO 1001204(603169), 

THYR01 001 61 7(602744), THYR01,pbl 671 (603281 ), Y79AA1 000346(604355) 
Y79AA1 000560(601 026), Y79AA1 000734(603867), 
Y79AA1 001 548(600286), Y79AA1 001 594(600936), 



NT2RP20031 57(601 940), 
NT2RP200351 7(1 90040), 
NT2RP2003737(602962), 
NT2RP2004587(1 62250), 
NT2RP20051 44(604730), 
NT2RP200531 5(604039), 
NT2RP2005407(1 67040), 
NT2RP200571 9(601 178), 
NT2RP200631 2(6031 11), 
NT2RP3000085(300032), 
NT2RP3000739(1 25370), 
NT2RP3001 21 6(6031 21), 
NT2RP3001 723(604569), 
NT2RP3002056(1 80201), 
NT2RP3002399(602638), 
NT2 R P3003282(602378) , 
NT2RP3003831 (604051), 
NT2RP3004258(604347), 
NT2RP3004572(604912), 
NT2RP4000449(604479), 
NT2RP4001 086(1 62230), 
NT2RP4001 276(1 90370), 
NT2RP4001 575(603443), 



OVARC1 001 244(601 540), 
OVARC1 001 506(601 31 3), 
OVARC1 001 809(603730), 
PLACE1 000583(1 94558), 
PLACE1 001602(604913), 
PLACE1 002474(6021 08), 
PLACE1 002908(604327), 
PLACE1 003366(603681), 
PLACE1 003903(1 23860), 
PLACE1 004277(603493), 
PLACE1 004506(603450), 
PLACE1004814(601940), 
PLACE1 006438(600834), 
PLACE1 007257(3001 08), 
PLACE1 008356(604039), 
PLACE1 0091 13(600675), 
PLACE1 01 0529(604834), 
PLACE1 01 1858(603882), 
PLACE200021 6(1 82790), 
PLACE3000242(300132), 
PLACE4000369(603808), 
THYR01 000327(603243), 
THYR0 1 000662(278750), 



NT2RP2003228(602638) 
NT2RP2003604(604785) 
NT2RP200401 3(602542) 
NT2RP2004933(603289) 
NT2RP2005276(602371 ) 
NT2RP2005336(1 90370) 
NT2RP2005476(602680) 
NT2RP2006071 (604299) 
NT2RP3000050(603971) 
NT2RP3000403(604981) 
NT2RP3001 057(603971) 
NT2RP3001 338(31 4998) 
NT2RP3001 898(604561) 
NT2RP3002151 (139259) 
NT2RP3002988(603258) 
NT2RP3003409(604533) 
NT2RP3004078(1 42765) 
NT2RP3004534(600586) 
NT2RP4000367(603722) 
NT2RP4000879(314370) 
NT2RP4001 150(601 581) 
NT2RP4001 433(602277) 
NT2RP4001 861 (190370) 



OVARC1 001 41 7(3001 82) 
OVARC1 001 726(3001 03) 
PLACE1 000383(3001 71) 
PLACE1001171(310400) 
PLACE 1002 140(603748) 
PLACE1 002782(602095) 
PLACE1003302(194558) 
PLACE 1 003669(1 90370) 
PLACE1 0041 83(604701) 
PLACE 1004358(603272) 
PLACE 1 004674(601 057) 
PLACE 1006040(603061) 
PLACE1007140(190370) 
PLACE 1007598(602277) 
PLACE 1008696(602 141) 
PLACE 1 009444(600286) 
PLACE1 01 0896(1 60776) 
PLACE200001 5(600051) 
PLACE2000438(602273) 
PLACE400001 4(300032) 
SKNMC1 000050(1 14230) 



Y79AA1 000782(60041 7) 
Y79AA1 00 171 1(600063) 



1 ' 1.1. . 
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Y79AA1 001 874(60031 5), Y79AA1 002204(605033), Y79AA1 6&221 0(1 91161), Y79AA1 002472(603971 ), 
Y79AA1 002482(603971), > 

[0281] The following 425 clones presumably belong to enzymes/an^or/rnetabolism proteins. 
HEMBA1000012, HEMBA1000129, HEMBA1000141, -------- — . 



5 HEMBA1001019, 
HEMBA1002212, 
HEMBA1003179, 
HEMBA1 003680, 
HEMBA1 004768, 

10 HEMBA1 006272, 
HEMBA1 006521, 
HEMBA1 007243, 
HEMBB1 001137, 
HEMBB1 002042, 

15 MAMMA1 000897, 
MAMMA1 002268, 
MAMMA1 002671, 
NT2RM 1000256 
NT2RM 1000894 

20 NT2RM2000368 
NT2RM2000951 
NT2RM2001700 
NT2RM2001997 
NT2RM4000471 

25 NT2RM4001316 
NT2RM4002062 
NT2RM4002532 
NT2RP1 000947 
NT2RP2000056 

30 NT2RP2000448 
NT2RP2001601 
NT2RP2002256 
NT2RP2003286 
NT2RP2003704 

35 NT2RP2004098 
NT2RP2004933 
NT2RP2005276 
NT2RP2005557 
NT2RP2005776 

40 NT2RP2006573 
NT2RP3000742 
NT2RP3001495 
NT2RP3002602 
NT2RP3003659 

45 NT2RP3004209 
NT2RP4000367 
NT2RP4000879 
NT2RP4001095 
NT2RP4001555 

50 NT2RP5003500 
OVARC 1000309 
OVARC1 000885 
OVARC1001942 
PLACE1000213 

55 PLACE1001054 
PLACE1001817 
PLACE1 002991 
PLACE1 003903 



HEMBA1001257, 

HEMBA1002513, 

HEMBA1 003250, 

HEMBA1004199, 

HEMBA1 005394, 

HEMBA1 006278, 

HEMBA1 006624, 

HEMBA1 007300, 

HEMBB1001346, 

MAMMA1 000020, 

MAMMA1001008, 

MAMMA1 002470, 

MAMMA1003013, 

NT2RM1 000280, 

NT2RM 1001072, 

NT2RM2000371 , 

NT2RM2001238, 

NT2RM2001730, 

NT2RM2002030, 

NT2RM4000616, 

NT2RM4001444, 

NT2RM4002063, 

NT2RM4002623, 

NT2RP1001079, 

NT2RP2000114, 

NT2RP2000668, 

NT2RP2001663, 

NT2RP2002609, 

NT2RP2003401, 

NT2RP2003713, 

NT2RP2004239, 

NT2RP2005038, 

NT2RP2005344, 

NT2RP2005605, 

NT2RP2005784, 

NT2RP3000031, 

NT2RP3000845, 

NT2RP3001898, 

NT2RP3002628, 

NT2RP3003825, 

NT2RP3004378, 

NT2RP4000417, 

NT2RP4000927, 

NT2RP4001143, 

NT2RP4001592, 

NT2RP5003522, 

OVARC 1000473, 

OVARC1000915, 

OVARC1002156, 

PLACE1000383, 

PLACE1001062, 

PLACE1001869, 

PLACE1003174, 

PLACE1003915, 



HEMBA1001526, 
HEMBA1 002746, 
HEMBA1003291, 
HEMBA1 004227, 
HEMBA1005513, 
HEMBA1 006291, 
HEMBA1 006885, 
HEMBB1000083, 
HEMBB1001429, 
MAMMA1 000085, 
MAMMA1001038, 
MAMMA1 002530, 

MAMMA1 003035, 
NT2RM 1000377, 
NT2RM1001115, 
NT2RM2000469, 
NT2RM2001547, 
NT2RM2001782, 
NT2RM2002128, 
NT2RM4000657, 
NT2RM4001592, 
NT2RM4002189, 

NT2RP1 000376, 
NT2RP1001185, 
NT2RP2000183, 
NT2RP2000710, 
NT2RP2001740, 
NT2RP2002618, 
NT2RP2003506, 
NT2RP2003737, 
NT2RP2004245, 
NT2RP2005139, 
NT2RP2005360, 
NT2RP2005635, 
NT2RP2005835, 
NT2RP3000085, 
NT2RP3000875, 
NT2RP3001938, 
NT2RP3002663, 
NT2RP3003831, 
NT2RP3004669, 
NT2RP4000457, 
NT2RP4000973, 
NT2RP4001219, 
NT2RP4001644, 
OVARC1000013, 
OVARC 1000556, 
OVARC1001107, 

OVARC 10021 65, 
PLACE 1000420, 
PLACE1001672, 
PLACE1001989, 
PLACE1003176, 
PLACE1 004270, 



HEMBAJQ00150, 
HEMBA10J01620, 
HEMBA1 002973, 
HEMBA1 003408, 
HEMBA1004408, 
HEMBA1 005737, 
HEMBA10b63p9, 
HEMBA1 006976, 
HEMBB.1000217, 
HEMBB1001443, 
MAMMA 1000672, 
MAMMAl001059, 
MAMMA1Q02573, 
NT2RMt6bp039, 
NT2RM10 / pb553, 

NT2RM2b000H 
NT2RM2000504, 
NT2RM2001632, 
NT2pM2bai:8Q3, 
NT2RM40b6024, 
NT2RM^0007i2, 
NT2RM40|)1758 ) 
NT2RM40022),3, 
NT2RPT000443, 
NT2RP1001253, 
NT2RP2000248, 
NT2RP2000816, 
NT2RP20.0i748, 
NT2RP2602959, 
NT2RP20P3543, 
NT2BP2QP3840, 
NT2BP2PQ4768, 
NT2RR2p65162, 
NT2RR^0P5457, 
NT2RR2005723, 
NT2RP2005942, 
NT2R'R30002p7, 
NT2RP3000917, 
NT2RP3002303, 
NT2Rg30p3a01, 
NT2~RPb0Q3846, 
NT2RR3004670, 
NT2RP40(jo657, 
NT2RP4PQ0997, 
NT2RP40bV375, 
NT2RP4001730, 
OVARCj000060, 
OVARC1000682, 
OVARC1.0P1713, 
PLACE 1000007, 
PLACE 1000547, 
PLACE1;001692, 
PLACE1 002073, 
PLAG.E 1003709, 
PLAGE, ibp4428, 

1564 



HEMBA1 000542 
HEMBA1001866 
HEMBA1 003046 
H EM BA1 003538 
HEMBA1 004509 
HEMBA1005815 
HEM BA1 006347 
HEMBA1007121 
HEMBB1000915 
HEMBB1001915 
MAMMA1000713 
MAMMA1001476 
MAMMA1002619 
NT2RM 10001 32 
NT2RM 1000648 
NT2RM2000092 
NT2RM2000577 
NT2RM2001664 
NT2RM2001886 
NT2RM4000155 
NT2RM4000820 
NT2RM4001819 
NT2RM4002251 
NT2RP1 000522 
NT2RP1001361 
NT2RP2000329 
NT2RP2001070 
NT2RP2001898 
NT2RP2002993 
NT2RP2003643 
NT2RP2003912 
NT2RP2004791 
NT2RP2005204 
NT2RP2005498 
NT2RP2005773 
NT2RP2006534 
NT2RP3000359 
NT2RP3001055 
NT2RP3002351 
NT2RP3003385 
NT2RP3003914 
NT2RP4000259 
NT2RP4000817 
NT2RP4001041 
NT2RP4001389 
NT2RP4001946 
OVARC1 000139 
OVARC 1000722 
OVARC1001762 
PLACE1000142 
PLACE 1000653 
PLACE1001748 
PLACE1 002598 
PLACE1003885 
PLACE 1004437 



HEMBA1000852, 
HEMBA1001896, 
HEMBA1003136, 
HEMBA1 003679, 
HEMBA1 004734, 
HEMBA1006031, 
HEMBA1 006485, 
HEMBA1 007224, 
HEMBB1 000947, 
HEMBB1001950, 
MAMMA1 000841, 
MAM MA1 001 501, 
MAMMA1 002655, 
NT2RM1000153, 
NT2RM1 000702, 
NT2RM2000322, 
NT2RM2000594, 
NT2RM2001698, 
NT2RM2001935, 
NT2RM4000344, 
NT2RM4001313, 
NT2RM4001880, 
NT2RM4002409, 
NT2RP1 000834, 
NT2RP1001543, 
NT2RP2000422, 
NT2RP2001392, 
NT2RP2002124, 
NT2RP2003230, 
NT2RP2003702, 
NT2RP2003952, 
NT2RP2004799, 
NT2RP2005239, 
NT2RP2005549, 
NT2RP2005775, 
NT2RP2006571 , 
NT2RP3000578, 
NT2RP3001221, 
NT2RP3002501, 
NT2RP3003490, 
NT2RP3004148, 
NT2RP4000312, 
NT2RP4000855, 
NT2RP4001079, 
NT2RP4001483, 
NT2RP4002408, 
OVARC1 000288, 
OVARC1 000751, 
OVARC1001809, 
PLACE1000185, 
PLACE1 000755, 
PLACE1001781, 
PLACE1 002908, 
PLACE1 003888, 
PLACE1 004751, 



PLACE1 004804, 
PLACE1 005763, 
PLACE1 006534, 
PLACE1 007226, 
PLACE1 007958, 
PLACE1009130, 
PLACE1010096, 
PLACE1011229, 
PLACE2000398, 
PLACE3000147, 
PLACE4000548, 
THYR01 000605, 
THYR0 1000951, 
THYRO1001617, 
Y79AA1001394, 



PLACE1004918, 
PLACE1 005804, 
PLACE 1006626, 
PLACE1007416, 
PLACE1008111, 
PLACE1 009444, 
PLACE1010362, 
PLACE1011332, 
PLACE2000404, 
PLACE3000339, 
PLACE4000654, 
THYR01 000662, 



PLACE1 005243, 
PLACE1 005953, 
PLACE1 006731, 
PLACE1 007649, 
PLACE1 008275, 
PLACE1 009763, 
PLACE1010481, 
PLACE1011635, 
PLACE2000438, 
PLACE3000350, 
SKNMC1 000050, 
THYR01 000756, 
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PLACE 1005305, 
PLACE1 005955, 
PLACE 100681 9, 
PLACEjpp7706, 
PLACE1 008330, 
PLACEl0p9861, 
PLAGE1 010662, 
PLACEiaj t 1923, 
PLACE30pp609, 
PLACE40pp063, 
THYR0 1000072, 
THYRQ.1 000852. 



PLACE1 005373, 
PLACE1 006011, 
PLACE1 006829, 
PLACE1 007729, 
PLACE1 008643, 
PLACE1 009992, 
PLACE1011046, 
PLACE2000021, 
PLACE3000020, 
PLACE4000100, 
THYRO1000197, 
THYR01 000926, 



PLACE1 005656, 
PLACE1 006469, 
PLACE 1006878, 
PLACE1 007954, 
PLACE1 009094, 
PLACE1 009997, 
PLACE1011219, 
PLACE2000034, 
PLACE3000059, 
PLACE4000401, 
THYR01 000288, 
THYRO 1000934, 



THYRO 1000983, THYRO1001003, THYRO/1 001287, THYRO1001374, THYRO1001406, 
THYRO1001671, THYR01 001738, Y79AAf1 000782, Y79AA1001048, Y79AA1001233, 
Y79AA1001493, Y79AA1 001548, Y79AA1001581, Y79AA1001603, Y79AA1001827, 
Y79AA1 002027, Y79AA1 002209, Y79 AA1 00221 1 , Y79AA100i2361 ,iY79AA 100241 6, 

[0282] The following 21 7 clones presumably belong to a group ofcDNAs encoding ATP- and/or GTP-binding proteins. 
HEMBA1000012, HEMBA1000129, HEMBA1000185, HEMBA1000491, HEMBA1000531 , HEMBA1001019, 



HEMBA1001174, 
HEMBA1002212, 
HEMBA1 003555, 
HEMBA1 004697, 
HEMBB1 000226, 



HEMBA1001387, 
HEMBA1 002876, 
HEMBA1 003560, 
HEMBA1 005047, 
HEMBB1 000264, 



HEMBA1001595, 
HEMBA1 002997, 
HEMBA1 004131, 
HEMBA1 005595, 
HEMBB1 000632, 



HEMBA1001723, 
HEMBAil 003250, 
HEMBA 1^004199, 
HEMBAjpQ7018, 
HEMBB1 000725, 



HEMBA1001913, 
HEMBA1 003291, 
H EM BA1 004202, 
HEMBA1007151, 
HEMBB1001294, 



HEMBA1002161, 
HEMBA1 003369, 
HEM BA1 004354, 
HEMBB1000083, 
HEMBB1002193, 



MAMMA1000085, MAMMA1000612, MAMMA1000731 , MAM M #.000738, MAMMA1001038, MAMMA1001 735, 



MAMMA1001768, 

NT2RM 1000924, 

NT2RM2001345, 

NT2RM4000496, 

NT2RM4001344, 

NT2RM4002062, 

NT2RP1 000470, 

NT2RP1001569. 

NT2RP2000710. 



MAMMA1003127, 

NT2RM2000469, 

NT2RM2001823, 

NT2RM4000611, 

NT2RM4001444, 

NT2RM4002174, 

NT2RP1 000478, 

NT2RP2000126, 

NT2RP2000812, 



NT2RM1000187, 
NT2RM2000577, 
NT2RM2002128, 
NT2RM4000733, 
NT2RM4001592, 
NT2RM4002205, 
NT2RP1 000915, 
NT2RP2000258, 
NT2RP2000880, 



NT2#M,1p00388, 
NT2RM2PP0740, 
NT2RM4QP0155, 
NT2F\M40P0820. 
NT2RM|001 y 714, 
NT2RM^0P2527, 
NT2RP1PPQ958, 
NT2rMP00329, 
NT2.Fip200A2iJ5, 



NT2RP2003277, NT2RP2003912, NT2RP2004538, NT2RP2004568, 



NT2RP2004689, 

NT2RP2005763, 

Nt2RP3000366, 

NT2RP3001427, 

NT2RP3001938, 

NT2RP3003301, 

NT2RP3004428, 

NT2RP4000839, 

NT2RP4001592, 

NT2RP4002058, 

OVARC1 000771, 

PLACE1001104, 

PLACE1 003521, 

PLACE1 005739, 

PLACE1 007409, 

PLACE1 009596, 

PLACE1011114, 

PLACE2000404, 

SKNMC1000013, 



NT2RP2004768, 

NT2RP2006534, 

NT2RP3000397, 

NT2RP3001453, 

NT2RP3002007, 

NT2RP3003353, 

NT2RP3004578, 

NT2RP4000929, 

NT2RP4001634, 

NT2RP4002408, 

OVARC1 000800, 

PLACE1001739, 

PLACE1003915, 

PLACE1 005921, 

PLACE1 007697, 

PLACE1 009908, 

PLACE1011310, 

PLACE2000427, 

THYR01 000072. 



NT2RP2004791, 
NT2RP3000046, 
NT2RP3000759, 
NT2RP3001529, 
NT2RP3002151, 
NT2RP3003589, 
NT2RP4000290, 
NT2RP4001041, 
NT2RP4001644, 
NT2RP5003477, 
OVARC1001068, 
PLACE1 002433, 
PLACE1 004902, 
PLACE1006119, 
PLACE1 007946, 
PLACE1010134, 
PLACE1011922, 
PLACE3000350, 
THYRO1001458, 



NT2RP2004920, 
NT2RP3000252, 
NT2HF?3000845, 
NT2RP300I730, 
NT2RP3002330, 
NT2RP3003809, 
NT2RP4000481, 
NT2RP40P1079, 
NT2RP4p v 6l^56, 
OVARC1000013, 
OVARII 0021 38, 
PLA<pi,6.02437, 
PL^GE];p.g52ft3 f 

PLAG^pq&tge, 

PLAC|lipp82|4 f 
PLACE10U0720, 
PLAQE2^0poJl4; 
PLACE4Qd00p9, 
Y79^(q60833, 



Y79AA1001875, Y79AA1001963, Y79AA1 002209, 
[0283] The following 320 clones presumably belong to nuclear proteins. 
HEMBA1000005. HEMBA1000158, HEMBA1000216, HEMBA1000561, 
HEMBA1001137, HEMBA1001405, HEMBA1001510, HE MBA 100.1 579, 
HEMBA1001824, HEMBA1001847, HEMBA1001869, H E MB A 1 002 1 J7, 



NT2RM 1000702, 
NT2RM2001100, 
NT2RM4000191, 
NT2RM4001084, 
NT2RM4001758, 
NT2RM4002594, 
NT2RP1001080, 
NT2RP2000660, 
NT2RP2001392, 

NT2RP2005344, 
NT2RP3000350, 
NT2RP3000875, 
NT2RP3001799, 
NT2RP3002399. 
NT2RP3003876, 
NT2RP4000518, 
NT2RP4001375, 
NT2RP4001896, 
OVARC1 000304, 
PLACE1 000040, 
PLACE1002714, 
PLACE1 005305; 
PLACE1 006552, 
PLACE1 009404, 
PLACE1010896, 
PLACE2000039, 
PLACE4000014, 
Y79AA1 000962, 



HEMBA1 000591, 
HEMBA1001809, 
HEMBA1 002241, 



NT2RM1 000772, 
NT2RM2001201, 
NT2RM4000356, 
NT2RM4001178, 
NT2RM4001880, 
NT2RM4002623, 
NT2RP1001410, 
NT2RP2000668, 
NT2RP2002606, 

NT2RP2005393, 
NT2RP3000359. 
NT2RP3001150, 
NT2RP3001857, 
NT2RP3002671, 
NT2RP3004189, 
NT2RP4000781, 
NT2RP4001414, 
NT2RP4002047, 
OVARC1 000556, 
PLACE1 000588, 
PLACE1003394, 
PLACE1 005549, 
PLACE1 006956, 
PLACE1 009476, 
PLACE1011109, 
PLACE2000274, 
PLACE4000326, 
Y79AA1001394, 



HEMBA1001088, 
HEMBA1001819, 
HEMBA1 002495, 
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10 



15 



20 



25 



30 



35 



40 



45 



50 



55 



HEMBA1002569, 
HEMBA1003662, 
HEMBA1 004353, 
HEMBA1 005931, 
HEMBB1 000226, 
HEMBB1001915, 
MAMMA1001222, 
MAMMA1 002869, 
NT2RM1 000885, 
NT2RM2000624, 
NT2RM2001771, 
NT2RM2002091, 
NT2RM4000290, 



HEMBA1 002935, 
HEMBA1 003684, 
HEMBA1 004479, 
HEMBA1 006278, 
HEMBB1 000789, 
HEMBB1002134, 
MAMMA1001260, 
MAMMA1 002937, 
NT2RM 1000894, 
NT2RM2000735, 
NT2RM2001823, 
NT2RM4000024, 
NT2RM4000531, 



HEMBA1 002951, 
HEMBA1 003690, 
HEMBA1 004973, 
HEMBA1 006283, 
HEMBB1001011, 
HEMBB1002217, 
MAMMA1001633, 
MAMMA1 003011, 
NT2RM 1001 059, 
NT2RM2000740, 
NT2RM2001936, 
NT2RM4000046, 
NT2RM4000751, 



HEMBA1 002999, 
HEMBA1 003760, 
HEMBA 10052 19, 
HEfifB^0d6359, 
H E M BB'l \) 0*1 056 , 
MAMMAi600V83, 
MAMMA/6d^743, 
NT2RM 1000086, 
NT2RMjo ! 6So92, 
NT2RS/I20011Q5, 
NT2RM2dC)1989, 
NT2RM4000104, 
NT2RM406 < p996, 



NT2RM4001200, NT2RM4001483, NT2RM4001566, NT2RM400 > 1592 ( J "• 



NT2RM4001597, 
NT2RP1 000035, 
NT2RP1000915, 
NT2RP2000076, 
NT2RP2000297, 
NT2RP2001869, 
NT2RP2002939, 
NT2RP2003308, 
NT2RP2004689, 
NT2RP2005701, 
NT2RP2006436, 
NT2RP3000590, 
NT2RP3001120, 
NT2RP3001428, 
NT2RP3002056, 
NT2RP3003555, 
NT2RP3004617, 
NT2RP4000518, 
NT2RP4001568, 
NT2RP4002078, 
OVARC1 000241, 
OVARC1001232, 
PLACE1000184, 
PLACE1001383, 
PLACE1 002775, 
PLACE1003519, 
PLACE1 003923, 
PLACE1 005287, 
PLACE1 006829, 
PLACE1 007688, 
PLACE1009130, 
PLACE1010720, 
PLACE2000427, 
PLACE4000261, 
THYR01 000585 
Y79AA1 000231, 



NT2RM4001783, 
NT2RP1000111, 
NT2RP1 000958, 
NT2RP2000126, 
NT2RP2000420, 
NT2RP2002079, 
NT2RP2002993, 
NT2RP2003347, 
NT2RP2004920, 
NT2RP2005767, 
NT2RP3000031, 
NT2RP3000603, 
NT2RP3001253, 
NT2RP3001472, 
NT2RP3002165, 
NT2RP3004016, 
NT2RP4000078, 
NT2RP4000997, 
NT2RP4001638, 
NT2RP4002081, 
OVARC1 000326, 
OVARC1 001271, 
PLACE1000406, 
PLACE1001632, 
PLACE1002816, 
PLACE1003521, 
PLACE1 004302, 
PLACE1 005876, 
PLACE 1006878, 
PLACE1 007969, 
PLACE1 009308, 
PLACE1010870, 
PLACE3000009, 
PLACE4000326, 
THYRO1001100, 
Y79AA1 000589, 



NT2RM4001823, 
NT2RP1 000493, 
NT2RP1000966, 
NT2RP2000153, 
NT2RP2000931 , 
NT2RP2002270, 
NT2RP2003137, 
NT2RP2003714, 
NT2RP2005393, 
NT2RP2005776, 
NT2RP3000050, 
NT2RP3000632, 
NT2RP3001338, 
NT2RP3001646, 
NT2RP3002399, 
NT2RP3004206, 
NT2RP4000111, 
NT2RP4001148, 
NT2RP4001696, 
NT2RP4002791, 
OVARC1 000556, 
OVARC1001306, 
PLACE1 000583, 
PLACE1002171, 
PLACE1 002834, 
PLACE1 003605, 
PLACE1 004471, 
PLACE1 005966, 
PLACE1006917, 
PLACE1 008044, 
PLACE1 009398, 
PLACE1011056, 
PLACE3000169, 
PLACE4000489, 
THYRO1001189, 



NT2RM40d , i828, 
NT2RP1000574, 
NT2RP1001013, 
NT2R.P2000161, 
NT2RP2001233, 
NJ2R£2002503, 
NT2RP2003157, 
NT2RP20.03912, 
NT2RP2'd05436, 
NT2RP2005933, 
NT2R?q000397, 
NT2RP30.009.17, 
NT2rtF!300{1.384, 
NT2Rf= > 36;0i;6^1, 
NT2RP3002876, 
NT2RP3004424, 
NT2RP40d0210, 
NT2RP400:1206, 
NT2RP400i:753, 
OVARC.1O00006, 
OVARC1 000846, 
O\MRC^Q01436, 
PLACE1 000596, 
PLACE1 002433, 
PLAQE 1:0031 00, 
PLACE 1003704, 
PliACE1j004564, 
PLAQE 10061 67, 
PLACE1007014, 
PLACE^008132, 
PU\GEt0i10134, 
PiiA<3E,1j6*1 1 433 , 

pmce^ooooia 
SKNi^cii)oodi:i, 

THY.RQ1.00 1;809, 
Y79M106j391, 



HEMBA1 003408 
HEMBA1 004203 
HEMBA1 005359 
HEMBA1 006485 
HEMBB1001242 
MAMMA1 000731 
MAMMA1001837 
NT2RM1000187 
NT2RM2000013 
NT2RM2001635 
NT2RM2002004 
NT2RM4000202 
NT2RM4001092 

NT2RM4001858 
NT2RP1 000630 
NT2RP1001177 
NT2RP2000248 
NT2RP2001420 
NT2RP2002591 
NT2RP2003277 
NT2RP2004013 
NT2RP2005496 
NT2RP2005942 
NT2RP3000512 
NT2RP3001057 
NT2RP3001398 
NT2RP3001792 
NT2RP3003193 
NT2RP3004428 
NT2RP4000398 
NT2RP4001213 
NT2RP4001938 
OVARC1 000087 
OVARC 100 1038 
OVARC 10021 12 
PLACE1 000979 
PLACE1 002438 
PLACE1003190 
PLACE1 003738 
PLACE1004814 
PLACE1 006438 
PLACE1 007547 
PLACE 1008603 
PLACE1010194 
PLACE1011664 
PLACE4000156 
THYR01 000085 
Y79AA1 000037 
Y79AA1001613, 



Y79AA1 000752, 

Y79AA1001963, Y79AA1 002431 , Y79AA1 002472, Y79 AA10 02482 
[0284] The following 292 clones presumably belong to DNAr and/or(glN^binding proteins. 
HEMBA1000158, HEMBA1000216, HEMBA1000561 , HEMBA|££p591 

HEMBA1001510, 
HEMBA1002177, 
HEMBA1 003662, 
HEMBA1 004321, 
HEMBA1 004973, 



HEMBA1 003545, 
HEMBA1 004321, 
HEMBA1 005558, 
HEMBA1 007087, 
HEMBB1001482, 
MAMMA1001105, 
MAMMA1002617, 
NT2RM1 000666, 
NT2RM2000588, 
NT2RM2001670, 
NT2RM2002088, 
NT2RM4000215, 
NT2RM4001140, 

NT2RM4001979, 
NT2RP1 000902, 
NT2RP2000008, 
NT2RP2000258, 
NT2RP2001756, 
NT2RP2002880, 
NT2RP2003286, 
NT2RP2004187, 
NT2RP2005539, 
NT2RP2006043, 
NT2RP3000527, 
NT2RP3001107, 
NT2RP3001427, 
NT2RP3001855, 
NT2RP3003212, 
NT2RP3004566, 
NT2RP4000481, 
NT2RP4001433, 
NT2RP4002058, 
OVARC1 000091, 
OVARC1 001180, 
PLACE1 000133, 
PLACE1001118, 
PLACE1 002532, 
PLACE1 003302, 
PLACE1 003885, 
PLACE1 004902, 
PLACE1 006482, 
PLACE1 007598, 
PLACE1 009099, 
PLACE1010702, 
PLACE2000014, 
PLACE4000192, 
THYR01 000242, 
Y79AA1000214, 
Y79AA1001705, 



HEMBA1001137, 
HEMBA1001847, 
HEMBA1 003568, 
HEMBA1 003805, 
HEMBA1 004669, 



HEMBA1001405, 
HEMBA1 001869, 
H EM BA1 003591, 
HEMBA1 003953, 
HEMBA1004847, 



HEMBA100i804, 
HEMB^ 1.002935, 
HEMBA1 003684, 
HEMBA10J04354, 
HEMBA1005202, 



HEMBA1 000851, 
HEMBA1001809, 
HEMBA1 003408, 
HEMBA1 003760, 
HEMBA1 004389. 
HEMBA1 005359, 



HEMBA1 
HEMBA1 
HEMBA1 
HEMBA1 
HEMBA1 
HEMBA1 



001088, 
001819, 
003545, 
003783. 
004479, 
005931. 



1566 ^ 



3 ''%.}M 



H EM BA 1006248, 

HEMBA1007194, 

HEMBB1001749. 

MAMMA1001105, 

MAMMA1002617, 

NT2RM 1000555, 

NT2RM1001092, 

NT2RM2001575, 

NT2RM2002004, 

NT2RM4000167, 



HEMBA1 006278, 

HEMBB1 000264, 

HEMBB1001839, 

MAMMA1001222, 

MAMMA1 002869, 

NT2RM 1000666, 

NT2RM2000371, 

NT2RM2001605, 

NT2RM2002014, 

NT2RM4000191, 



HEMBA1 006283, 
HEMBB1000789, 
HEMBB1002217, 
MAMMA1001260, 
MAMMA1 002937, 
NT2RM1 000691, 
NT2RM2000624, 
NT2RM2001670, 
NT2RM2002088, 
NT2RM4000202, 
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HEM^1006359, 
H EM BB-1 66/0/1 1 , 
MAMM^i;60pT83, 
MAMMA'1001743, 
MAMMAl003,p11, 
Nf2.RM1Q00826, 
NT2RM266b735 t 



NT2RM2001J71, 
NT2^M2002091, 
NT2BM4000531, 



NT2RM4000751, NT2RM4000996, NT2RM4001092, NT2RM40011fO, 



NT2RM4001178, 
NT2RM4001828, 
NT2RP1 000470, 
NT2RP1001073, 
NT2RP2001127, 
NT2RP2002079, 
NT2RP2003329, 
NT2RP2004187, 
NT2RP2005436, 
NT2RP2006043, 
NT2RP3000562, 
NT2RP3001057, 
NT2RP3001398, 
NT2RP3001855. 
NT2RP3003251, 
NT2RP3004490, 
NT2RP4000398, 
NT2RP4001080, 
NT2RP4001753, 
OVARC1 000241, 
OVARC1001987, 
PLACE1001632, 
PLACE1 003302, 
PLACE1 004471, 
PLACE1006196, 
PLACE1 007547, 
PLACE1 009246, 
PLACE1010702, 
PLACE3000009, 
PLACE4000489, 
THYRO1001189, 



NT2RM4001200, 
NT2RM4001858, 
NT2RP1 000493, 
NT2RP1001080, 
NT2RP2001174, 
NT2RP2002099, 
NT2RP2003347, 
NT2RP2004568, 
NT2RP2005496, 
NT2RP2006436, 
NT2RP3000590, 
NT2RP3001107, 
NT2RP3001472, 
NT2RP3002165, 
NT2RP3003327, 
NT2RP3004566, 
NT2RP4000455, 
NT2RP4001095, 
NT2RP4001838, 
OVARC 1000746, 
OVARC1002112, 
PLACE1001739, 
PLACE1003519, 
PLACE 1004564, 
PLACE 1006482, 
PLACE1 007598, 
PLACE 1009398, 
PLACE1010870, 
PLACE3000169, 
SKNMC1 000091, 
THYRO1001809, 



NT2RM4001483, 
NT2RM4001880, 
NT2RP1 000574, 
NT2RP2000008, 
NT2RP2001233, 
NT2RP2002503, 
NT2RP2003480, 
NT2RP2004920, 
NT2RP2005701, 
NT2RP2006464, 
NT2RP3000603, 
NT2RP3001120, 
NT2RP3001672, 
NT2RP3002399, 
NT2RP3003555, 
NT2RP3004594, 
NT2RP4000518, 
NT2RP4001213, 
NT2RP4001938, 
OVARC 1000846, 
PLACE1 000406, 
PLACE1 002438, 
PLACE1 003605, 
PLACE1004814, 
PLACE1 006488, 
PLACE1 007688, 
PLACE1 009476, 
PLACE1011056, 
PLACE4000014, 
THYR0 1000085, 



NT2RM4001592, 
NT2RM4001979, 
NT2RP1000902, 
NT2RP20p0i53, 
NT2RP20p1511, 
NT2RP20025'91, 
NT2RP2003522, 
NT2RP20P5003, 
NT2R^20p5763 ( 
NT|iP3(^|0O5O, 
NT^I|P|pflp6i4, 
NT^|3C|01;f5q, 
NT2RP30pM8, 
NT2RP30S2876; 
NT2RP30P40^3, 
NT^R^qkejZ, 
Nt2f?^dpQ648, 
NT2RM00.1433, 
NT^RR^02d7S, 
OyARGtOQ1232, 
PLACE 4 lqS6583, 
PLACE1 002532, 
PLACE 1003704, 
PLACE 1005584, 
PLACE 1006531, 
PLACE1 007969, 
PLACE1 009622, 
PLACJE1011114, 
PLAGE4b00156, 
THYR6/000242, 
Y79AA1000349, 



H EM BA1 006652 
HEMBB1001482 
MAMMA1 000284 
MAMMA1001837 
NT2RM1 000086 
NT2RM 1000885 
NT2RM2001105 
NT2RM2001823 
NT2RM4000046 
NT2RM4000595 

NT2RM4001783 
NT2RM4002093 
NT2RP1 000966 
NT2RP2000258 
NT2RP2001756 
NT2RP2002939 
NT2RP2003564 
NT2RP2005139 
NT2RP2005776 
NT2RP3000512 
NT2RP3000632 
NT2RP3001155 
NT2RP3001724 
NT2RP3003138 
NT2RP3004078 
NT2RP3004618 
NT2RP4000865 
NT2RP4001568 
OVARC1 000006, 
OVARC1001271 
PLACE1 000979 
PLACE1 002775 
PLACE 1003738 
PLACE 1005876 
PLACE1006917 
PLACE1008132 
PLACE1010053 
PLACE1011433 
PLACE4000192 
THYR01 000501 
Y79AA1 000752 



Y79AA1 000037, 

Y79AA1001312, Y79AA1001391 , Y79AA1001613, Y79AA1 0 021^; S^9AA1 002472, Y79AA1 002482, 
[0285] The following 66 clones presumably belong to the categojyyo^NA synthesis-associated proteins. 
HEMBA1000591, HEMBA1001579, HEMBA1003179, H EM BA1 06359 1 , ~ ■ ~ — 

NT2RM2000624, 
NT2RP1 000035, 
NT2RP2003157, 
NT2RP2005776, 
NT2RP3001671, 
NT2RP4000614, 
PLACE1 000406, 
PLACE1 004564, 
PLACE1006196, 



HEMBA1 007087, 
HEMBB1001736, 
MAMMA1 000731, 
MAMMA1 002385, 
NT2RM1 000539, 
NT2RM1001059, 
NT2RM2001424, 
NT2RM2001989, 
NT2RM4000104, 
NT2RM4000733, 

NT2RM4001823, 
NT2RM4002109, 
NT2RP1001013, 
NT2RP2000297, 
NT2RP2001869, 
NT2RP2003157, 
NT2RP2003714, 
NT2RP2005168, 
NT2RP2005942, 
NT2RP3000527, 
NT2RP3000994, 
NT2RP3001338, 
NT2RP3001792, 
NT2RP3003193, 
NT2RP3004428, 
NT2RP4000111, 
NT2RP4000929, 
NT2RP4001696, 
OVARC1 000087, 
OVARC1001306, 
PLACE1001118, 
PLACE1 002834, 
PLACE1 003885, 
PLACE1 005951, 
PLACE1 007346, 
PLACE1 009099, 
PLACE1010194, 
PLACE2000427, 
PLACE4000261, 
THYRO1001100, 
Y79AA1001211, 



NT2RM1000187, 
NT2RM4001178, 
NT2RP2000153, 
NT2RP2005539, 
NT2RP3000361, 
NT2RP4000481, 
OVARC1001232, 
PLACE1 003704, 
PLACE1 005646, 



NT2RM1 000852, 

NT2RM4002093, 

NT2RP2002928, 

NT2RP2005605, 

NT2RP3000397, 

NT2RP4000518, 

OVARC1001577, 

PLACE1 003885, 

PLACE1 005876, 



NT2RM2b5j989, 
NT2RPlpp0272, 
NT2RP2004568, 
NT2RR20q5942, 
NT2RP30p45p4, 
Nt2RP40poV29, 
PLjCEj 000596, 
PtACEwfrmA, 
PLACE1006626, 



HEMBA1 006278, 
NT2RM2002100, 
NT2RP1 000470, 
NT2RP2005126, 
NT2RP2006043, 
NT2RP4000078, 
NT2RP4001696, 
PLACE1 000755, 
PLACE1 004902, 
PLACE1 006878, 



HEMBB1 000226, 
NT2RM4000191, 
NT2RP1001080, 
NT2RP2005436, 
NT2RP2006238, 
NT2RP4000111, 
NT2RP4002058, 
PLACE1001739, 
PLACE1 005373, 
PLACE1006917, 



PLACE1009476, PLACE1009925, PLACE1010194, PLACE1011114, THYRO1000121 , Y79AA1001 963, 
[0286] The following 1 83 clones presumably belong to protein synthesis-associated and/or protein transport-asso- 
ciated proteins. ,1 i i - 

HEMBA1000012, HEMBA1000141 , HEMBA1000592, HEMBA1003617, HEMBA1003773, HEMBA1004202, 
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HEMBA1004276, HEMBA1004734, HEMBA1004847, HEMBA1004929, HEMBA1004930, HEMBA1005047, 

HEMBA1005202, HEMBA1006031, HEMBA1006272, HEMBA1006474, HEMBA1006652, HEMBA1006914, 

HEMBA1006973, HEMBA1007224, HEMBB1000915, HEMBB1001112, HEMBB1001137, HEMBB1001 736, 

HEMBB1001831, HEMBB1001915, MAMMA1 000085, MAM MAI 0ti0734, MAMMA1001008, MAMMA1002170, 

5 MAMMA1002219, MAMMA1 002236. MAMMA1002619, NT2RM.1 000661 , NT2RM 1000833, NT2RM2000092, 

NT2RM2000504, NT2RM2000577, NT2RM2000821 , NT2RM2001201 , NT2RM2001592, NT2RM2001 613, 

NT2RM2001648, NT2RM2001730, NT2RM2001760, NT2RM2002055, NT2RM4000155, NT2RM4000169, 

NT2RM4000344, NT2RM4000356, NT2RM4000421 , NT2RM4000712, NT2RM4001054, NT2RM4001203, 

NT2RM4001382, NT2RM4001444, NT2RM4002062, NT2RM4002205, _ NT2RM4002623, NT2RP1 000326, 

10 NT2RP1000522, NT2RP1000547, NT2RP1000746, Nt2RP^;000947, NT2RP1001569, NT2RP2000147, 

NT2RP2000710, NT2RP2000880, NT2RP2000943, NT2RR20pi290, NT2RP2001392, NT2RP2001 601 , 

NT2RP2001613, NT2RP2001660, NT2RP2001740, Nt2P|?2Qp21 24, NT2RP2002606, NT2RP2002862, 

NT2RP2002959, NT2RP2002980, NT2RP2003137, NT2RP26p3!58, NT2RP2003391 , NT2RP2003394, 

NT2RP2003401, NT2RP2003433, NT2RP2003704, NT2RP20037.1 3, NT2RP2003737, NT2RP2003760, 

15 NT2RP2003981, NT2RP2004366, NT2RP2004389, NT2RP20(54t91 , NT2RP2005012, NT2RP200511 6, 
NT2RP2005360, NT2RP2005763, NT2RP2005784, NT2RP3000366^K 

NT2RP3000759, NT2RP3000968, NT2RP3001 1 1 3, NT2RP3001 690, NT2RP3002045, NT2RP30021 51 , 

NT2RP3002529, NT2RP3002671, NT2RP3003301 , Nf2RP4003846, NT2RP3003876, NT2RP3004209, 

NT2RP4000370, NT2RP4000457, NT2RP4000879, Nf2RP40Q0927 t NT2RP4001041 , NT2RP400111 7, 

20 NT2RP4001313, NT2RP4001315, NT2RP4001574, NT2RR4001 592, OVARC1000013, OVARC1000071 , 

OVARC1000085, OVARC1000465, OVARC1000564, OVARC \ 0Q077 1 , OVARC1000862, OVARC1001171 , 

OVARC1001180, OVARC1001342, PLACE1000007, P LAC El 00006 1 , PLACE1000081 , PLACE1000492, 

PLACE1 000863, PLACE1 001 092, PLACE1 001 748, PLACE 1,002090, PLACE 1 0031 74, PLACE1 00391 5, 

PLACE1004104, PLACE1004270, PLACE1004743, PLAGE : 1 005557, PLACE1005813, PLACE10061 70, 

25 PLACE1006488, PLACE1006829, PLACE1 007706, PLACE1007729, PLACE1008273, PLACE1008402, 

PLACE1 008790, PLACE1 00881 3, PLACE 1 009094, PL ACE1O091 30, PLACE 1 009477, PLACE1 009721 , 

PLACE1009845, PLACE1010074, PLACE1010547, PLAGE1011 109, PLACE1011229, PLACE1011477, 

PLACE1012031, PLACE2000404, PLACE3000059, PLACE3000121 , PLACE4000269, PLACE4000654, 

SKNMC1 000011, THYR01 000983, THYRO1001003, THYR'Q.1,001313, Y79AA1 000560, Y79AA1 000784, 

30 Y79AA1 000968, Y79AA1001493, Y79AA1001875, Y79AA10020?7,,Y79AA1 002209, 

[0287] The following 1 30 clones presumably belong to cytoskeietaj-associated proteins. 

HEMBA1000156, HEMBA1000168, HEMBA1000411, HEMBA ; i 000588, HEMBA1001043. HEMBA1001651, 

HEMBA1001661, HEMBA1002102, HEMBA1002161, H EM BA1 002939 , HEMBA1003235, HEMBA1003581 , 

HEMBA1004499, HEMBA1004534, HEMBA1004697, HEMBAiO04929, HEMBA1004972, HEMBA1005582, 

35 HEMBA1005595, HEMBA1006344, HEMBA1006737, HEMBb|^|175, HEMBB1001282, HEMBB1001562, 

HEMBB1001802, MAMMA1000824, MAMMA1001041 , MAM MM 0(0.1-576, MAMMA1001679, MAMMA1001 735, 

MAMMA1002297, MAMMA1002351 , MAMMA1002622, M^MMAI 002637, MAMMA1003127, NT2RM1000850, 

NT2RM1 000898. NT2RM2000030, NT2RM2000260, NT2RM2p ; 0O691 , NT2RM2001324, NT2RM40001 69, 

NT2RM4000229, NT2RM400051 5, NT2RM4001 21 7, NJ2RP1 0P0202, NT2RP1 000348, NT2RP1 000460, 

40 NT2RP1000478, NT2RP1001033, NT2RP1001294, NT2R ^100^302, NT2RP2000070, NT2RP2000812, 

NT2RP2000814, NT2RP20011 68, NT2RP2001245, NT2 R^00*1 Q34, NT2RP2001900, NT2RP2003307, 

NT2RP2003394, NT2RP2004041 , NT2RP2004242, NT2RP 2004538, NT2RP2004587, NT2RP2004681 , 

NT2RP2004732, NT2RP2004978, NT2RP2005491 , NT2RP2005531 , NT2RP2005712, NT2RP2006275, 

NT2RP3000753, NT2RP3001113, NT2RP3001216, NT2RP3001239, NT2RP3001272, NT2RP3001554, 

45 NT2RP3001690, NT2RP3001799, NT2RP3002688. NT2RR3003061, NT2RP3003185, NT2RP3003230. 

NT2RP3004569, NT2RP3004578, NT2RP4001004, NT2RP4001086, NT2RP4001256, NT2RP4001567, 

NT2RP4001927, OVARC1000001 , OVARC1000106. OVARC1000437, OVARC1000520, OVARC1000679. 
OVARC1 001 731, OVARC1 002050, PLACE1001104, PLACE1002571 - * 

PLACE1002591, PLACE1002655. PLACE1002714, PLACE1003625, PLACE1005287, PLACE1006552, 

50 PLACE1007946, PLACE1008426, PLACE1010148, PLAGE1,0,1 0547, PLACE1010743, PLACE101 0896, 

PLACE1010960, PLACE1011310, PLACE1011922, PLAfiE2000216, PLAC E2000274, PLACE2000371 , 

PLACE2000458, PLACE3000145, PLACE3000416, PLAGp6op009, THYR01 000132, THYRO1001405, 
THYR01 001458, Y79AA1 000368, Y79AA1 000794, Y79AA1 000833; ^79 AA1 000962, Y79AA1 002208, 
[0288] The following 54 clones presumably belong to cell divisldn^ssociated and/or cell proliferation-associated 
55 proteins. r < ^^h?s 

HEMBA1001019, HEMBA1001595, HEMBA1002363, HEMBAl 0.02997, HEMBA1003136, HEMBA1003369, 

HEMBA1004131, HEMBA1004354, HEMBA1005621, HEMBBliO 0)0037, HEMBB1000264, MAMMA1001 768, 

MAMMA1002769, NT2RM1000354, NT2RM1000430, NT2 ^1.000874, NT2RM2001256, NT2RM2001 743, 
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NT2RM2001896, NT2RM2002145, NT2RM 40002 15, NT2BM f 4001714, NT2RP1000163, NT2RP1 000333, 
NT2RP1000439, NT2RP2000346, NT2RP2001397, NT2RP2002595, NT2RP2003177, NT2RP2003596, 
NT2RP2003912, NT2RP2004396, NT2RP2005037, NT2RP2005520, NT2RP2005669, NT2RP2005835, 
NT2RP3001730, NT2RP3002081 , NT2RP4000210, NT2F 3 IP4000415, NT2RP4001414, NT2RP4001634, 
OVARC1000013, OVARC1000937, PLACE1001383, PLACE1002433, PLACE1004316, PLACE1005287, 
PLACE1008808, PLACE1010720, PLACE1010833, Y79AA100074WY79AA1001236, Y79AA1001394, 
[0289] The following 36 clones presumably belong to the category .af embryogenesis- and/or development-associ- 



ated proteins. 

HEMBA1000518, HEMBA1001847, HEMBA1001869, HEMB^O.03545, HEMBA1004973, HEMBB1002442, 
MAMMA1001837, NT2RM2001670, NT2RM4000046, NT2Rjyi^00^5 ; 31 , NT2RM4001 140, NT2RM4001 858, 
NT2RP2002078, NT2RP2004187, NT2RP2006436, NT2RP3qo66C)3, NT2RP3000994, NT2RP3001580, 
NT2RP3001708, NT2RP3003071 , NT2RP3004472, NT2RP36.Q46.1 7, NT2RP4000246, NT2RP4001567, 
OVARC1 000304, OVARC1 000746, PLACE1 000793, PLAC.E4.of)2532, PLACE1 003258. PLACE1 003625, 
PLACE1004460, PLACE1009622, PLACE4000558, THYR0 100^085, ,$7? AA1 001391, Y79AA 100 1692, 
[0290] The following 30 clones presumably belong to cellular defense-associated proteins. 

HEMBA1000005, HEMBA1000531 , HEMBA1003417, HEMBAVop6253 t NT2RM4000354, NT2RM4001880, 
NT2RP1 000333, NT2RP1 000493, NT2RP2000006, NT2RP2000045, NT2RP2000809, NT2RP2001536, 
NT2RP2002464, NT2RP2004920, NT2RP2005037, NT2RP3000590, NT2RP3001426, NT2RP3002062, 
NT2RP3002785, NT2RP3004262, NT2RP4001555, NT2RP4001638, PLACE1 006958, PLACE1 008275, 
PLACE1009113, PLACE1011858, PLACE4000014, THYR01 000684, Y79AA1 0021 39, Y79AA1 002229, 
[0291] Although it is unclear whether or not 261 clones out of clones other than the above-mentioned clones belong 
to any of the above-described categories, these clones are predicted to have some functions, based on the homology 
search using the full-length sequences thereof. The clone names^and^the gene definitions found in the result of ho- 
mology search are shown below, separated with a double-slash mark,*//.. 



HEMBA1000030//Homo sapiens ARF GTPase-activating protein GIT1 mRNA, complete cds. 

H E M BA 1 000307//CA RN ITI N E DEFICIENCY-ASSOCIATED PROTEIN EXPRESSED IN VENTRICLE 1 

** ,■■ . 

HEMBA1000333//Homo sapiens F-box protein Fbx21 (FBX21j jrigNA, complete cds. 
HEMBA1000488//RING CANAL PROTEIN (KELCH PRoM|p|^,- 
HEMBA1000523//TESTIS-SPECIFIC PROTEIN PBS13. '] :^v|E^ 
HEMBA1001197//Homo sapiens rap2 interacting protein x mRN^ciopiplete cds. 
HEMBA1001302//Homo sapiens calcium binding protein precurso^RNA, complete cds. 
HEMBA1001455//Mus musculus transposon-derived Buster2 transposase-like protein gene, partial cds. 
HEMBA1 001 675//VACUOLAR PROTEIN SORTING-ASSOCjAT EDJ?ROTEIN VPS9. 
HEMBA1001714//Homo sapiens mRNA for ATPase inhibitor precursor, complete cds. 
HEMBA1 001 744//SCY1 PROTEIN. , 
HEMBA1001967//Homo sapiens NY-REN-57 antigen mRNA.j partial cds. 
HEMBA1002151//Rattus norvegicus p34 mRNA, complete cds! I l 
HEMBA1 00221 5//TESTIN 2 (TES2) [CONTAINS: TESTIN 1 (TES1)].V 
HEMBA1002458//OVARIAN GRANULOSA CELL 13.0 KD PROTEIN HGR74. 
HEMBA1002777//Fugu rubripes BAW (BAW) mRNA, complete cds. 
HEMBA1003098//Homo sapiens NY-REN-6 antigen mRNA, partial, cds. 

HEMBA1003199//Homo sapiens chromosome 5 F-box protein fbx4 (FBX4) mRNA, complete cds. 
HEMBA1003615//Homo sapiens ART-4 mRNA, complete cds- • 
HEMBA1003836//MOB1 PROTEIN (MPS1 BINDER 1). 
HEMBA1004295//Homo sapiens NY-REN-25 antigen mRNA, partial cds. 
HEMBA1004573//Homo sapiens mRNA for HELG protein. '* 
HEMBA1004604//Homo sapiens COP9 complex subunit 7a mRNA, complete cds. 
HEMBA1004795//CDC4-LIKE PROTEIN (FRAGMENT), f^i^^&t 
HEMBA1005101//Homo sapiens SYT interacting protein SIP^R^A, complete cds. 
HEMBA1005201//Homo sapiens CGI-07 protein mRNA, cpmple^ 
HEMBA1005206//Drosophila simulans anon73Bl gene and r Su(P)Vgene. 

HEMBA1005530//Homo sapiens anaphase-promoting complex |ubunit 7 (APC7) mRNA, complete cds. 
HEMBA1005666//Homo sapiens mRNA for DIPB protein., ^ - ^1 
HEMBA1005990//Homo sapiens 1-1 receptor candidate protefnVmpN A,. complete cds. 
HEMBA1006268//Homo sapiens HQ0024C mRNA, complefe. L cds^;, 
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HEMBA1006398//Human L1 element L1.6 putative p150 gene, complete cds. 

HEMBA1 006445//Homo sapiens putative tumor supressor NOEY2 mRNA, complete cds. 

HEMBA1007174//Homo sapiens epsin 2b mRNA, completers. ■ * 

HEMBA1007251//Homo sapiens F-box protein FBX29 (FBX29) mRNA, partial cds. HEMBB1000036//Homosapi- 
5 ens CGI-51 protein mRNA, complete cds. ' 

HEMBB1000144//GUANYLATE CYCLASE ACTI VATI NG , P ROTE IN 2 (GCAP 2) (RETINAL 

GUANYLYL CYCLASE ACTIVATOR PROTEIN P24). ; 

HEMBB1000973//Mus musculus schlafen3 (Slfn3) mRNA, complete cds. 

HEMBB1001058//Homo sapiens neuronal thread protein AD7b:NTP 'mRNA, complete cds 
10 HEMBB1 001 234//65 KD YES-ASSOCIATED PROTEIN (YAR$5)v£: ' - 

HEMBB1001288//COPPER HOMEOSTASIS PROTEIN CUTO.**?^? - 

HEMBB1001331//Mus musculus mRNA for h epatoma-de rived ^rowth : 'f actor, complete cds, strain :BALB/c. 

HEMBB1001384//Homo sapiens COP9 complex subunit 4 mRNA; complete cds. 

HEMBB1002266//NEURONAL PROTEIN. <■ VV f}^f 

15 HEMBB1 00251 0//GYP7 PROTEIN. ' V> : * 7 *V 

HEMBB1002705//Homo sapiens CGI-27 protein mRNA, complete'cds. 

MAMMA1000055//TESTIN 2 (TES2) [CONTAINS: TESTIN V(TEST)]: : 

MAMMA1000625//GYP7 PROTEIN. * ■ '£ ■; . 

MAMMA1001075//Homo sapiens CGI-72 protein mRNA, complete cds. 
20 MAMMA1001181//ABC1 PROTEIN HOMOLOG PRECURSOR. 

MAMMA1001259//Mus musculus F-box protein FBX18 mRNA, partial cds. 

MAMMA1 001 730//Homo sapiens brain and nasopharyngeal carcinoma susceptibility protein NSG-x mRNA, partial 

cds. ; 4 

MAMMA1002143//Homo sapiens Cdc42 effector protein 4' mRNA, complete cds. 
25 MAMMA1002699//Rattus norvegicus EH domain binding protein Epsin mRNA, complete cds. 

MAMMA1 002972//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS27. 

MAMMA1003113//Mus musculus COP9 complex subunit ja t (Cj0 t P,S7a) mRNA, complete cds. 

NT2RM1 0001 1 8//CALCINEURIN B SUBUNIT (PROTEIN 'PHOSPHATASE 2B REGULATORY SUBUNIT) (CAL- 

CINEURIN REGULATORY SUBUNIT). - s ^f^fr 

30 NT2RM1000186//CALCINEURIN B SUBUNIT (P ROTEI N ; PHQS f^H ATASE 2B REGULATORY SUBUNIT) (CAL- 

CINEURIN REGULATORY SUBUNIT). '^$Y;K 

NT2RM1000244//Homo sapiens TRAF4 associated factor 1 :mR^A/partial cds. 

NT2RM1 00042 1//RI BO NUCLEASE INHIBITOR. * v Xt^^} 

NT2RM1000499//Caenorhabditis elegans mRNA for centaurinlgamrria 1A. 
35 NT2RM1000623//RIBONUCLEASE INHIBITOR. i ' 

NT2RM1000883//Homo sapiens 1-1 receptor candidate protein 'mRNA, complete cds. 

NT2RM2000502//Rattus norvegicus W307 mRNA, complete cds.-/ ..** 

NT2RM2000599//Homo sapiens F-box protein Lilina (LILINA) mRNAv complete cds. 

NT2RM2000718//Homo sapiens endocrine regulator mRNA, complete cds. 
40 NT2RM2001 065//Homo sapiens COP9 complex subunit 4 mRNA, complete cds. 

NT2RM2001196//PROLINE-RICH PROTEIN MP-3 (FRAGMENT). 

NT2RM2001983//Homo sapiens RGS-GAIP interacting protein GIPC mRNA, complete cds. 

NT2RM2002109//Homo sapiens glioma amplified on chromosomes protein (GAC1) mRNA, complete cds. 

NT2RM20021 42//GASTRULATION SPECIFIC PROTEIN G12. - , r . 
45 NT2RM4000030//LAS1 PROTEIN. ; , \ 

NT2RM4000139//R.norvegicus trg mRNA. 

NT2RM4000156//H. sapiens HPBRII-7 gene. t ^H x i 

NT2RM4000386//MUS musculus ODZ3 (Odz3) mRNA, partial Cds* 

NT2RM4000590//RING CANAL PROTEIN (KELCH PROTEIN)^- 
50 NT2RM4001047//MO25 PROTEIN. „- 

NT2RM4001155//ADRENAL MEDULLA 50 KD PROTEIN.; y^fe|?>V 

NT2RM4001256//Xenopus laevis putative Zic3 binding protein^ mRNA, complete cds. 

NT2RM4001320//Homo sapiens mRNA for Neuroblastoma, complete'cds. 

NT2RM4001340//UTR4 PROTEIN (UNKNOWN TRANSCRIPT 4- ^RdTEIN). 
55 NT2RM4001 347//Homo sapiens NY-REN-25 antigen mRNA, Jartial.cds. 

NT2RM4001 371//Homo sapiens IDN3 mRNA, partial cds.; - ■) jV'/i 

NT2RM4001582//Mus musculus COP9 complex subunit 7b (QOPSTb) mRNA, complete cds. 

NT2RM4001611//SIS2 PROTEIN (HALOTOLERANCE PROTEIN HAL3). 
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NT2RM4001731//Homo sapiens F-box protein Lilina (LILINA)-m , BN^ v cornplete cds. 

NT2RM4001 969//R.norvegicus mRNA for IP63 protein, j '^t^ ';• 

NT2RM4002034//Homo sapiens hiwi mRNA, partial cds. #.^{£3 .■> 

NT2RM4002075//RING CANAL PROTEIN (KELCH PROTEIN)4^W/ 
5 NT2RM4002226//GTPASE ACTIVATING PROTEIN ROTUND./, . '^i ^ 

NT2RP1000040//Mus musculus donson protein (Donson) mRNA^partial cds. 

NT2RP1000363//R.norvegicus LL5 mRNA. • *U\ 

NT2RP1000481//Homo sapiens antigen NY-CO-3 (NY-CO-3) mRNA,. partial cds. 

NT2RP1 00051 3//Human NifU-like protein (hNifU) mRNA, partial cds. 
10 NT2RP1000733//Human mRNA for GSPT1-TK protein.complete cds... 

NT2RP1000860//Homo sapiens KL04P mRNA, complete cds. ... 

NT2RP1000954//RING CANAL PROTEIN (KELCH PROTEIN). 

NT2RP1001011//Drosophila melanogaster putative 43 kDa protein (TH1) mRNA, complete cds. 
NT2RP1001395//Homo sapiens COP9 complex subunit 7a mRNA, complete cds. 
15 NT2RP1 00U57//Homo sapiens partial mRNA for beta-transducin family protein (putative). 

NT2RP1001494//MALE STERILITY PROTEIN 2. 

NT2RP2000054//Homo sapiens putative ring zinc finger protein NY-REN -43 antigen mRNA, complete cds. 

NT2RP2000067//MUS musculus ODZ3 (Odz3) mRNA, partial cds., 

NT2RP2000133//Homo sapiens Leman coiled-coil protein (LCCP) mRNA, complete cds. 
20 NT2RP2000157//MLO2 PROTEIN. t^alX. t 

NT2RP2000764//NIFS PROTEIN. \"-;" i ;. 

NT2RP2000965//Homo sapiens mRNA for fls353, complete; cd^:;/, \ 

NT2RP2001839//SCY1 PROTEIN. 1 tfV-^-. 

NT2RP2001883//Homo sapiens CGI-01 protein mRNA, complefegds.; 
25 NT2RP2001976//Mus musculus calmodulin-binding protein S Iri ^ 1 *^(S ha 1 ) mRNA, complete cds. 

NT2RP2001 985//Homo sapiens high-risk human papilloma viruses_E6..phcoproteins targeted protein E6TP1 alpha 

mRNA, complete cds. ' \ ,X^iX- 

NT2RP2002185//Homo sapiens ubiquilin mRNA, complete cdsi 

NT2RP2002442//HESA PROTEIN. • i J rt>i( 

30 NT2RP2002727//Rattus norvegicus tulip 2 mRNA, complete, cds! , ^ 

NT2RP2002741//Homo sapiens mRNA for Neuroblastoma, complete cds. 

NT2RP2002986//Homo sapiens mRNA for Kelch motif containing protein, complete cds. 

NT2RP2003121//Mus musculus enhancer of polycomb (Epc1) mRNA, complete cds. 

NT2RP2003265//Homo sapiens CGI-53 protein mRNA, complete cds. 
35 NT2RP2003272//Homo sapiens ubiquilin mRNA, complete cds) \ t , 

NT2RP2003857//MYOTROPHIN (V-1 PROTEIN) (GRANULE.CELL DIFFERENTIATION PROTEIN). 

NT2RP2003871//Homo sapiens transposon-derived Bustert trarisposase-like protein gene, complete cds. 

NT2RP2004425//Mus musculus axotrophin mRNA, complete cds. 

NT2RP2004476//Homo sapiens cyclin L ania-6a mRNA, complete cds. 
<o NT2RP2004710//Mus musculus formin binding protein 30 mRNA.-.complete cds. 

NT2RP2004816//H58 PROTEIN. Vi&v""" 

NT2RP2005441//Homo sapiens hypothalamus protein HTOO^mRNA, complete cds. 

NT2RP2005490//Mus musculus D3Mm3e (D3Mm3e) mRN%cpmplete cds. 

NT2RP2005620//Homo sapiens epsin 2a mRNA, complete ods?'y'+ 
45 NT2RP2005654//CYSTEINE STRING PROTEIN (CCCS1). 

NT2RP2005675//Homo sapiens growth suppressor related ( Dtt) C r 1 F^) m R N A . complete cds. 

NT2RP2005753//Homo sapiens 1-1 receptor candidate proteiri/mRNA, complete cds. 

NT2RP2005841//Homo sapiens mRNA for ALEX3, complete -cds ; . 

NT2RP2006598//Homo sapiens retinoid x receptor i nte ractiri g.prote i n m R N A, complete cds. 
50 NT2RP3000047//NPL4 PROTEIN. * 

NT2RP3000233//RING CANAL PROTEIN (KELCH PROTEIN)?^ ^ ? 

NT2RP3000868//Human ovarian cancer downregulated myosin heavy chain homolog (Doc1) mRNA, complete 
cds. 

NT2RP3000869//Drosophila melanogaster AAA family protein Bor (bor) mRNA, complete cds. 
55 NT2RP3001399//SSU72 PROTEIN. 

NT2RP3001407//SCY1 PROTEIN. 

NT2RP3001457//Drosophila melanogaster Melted (melt) mRNA*; partial cds. 
NT2RP3001587//Human anthracycline-associated resistance ARX mRNA, complete cds. 
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NT2RP3001712//Homo sapiens HP1-BP74 protein mRNA, complete cds. 
NT2RP3001819//RING CANAL PROTEIN (KELCH PROTEIN).;,; ^ 

NT2RP3001854//Homo sapiens novel retinal pigment epithelial cell protein (NORPEG) mRNA, complete cds. 

NT2RP3001931//Rattus norvegicus clone C48 CDK5 activator-binding protein mRNA, complete cds. 
5 NT2RP3002273//SCD6 PROTEIN. .j. ?. - . ./, 

NT2RP3002631//Homo sapiens Ran binding protein 11 mRNA, complete cds. 

NT2RP3002682//Homo sapiens CGI-145 protein mRNA, complete cds. 

NT2RP3002770//MYELOID DIFFERENTIATION PRIM ARY RES PONS E PROTEIN MYD116. 

NT2RP3002818//INSERTION ELEMENT IS2A HYPOTHETICAL 48.2 KD PROTEIN. 
10 NT2RP3002948//RING CANAL PROTEIN (KELCH PROTEIN). 

NT2RP3002972//Halocynthia roretzi mRNA for HrPET-1 , complete cds. 

NT2RP3003032//Homo sapiens okadaic acid-inducible and cAMP-regulated phosphoprotein 19 (ARPP-19) mR- 
NA, complete cds. \* *' 
NT2RP3003290//Mus musculus mRNA for Ndr1 related protein ,Ndr3, complete cds. 
15 NT2RP3003411//Mus musculus COP9 complex subunit 7b (COPStfb) mRNA, complete cds. 

NT2RP3003491//Drosophila melanogaster Pelle associated protein Pellino (Pli) mRNA, complete cds. 
NT2RP3003500//SCY1 PROTEIN. 1 

NT2RP3003726//Homo sapiens spermatogenesis associated r PDl mRNA, complete cds. 

NT2RP3004348//R. norvegicus mRNA forcytosolic resi n if e ratoxi n -binding protein. 
20 NT2RP3004507//MOB1 PROTEIN (MPS1 BINDER 1). \ yV£. , ; , 

NT2RP4000129//Xenopus laevis F-box protein 28 (Fbx28) mRNA/partial cds. 

NT2RP4000498//MOB1 PROTEIN (MPS1 BINDER 1). a V. 

NT2RP4000528//NPL4 PROTEIN. . J^V^XV* : 

NT2RP4000737//Mus musculus F-box protein FBL10 mRNA^partiajjcdS. 
25 NT2RP4000979//Homo sapiens putative HIV-1 infection relaiecljprpteiri mRNA, partial cds. 

NT2RP4001010//Rattus norvegicus PSD-95/SAP90-associated'protein-4 mRNA, complete cds. 

NT2RP4001207//Homo sapiens Ran binding protein 11 mRKi A, complete cds. 

NT2RP4001228//RING CANAL PROTEIN (KELCH PROTEIN), v 

NT2RP4001260//Homo sapiens F-box protein Fbx2l (FB)telijmRNA,< complete cds. 
30 NT2RP4001339//Homo sapiens mRNA for AMMERC1 protein'.- j 

NT2RP4001351//Human ovarian cancer downregulated myosin heavy chain homolog (Doc1) mRNA, complete 

cds. 

NT2RP4001474//Xenopus laevis putative Zic3 binding protein mRNA, complete cds. 
NT2RP4001966//MUS musculus ODZ3 (Odz3) mRNA, partial cds,, 
35 NT2RP400201 8//RING CANAL PROTEIN (KELCH PROTEIN).- ; : \ - 

OVARC1000209//Oryza sativa submergence induced protein 2A mRNA, complete cds. 
OVARC1000876//MOB1 PROTEIN (MPS1 BINDER 1). 
OVARC1001065//Homo sapiens CGI-12 protein mRNA, complete cds. 

OVARC1 001 092//Homo sapiens mRNA for JM5 protein, complete CDS (clone IMAGE 53337, LLNLd 1 0F1 85707 
40 (RZPD Berlin) and LLNLd 10G0913Q7 (RZPD Berlin)). <-^v,, 

OVARC1001419//Homo sapiens GOK (STIM1) mRNA, complete cds. 

OVARC1001555//NGG1 -INTERACTING FACTOR 3. ; :^S/iv<- 

OVARC1001711//CORNIFIN B (SMALL PROLINE-RICH PROTEIN.^ B) (SPR1B) (SPR1 B). 

OVARG1001943//MUS musculus DEBT-91 mRNA, complete ccteV -pf- 
45 PLACE1 000004//Homo sapiens IDN3-B mRNA, complete cds>.£v§^- 

PLACE1000066//SSU72 PROTEIN. a . 

PLACE1 00061 0//MSN5 PROTEIN. .• Zi/ulk^ • 

PLACE1000636//MALE STERILITY PROTEIN 2. * . 

PLACE1000769//Homo sapiens CGI-1 8 protein mRNA, complete cds. 
so PLACE1 000987//Rattus norvegicus late gestation lung 2 protein (Lgl2) mRNA, complete cds. 

PLACE1001036//Homo sapiens mRNA for alpha integrin binding protein 63, partial. 

PLACE1001845//Mus musculus cyclin ania-6a mRNA, complete cds. 

PLACE1001920//Homo sapiens MDC-3.13 isoform 2 mRNA, complete cds. 

PLACE1002665//Mus musculus enhancer of polycomb (Epcl ) mRNA, complete cds. 
55 PLACE1003602//Homo sapiens mRNA expressed in placenta, 

PLACE1003611//Homo sapiens anaphase-promoting complex subunit 4 (APC4) mRNA, complete cds. 

PLACE1004256//Mus musculus short coiled coil protein SCOCO (Scoc) mRNA, complete cds. 

PLACE1004550//Homo sapiens CGI-20 protein mRNA, complete cds. 
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PLACE1004868//MALE STERILITY PROTEIN 2. 

PLACE1004930//Homo sapiens MDC-3.13 isoform 2 mRNA; complete cds 

PLACE1005052//Homo sapiens CGI-1 6 protein mRNA, complete cds. 

PLACE1005102//RING CANAL PROTEIN (KELCH PROTEIN)..,— 
5 PLACE 1 0051 76//Homo sapiens hypothalamus protein HT001 mRNA, complete cds. 

PLACE1 0051 87//APAG PROTEIN. • 

PLACE1005331//Homo sapiens 7h3 protein mRNA, partial cds" 'r s " 

PLACE1005727//Homo sapiens STRIN protein (STRIN) rfiRNAj complete cds. 

PLACE1006003//Homo sapiens CGI-94 protein mRNA, complete cds. 
10 PLACE 1 006335//Homo sapiens NY- REN -50 antigen mRNA, partial cds. 

PLACE1006385//Homo sapiens epsin 2a mRNA, complete cds. 1 

PLACE1006506//Homo sapiens anaphase-promoting complex subunit 4 (APC4) mRNA, complete cds. 

PLACE1007105//Homo sapiens muskelin (MKLN1) mRNA, complete cds. 

PLACE1007537//Homo sapiens ankyrin repeat-containing protein AS B-2 mRNA, complete cds. 
is PLACE1 007705//Mus musculus mRNA for Ndr1 related protein Ndr3, complete cds. 

PLACE1007791//Homo sapiens IDN3-B mRNA, complete cds. • 

PLACE1007897//Homo sapiens FLASH mRNA, complete cds. • 

PLACE1008080//Homo sapiens mRNA for HEXIM1 protein, complete cds. 

PLACE1008368//RING CANAL PROTEIN (KELCH PROTEIN). 
20 PLACE1008398//GENE 33 POLYPEPTIDE. \ 

PLACE1 008465//Homo sapiens mRNA for rapa-1 (rapa gene). • 

PLACE1008627//Homo sapiens mRNA for cysteine-rich protein". : . 

PLACE1009020//NIFS PROTEIN. ' r ,^;, . . 

PLACE1009060//BRO1 PROTEIN. v 
25 PLACE1 0091 86//Homo sapiens small zinc finger-like protein (TIM 9b) mRNA, complete cds. 

PLACE1009443//Mus musculus F-box protein FBL8 mRNA,; complete cds. 

PLACE1009571//Homo sapiens PTD002 mRNA, complete cds. - • 

PLACE1009670//Homo sapiens genethonin 1 mRNA, complete 'cds. , ; 

PLACE1010105//RING CANAL PROTEIN (KELCH PROTEIN). , ?»- 
30 PLACE1 01 0261 //SEGREGATION DISTORTER PROTEIN. 

PLACE1010310//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT). 

PLACE1010522//Homo sapiens mRNA for DEPP (decidual protein induced by progesterone), complete cds. 
PLACE1010579//Homo sapiens CED-6 protein (CED-6) mRNA^cpmplete cds. 

PLACE1010628//Homo sapiens S164 gene, partial cds; RSI and 5 hypothetical protein genes, complete cds; and 
35 S171 gene, partial cds. * 

PLACE1 01 0661//TESTIS-SPECIFIC PROTEIN PBS13. 

PLACE 1 01 0761//Homo sapiens mRNA for cisplatin resistance-associated overexpressed protein, complete cds. 
PLACE1011185//INSERTION ELEMENT IS1 PROTEIN INSB.. / r. 
PLACE1011340//Homo sapiens IDN3-B mRNA, completejcds . :U ... 
40 PLACE1011586//Rattus norvegicus clone C53 CDK5 activatdr^binding protein mRNA, complete cds. 

PLACE2000246//RING CANAL PROTEIN (KELCH PROTEIN).^ 
PLACE2000411//Homo sapiens epsin 2b mRNA, complete cds J- 
PLACE3000477//Homo sapiens phosphoprotein pp75 mRNA^partial cds. 

THYRO1000173//Homo sapiens AP-mu chain family member mul B (HSMU1B) mRNA, complete cds. 
45 THYRO1000401//Human TcD37 homolog (HTcD37) mRNA, partial cds. 

THYRO1000666//Mus musculus mRNA for kinesin like protein^./, :7k'? • 

TH YR01 001 033//TRANSFO RMATION-SENSITIVE PROTEIN ' I ER.SS P. 3521 . 

THYRO1001347//Homo sapiens RAN binding protein 16 mRNA. complete cds. 

THYRO1001656//Homo sapiens Leman coiled-coil protein (LGCR)*mRNA, complete cds. 
50 THYRO1001703//NIFR3-LIKE PROTEIN. » r^V :;«., * 

THYR01 001 721//RING CANAL PROTEIN (KELCH PROTEIN).'* 

Y79AA1000059//Homo sapiens aryl-hydrocarbon interacting protein-like 1 (AIPL1) gene, complete cds. 
Y79AA1000181//Homo sapiens CGI-01 protein mRNA, complete cds. 
Y79AA1000268//Mus musculus Nip2l mRNA, complete cds. , v * . 
55 Y79AA1 00031 3//CALPHOTIN. • f-^..]-.' 

Y79AA1 000540//CELL POLARITY PROTEIN TEA1 . : ' []' \. . t - 
Y79AA1000966//Homo sapiens COP9 complex subunit 4 mRNA, complete cds. 
Y79AA1000985//Human centrosomal protein kendrin mRNA, complete cds. 
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Y79AA1001323//Mus rnusculus mRNA for GSG1 , complete.cds. ' 

Y79AA1001402//Homo sapiens paraneoplastic cancer-testis-brain antigen (MA4) mRNA, partial cds. 
Y79AA1001679//Homo sapiens lambda-crystallin mRNA, complete cds. 

Y79AA1001923//Homo sapiens F-box protein Fbx22 (FBX22).gene, partial cds. Y79AA1002083//H. sapiens mR- 
NA for MUF1 protein. 

Y79AA1002307//Homo sapiens astrotactin2 (ASTN2) mRNA.^complete cds. 
Y79AA1 00231 1//R. norvegicus mRNA forcytosolic resiniferatoxin-binding protein. 
Y79AA1002487//Homo sapiens chromosome 5 F-box protein Fbx4 (FBX4) mRNA, complete cds. 

[0292] Among the clones other than the above-mentioned, there were 36 clones that were similarly classified into 
the functional categories based on the results of functional domain search using the Pfam program. These clones were 
categorized as follows. 

[0293] Clones presumably belonging to the category of secretory, or membrane proteins are two clones, 
MAMMA1 002498 and NT2RM 4002287; a clone presumably belonging to the category of glycoproteins-associated 
proteins is a clone MAMMA1 002498; clones presumably belonging to the category of signal transduction-associated 
proteins are 11 clones, HEMBA1001247, NT2RM2001813, NT2RM4001454, NT2RP2005140, NT2RP2005293, 
NT2RP3000487, NT2RP3003311 , PLACE1 000972, PLACE1 003723, PLACE1 005327, and PLACE3000124; clones 
presumably belonging to the category of transcription-associated/proteins are 12 clones, HEMBA1 003257, 
NT2RM2000101, NT2RM2001797, NT2RP1000101 , NT2RP2002208, NT2RP3001214, NT2RP3003278, 
NT2RP4001235, PLACE1000050, PLACE1001716, PLACE1002499, and PLACE1007544; clones presumably be- 
longing to the category of enzymes and/or metabolism-associated proteins are 2 clones, HEMBA1 005732 and 
MAMMA1 000402; clones presumably belonging to the category pf DNA- and/or RNA-binding proteins are 4 clones, 
HEMBA1 004596, OVARC1000148, PLACE1 003334, and THYRQl 001661 ; a clone presumably belonging to the cat- 
egory of protein synthesis- and/or protein transport-associated proteins is a clone, HEMBA1 006284. 
[0294] So far, useful information for presuming the functiooscis unavailable for the remaining 2511 clones. Their 
functions will possibly be revealed by further analyses. Names of the clones are listed below. 
[0295] So far, useful information for presuming the functions are ; unavailable for the remaining 2511 clones. Their 
functions will possibly be revealed by further analyses. Names of the clones are listed below. 



HEMBA1 000042 
HEMBA1 000227 
HEMBA1 000280 
HEMBA1 000338 
HEMBA1 000396 
HEMBA1 000469 
HEMBA1000519 
HEMBA1 000575 
HEMBA1 000673 
HEMBA1 000727 
HEMBA1 000843 
HEMBA1000918 
HEMBA1 000968 
HEMBA1001008 
HEMBA1001051 
HEMBA1001121 
HEMBA1001213 
HEMBA1001310 
HEMBA1001361 
HEMBA1001398 
HEMBA1001435 
HEMBA1001533 
HEMBA1001636 
HEMBA1001711 
HEMBA1001784 
HEMBA1001864 
HEMBA1001939 
HEMBA1 002018 
HEMBA1002113 
HEMBA1002191 



HEMBA1 000046, 
HEMBA1 000231, 
HEMBA1 000282, 
HEMBA1 000351, 
HEMBA1 000428, 
HEMBA1 000497, 
HEMBA1 000520, 
HEMBA1 000594, 
HEMBA1 000682, 
HEMBA1 000749, 
HEMBA1 000867, 
HEMBA1 000934, 
HEMBA1 000971, 
HEMBA1001009, 
HEMBA1001060, 
HEMBA1001122, 
HEMBA1001226, 
HEMBA1001319, 
HEMBA1001375, 
HEMBA1 001411, 
HEMBA1001442, 
HEMBA1001566, 
HEMBA1001640, 
HEMBA1001712, 
HEMBA1001791, 
HEMBA1001888, 
HEMBA1001940, 
HEMBA1 002022, 
HEMBA1002119, 
HEMBA1002199, 



HEMBA1 000050, 
HEMBA1 000243, 
HEMBA1 000288, 
HEMBA1 000357, 
HEMBA1 000442, 
HEMBA1 000501, 
HEMBA1 000534, 
HEMBA1 000604, 
HEMBA1 000686, 
HEMBA1 000752, 
HEMBA1 000869, 
HEMBA1 000942, 
HEMBA1 000972, 
HEMBA1001020, 
HEMBA1001080, 
HEMBA1001123, 
HEMBA1001235, 
HEMBA1001323, 
HEMBA1001377, 
HEMBA1001413, 
HEMBA1001450, 
HEMBA1001570, 
HEMBA1001647, 
HEMBA1001731, 
HEMBA1001803, 
HEMBA1001910, 
HEMBA1001942, 
HEMBA1 002039, 
HEMBA1002160, 
HEMBA1 002204, 



HEMBA1000076 
HEMBA1000244 
HEMBA 1000290 
HEMBA10Q0376 
HEMBA1 000456 
H EM BA 1000504 
HEMBA 1000545 
H EM BA 1000622 
HEMBA 1000702 
HEMBA 1000769 
HEMBA1000872 
HEMBA 1Q00943 
HEMBA1 000975 
HEMBA1001022 
HEMBA] 001 094 
HEMBA1001133 
HEMBA 1.0,0 1281 
HEMBA1001326 
HEMBA1001383 
HEMBA 1,0.0 141 5 
HEMBA 1.001463 
HEMBA1001581 
HEMBAi'p'6l.655 
HEMBA1001745 
HEMBA 100 18 15 
HEMBA 100X912 
HEMBA1001950 
HEMBA 1002049 
HEMBAi;002i;62 
HEMBA1 002229 

* .... I v 1 -^- 



HEMBA1000193 
HEMBA1 000251 
HEMBA1 000302 
HEMBA1 000387 
HEMBA1 000459 
HEMBA1 000505 
HEMBA1 000557 
H EM BA1 000636 
HEMBA1 000722 
HEMBA1 000773 
HEMBA1 000876 
HEMBA1000946 
H EM BA1 000985 
HEMBA1001024 
HEMBA1001099 
HEMBA1001140 
HEMBA1001299 
HEMBA1001327 
HEMBA1001388 
HEMBA1 001432 
H EM BA1 001497 
HEMBA1001589 
HEMBA1001658 
HEMBA1001750 
HEMBA1001820 
HEMBA1001915 
HEMBA1001964 
H EM BA1 002084 
HEMBA1002185 
HEMBA1 002237 



HEMBA1000213, 
HEMBA1 000264, 
HEMBA1 000327, 
HEMBA1 000392, 
HEMBA1 000460, 
HEMBA1 000508, 
HEMBA1 000568, 
HEMBA1 000655, 
HEMBA1 000726, 
HEMBA1 000774, 
HEMBA1 000908, 
HEMBA1 000960, 
HEMBA1 000986, 
HEMBA1001026, 
HEMBA1001109, 
HEMBA1001208, 
HEMBA1001303, 
HEMBA1001330, 
HEMBA1001391, 
HEMBA1001433, 
HEMBA1001522, 
HEMBA1001608, 
HEMBA1001702, 
HEMBA1001781, 
HEMBA1001835, 
HEMBA1001918, 
HEMBA1001987, 
HEMBA1002100, 
HEMBA1002189, 
HEMBA1 002265, 
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HEMBA1 002328 
HEMBA1 002439 
HEMBA1 002538 
HEMBA1 002624 

5 HEMBA1 002688 
HEMBA1 002748 
H EM BA 1002826 
HEMBA1 002944 
HEMBA1 003033 

10 HEMBA1 003078 
HEMBA1003166 
HEMBA1 003229 
HEMBA 1003322 
HEMBA1 003380 

15 HEMBA1 003463 
HEMBA1 003571 
HEMBA1 003656 
HEMBA1 003733 
HEMBA1 003838 

20 HEMBA1 003893 
HEMBA1 003958 
HEMBA1 003989 
HEMBA1 004045 
HEMBA1004138 

25 HEMBA1 004241 
HEMBA1004312 
HEMBA1 004372 
HEMBA1 004460 
HEMBA1 004560 

30 HEMBA1 004638 
HEMBA1 004711 
HEMBA1 004751 
HEMBA1 004803 
HEMBA1 004865 

35 HEMBA1 004944 
HEMBA1 004983 
HEMBA1 005075 
HEMBA1 005149 
HEMBA1 005252 

40 HEMBA1 005331 
HEMBA1005443 
HEMBA1005475 
HEMBA1005518 
HEMBA1005606 

45 HEMBA1005685 
HEMBA1005822 
HEMBA1005909 
HEMBA1006081 
HEMBA1006121 

50 HEMBA1 006252 
HEMBA1006381 
HEMBA1 006446 
HEMBA1 006497 
HEMBA1006579 

55 HEMBA1 006639 
HEMBA1006695 
HEMBA1 006779 
HEMBA1 006832 



HEMBA1 002337 
HEMBA1 002460 
H EM BA1 002542 
H EM BA1 002629 
HEMBA1 002696 
HEMBA1002750 
HEMBA1 002833 
HEMBA1002954 
H EM BA1 003034 
HEMBA1 003083 
HEMBA1003175 
H EM BA1 003273 
H EM BA1 003327 
H EM BA1 003384 
H EM BA1 003480 
H EM BA1 003579 
HEMBA1003667 
H EM BA1 003758 
HEMBA1003854 
HEMBA1003908 
H EM BA1 003959 
HEMBA1 004011 
H EM BA1 004048 
HEMBA1004150 
H EM BA1 004246 
HEMBA1004323 
HEMBA1 004394 
HEMBA1004502 
HEMBA1004610 
HEMBA1 004670 
H EM BA1 004725 
HEMBA1 004753 
HEMBA1 004806 
HEMBA1 004880 
HEMBA1 004954 
HEMBA1 004995 
HEMBA1 005079 
HEMBA1005152 
HEMBA1 005275 
HEMBA1 005374 
HEMBA1 005447 
HEMBA1 005497 
HEMBA1 005526 
HEMBA1 005609 
HEMBA1 005705 
HEMBA1 005834 
HEMBA1005911 
HEMBA1 006090 
HEMBA1006124 
HEMBA1 006259 
HEMBA1 006406 
HEMBA1 006461 
HEMBA1 006530 
HEMBA1 006595 
H EM BA1 006643 
HEMBA1 006709 
HEMBA1 006780 
HEMBA1006865 



HEMBA1 002348 
HEMBA1 002498 
HEMBA1 002552 
HEMBA1 002645 
HEMBA1 002703 
HEMBA1 002779 
HEMBA1 002850 
HEMBA1 002968 
HEMBA1 003035 
HEMBA1003117 
HEMBA1 003197 
HEMBA1 003276 
HEMBA1 003328 
HEMBA1 003395 
HEMBA1 003528 
HEMBA1 003597 
HEMBA1 003692 
HEMBA1 003799 
HEMBA1 003856 
HEMBA1 003926 
HEMBA1 003976 
HEMBA1004012 
HEMBA1 004056 
HEMBA1004193 
HEMBA1 004267 
HEMBA1 004327 
HEMBA1 004396 
HEMBA1 004507 
HEMBA1004617 
HEMBA1 004672 
HEMBA1 004730 
HEMBA1 004763 
HEMBA1 004807 
HEMBA1 004900 
HEMBA1 004960 
HEMBA1005019 
HEMBA1 005083 
HEMBA1005185 
HEMBA1 005293 
HEMBA1 005382 
HEMBA1 005468 
HEMBA1 005500 
HEMBA1 005568 
HEMBA1 005627 
HEMBA1 005746 
HEMBA1 005852 
HEMBA1 005921 
HEMBA1 006091 
HEMBA1 006138 
HEMBA1 006349 
HEMBA1006416 
HEMBA1 006467 
HEMBA1 006535 
HEMBA1 006597 
HEMBA1006665 
HEMBA1006717 
HEMBA1 006795 
HEMBA1 006900 



HEMBA 1002349 
HEMBA1 002503 
HEMBA1 002558 
HEMBA1 002666 
HEMBA 100271 2 
HEMBA 1002794 
HEMBA 1002863 
HEMBA 1002970 
HEMBA 1003037 
HEMBA 1003129 
HEMBA 1003202 
HEMBAi0p3278 
HEMBA i0b3370 
HEMBA 1003402 
HEMBA 1003531 
HEMBAI 003598 
HEMBfti 003720 
HEMBA 1003804 
HEMBA1 003864 
HEMBA 1003937 
HEMBAI 003978 
HEMBA1004015 
HEMBAI 004074 
HEMBA 1004200 
HEMBA1004272 
HEM BAI 004330 
HEM BAI 004405 
HEto§A 10(04538 
HEMBAI 004629 
HEM BAI 004693 
HEM r BAfQ0|733 
HEMBA 1004771 
HEM BAI 004820 
HEMBAI 00490§ 
HEMBAi 064977 
HEMBA 1005039 
HEMBA1005113 
HEMBA 1005223 
HEMBAI 005296 
HEMBAi 005403 
HEMBA1 005469 
HEMBAI 005506 
HEMBA10Q5572 
HEMBAI 0.05670 
HEMBA'1 005755 
HEMBA1 005884 
HEM BAI 005963 
HEM BAI 006092 
HEMBA 10061 55 

HEMBA10P6364 
HEMBA(6p6421 
HEMBA 10(36483 
HEMBA1O06546 
HEMBA1Qp66;12 
HEMBAi*pP6674 
HEMBAI 006744 
HEMBA 1006796 
HEMBA 1006936 



H EM BA1 002381, 
HEMBA1 002508, 
HEMBA1 002583, 
HEMBA1 002678, 
HEMBA1002716, 
H EM BA1 002801, 
HEMBA1 002934, 
HEMBA1 002971, 
HEMBA1 003041, 
HEMBA1003133, 
HEMBA1 003220, 
HEMBA1 003304, 
HEMBA1 003373, 
HEMBA1 003447, 
HEMBA1 003548, 
HEMBA1 003621, 
HEMBA1 003725, 
HEMBA1 003807, 
HEMBA1 003879, 
HEMBA1 003939, 
HEMBA1 003985, 
HEMBA1 004024, 
HEMBA1 004086, 
HEMBA1 004225, 
HEMBA1 004274, 
HEMBA1 004335, 
HEMBA1 004429, 
HEMBA1 004542, 
HEMBA1 004631, 
HEMBA1 004705, 
HEMBA1 004736, 
HEMBA1 004776, 
HEMBA1 004860, 
HEMBA1 004933, 
HEMBA1 004978, 
HEMBA1 005062, 
HEMBA1005123, 
H EM BA1 005232, 
HEMBA1 005311, 
HEMBA1 005411, 
HEMBA1 005472, 
HEMBA1 005508, 
HEMBA1 005583, 
H EM BA1 005679, 
HEMBA1 005780, 
HEMBA1 005891, 
HEMBA1 006005, 
HEMBA1006100, 
HEMBA1006182, 
HEMBA1 006377, 
HEMBA1 006424, 
HEMBA1 006486, 
HEMBA1 006562, 
HEMBA1006617, 
HEMBA1 006676, 
HEMBA1 006754, 
HEMBA1006812, 
HEMBA1 006949, 



HEMBA1002430, 
HEMBA1002515, 
HEMBA1 002621, 
HEMBA1 002679, 
HEMBA1 002742, 
HEMBA1002816, 
HEMBA1 002937, 
HEMBA1 003021, 
HEMBA1 003067, 
HEMBA1003142, 
HEMBA1 003222, 
HEMBA1 003309, 
HEMBA1 003376, 
HEMBA1 003461, 
HEMBA1 003556, 
HEMBA1 003646, 
HEMBA1 003729, 
HEMBA1 003827, 
HEMBA1 003880, 
HEMBA1 003942, 
HEMBA1 003987, 
HEMBA1 004038, 
HEMBA1004111, 
HEMBA1 004238, 
HEMBA1 004289, 
HEMBA1 004366, 
HEMBA1 004433, 
HEMBA1 004554, 
HEMBA1 004632, 
HEMBA1 004709, 
HEMBA1 004748, 
HEMBA1 004778, 
HEMBA1 004863, 
HEMBA1 004934, 
HEMBA1 004980, 
HEMBA1 005066, 
HEMBA1005133, 
HEMBA1 005241, 
HEMBA1005314, 
HEMBA1 005426, 
HEMBA1 005474, 
HEMBA1005517, 
HEMBA1 005593, 
HEMBA1 005680, 
HEMBA1005813, 
HEMBA1 005894, 
HEMBA1 006035, 
HEMBA1006108, 
HEMBA1 006235, 
HEMBA1 006380, 
HEMBA1 006426, 
HEMBA1 006494, 
HEMBA1 006566, 
HEMBA1 006631, 
HEMBA1 006682, 
HEMBA1 006767, 
HEMBA1 006824, 
HEMBA1 006993, 
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HEMBA1 007002 
HEMBA1 007078 
HEMBA1007147 
HEMBA1007288 

5 HEMBA1 007342 
HEMBB1 000025 
HEMBB1000103 
HEMBB1000215 
HEMBB1000312 

10 HEMBB1 000339 
HEMBB1 000402 
HEMBB1 000480 
HEMBB1 000554 
HEMBB1 000623 

15 HEMBB1 000672 
HEMBB1 000726 
HEMBB1000810 
HEMBB1 000870 
HEMBB1 000908 

20 HEMBB1001008 
HEMBB1001060 
HEMBB1001126 
HEMBB1001197 
HEMBB1 001249 

25 HEMBB1001315 
HEMBB1001366 
HEMBB1 001424 
HEMBB1001521 
HEMBB1001565 

30 HEMBB1001635 
HEMBB1001695 
HEMBB1001760 
HEMBB1001850 
HEMBB1001899 

35 HEMBB1001930 
HEMBB1001967 
HEMBB1 002043 
HEMBB1 002139 
HEMBB1 002300 

40 HEMBB1 002381 
HEMBB1 002458 
HEMBB1 002522 
HEMBB1 002603 
HEMBB1 002677 

45 MAMMA1 000009, 
MAMMA1 000084, 
MAMMA1 000092, 
MAMMA1000103, 
MAMMA1000171, 

50 MAMMA1 000254, 
MAMMA1 000287, 
MAMMA1 000339, 
MAMMA1 000372, 
MAMMA1 000444, 

55 MAMMA1 000524, 
MAMMA1 000605, 
MAMMA1 000696, 
MAMMA1 000760, 



HEMBA1007051 

HEMBA1 007080 

HEMBA1007178 

HEMBA1007319 

HEMBA1007347 

HEMBB1000030 

HEMBB1000113 

HEMBB1000218 

HEMBB1000318 

HEMBB1 000341 

HEMBB1 000420 

HEMBB1 000491 

HEMBB1 000573 

HEMBB1 000630 

HEMBB1 000673 

HEMBB1 000749 

HEMBB1 000822 

HEMBB1 000883 

HEMBB1000913 

HEMBB1001014 

HEMBB1001096 

HEMBB1001133 

HEMBB1001199 

HEMBB1001253 

HEMBB1001317 

HEMBB1001367 

HEMBB1001426 

HEMBB1001527 

HEMBB1001585 

HEMBB1001653 

HEMBB1001707 

HEMBB1001785 

HEMBB1001863 

HEMBB1001906 

HEMBB1001944 

HEMBB1001983 

HEMBB1002045 

HEMBB1002152 

HEMBB1 002327 

H EM BB1 002409 

HEMBB1 002489 

HEMBB1 002534 

HEMBB1 002610 

HEMBB1002683 

MAMMA1000019, 



MAMMA1000117, 
MAMMA1000175, 
MAMMA1 000257, 
MAMMA1 000307, 
MAMMA1 000340, 
MAMMA1 000395, 
MAMMA1 000458, 
MAMMA1 000559, 
MAMMA1000616, 
MAMMA1 000707, 
M AM MA1 000761, 



HEMBA1 007052 
HEMBA1 007085 
HEMBA1 007206 
HEMBA1 007320 
HEMBB1 000005 
HEMBB1 000048 
HEMBB1000136 
H EM BB1 000240 
HEMBB1000335 
HEMBB1000343 
HEMBB1000434 
HEMBB1000493 
HEMBB1000586 
HEMBB1 000637 
HEMBB1 000684 
HEMBB1 000770 
HEMBB1 000826 
HEMBB1 000887 
HEMBB1000917 
HEMBB1001020 
HEMBB1001105 
HEMBB1001142 
HEMBB1001208 
HEMBB1001254 
HEMBB1001335 
HEMBB1001369 
HEMBB1001436 
HEMBB1001531 
HEMBB1001588 
HEMBB1001665 
HEMBB1001735 
HEMBB1001797 
HEMBB1001868 
HEMBB1001910 
HEMBB1001945 
HEMBB1001990 
HEMBB1 002049 
HEMBB1002218 
HEMBB1 002329 
HEMBB1002415 
HEMBB1 002492 
HEMBB1 002545 
HEMBB1002613 
HEMBB1 002684 
MAMMA1 000025, 



MAMMA1000139. 
MAMMA1000198, 
M AM MA1 000264, 
MAMMA1 000309, 
MAMMA1 000348, 
MAMMA1000414, 
MAMMA1 000468, 
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NT2RP3003625 
NT2RP3003819 

25 NT2RP3004028 
NT2RP3004215 
NT2RP3004451 
NT2RP4000049 
NT2RP4000218 

30 NT2RP4000480 
NT2RP4000704 
NT2RP4001006 
NT2RP4001447 
NT2RP4001679 

35 NT2RP4002083 
OVARC1 000008 
OVARC1000109 
OVARC1000212 
OVARC1 000408 

40 OVARC1 000443 
OVARC 1000576 
OVARC1 000661 
OVARC1 000781 
OVARC1000912 

45 OVARC1001010 
OVARC1001072 
OVARC 10011 69 
OVARC1 001243 
OVARC1001344 

50 OVARC1 001425 
OVARC1001611 
OVARC1 001828 
OVARC1 001883 
OVARC1 002143 

55 PLACE1 000236 
PLACE1 000374 
PLACE1 000599 
PLACE1000814 



NT2RP2006472 
NT2RP3000142 
NT2RP3000251 
NT2RP3000449 
NT2RP3000561 
NT2RP3000644 
NT2RP3000841 
NT2RP3001004 
NT2RP3001133, 
NT2RP3001297 
NT2RP3001396 
NT2RP3001607 
NT2RP3001698 
NT2RP3001929 
NT2RP3002142 
NT2RP3002244 
NT2RP3002402 
NT2RP3002590 
NT2RP3002799 
NT2RP3003139 
NT2RP3003264 
NT2RP3003433 
NT2RP3003656 
NT2RP3003833 
NT2RP3004041 
NT2RP3004246 
NT2RP3004466 
NT2RP4000102 
NT2RP4000355 
NT2RP4000515 
NT2RP4000728 
NT2RP4001100 
NT2RP4001502 
NT2RP4001828 
NT2RP4002298 
OVARC 100001 7 
OVARC1000113 
OVARC 1000240 
OVARC1 000411 
OVARC 1000461 
OVARC 1000578 
OVARC 1000678 
OVARC 1000787 
OVARC 1000960 
OVARC1001011 
OVARC1001074 
OVARC 1001 170 
OVARC1001261 
OVARC 1001 357 
OVARC 1001 442 
OVARC1001768 
OVARC 1001 846 
OVARC1001916 
PLACE1 000005 
PLACE1 000246 
PLACE1 000380 
PLACE1000716 
PLACE 1000849 



NT2RP2006554, 
NT2RP3000149, 
NT2RP3000267, 
NT2RP3000451, 
NT2RP3000584, 
NT2RP3000661, 
NT2RP3000850, 
NT2RP3001007, 
NT2RP3001232, 
NT2RP3001318, 
NT2RP3001420, 
NT2RP3001608, 
NT2RP3001752, 
NT2RP3002033, 
NT2RP3002146, 
NT2RP3002248. 
NT2RP3002484, 
NT2RP3002603, 
NT2RP3002861, 
NT2RP3003150, 
NT2RP3003344, 
NT2RP3003543, 
NT2RP3003680, 
NT2RP3003842, 
NT2RP3004070, 
NT2RP3004253, 
NT2RP3004470, 
NT2RP4000150, 
NT2RP4000360, 
NT2RP4000517, 
NT2RP4000739, 
NT2RP4001210, 
NT2RP4001507, 
NT2RP4001841, 
NT2RP4002888, 
OVARC 1000035, 
OVARC1000114, 
OVARC 1000302, 
OVARC1000414, 
OVARC 1000466, 
OVARC 1000588, 
OVARC 1000681, 
OVARC 1000802, 
OVARC 1000964, 
OVARC1001029, 
OVARC1001118, 
OVARC1001173, 
OVARC1001270, 
OVARC1001360, 
OVARC 1001480, 
OVARC1001791, 
OVARC1001861, 
OVARC 1001 928, 
PLACE1 000048, 
PLACE1 000292, 
PLACE1 000435, 
PLACE1 000748, 
PLACE1 000856, 



NT2BJ?3000002 
NT2RP3000197 
NT2RP3000312 
NT2BP3000456 
NT2RP3000592 
NT2FJP3000665 
NT2|P30P0859 
NJ2@g3dp,1i;09 
NT2Re360il236 
Nf2RP30PJ325 
Nt2RP3(DpJ^2 
NT2RP30pT621 
NT2Rp3bbl'777 
NT2RP3002063 
NT2RP3002147 
NT2RP3002255 
NT2.RP3002512 
NT2RP3002659 
NT2RP3pp2877 
NT2RP3003155 
NT2RP3003346 
NT2RP3003552 
NT2RP3003686 
NT2RP30p3870 
NT2RP30p4093 
NT2RP3004332 
NT2P3004539 
NT2RP4000159 

NT2R|^pjjt)539 
Nt2Rf?4000955 
NT2RP40Q1343 
NT2RP40pi524 
NT2RP40p19Pl 
NT2RP5qp3492 
OVARbl66b058 
OVARC1 : 0b6l'45 
OVARC4000321 
OVARC1000420 
OVARC 1000496 
OVARCi000605 
OVARC 1000703 
OVARC 1000883 
OVARCi0Q0971 
OVARC 1*00 1032 
O^ARCfbpi161 
OVARC1001176 
OVARC tp0 1296 
O\^Afei:0p1369 

oy/^gjo ; g t i489 

OyAp^pP^795 
OVARC100;1873 
O?AR^p0-f§50 
P^E1^Gfp78 
PLACE;tpp03p8 
PLACE f 000444 
PLACE1000749 
PLA'GE106o931 



NT2RP3000055 
NT2RP3000220 
NT2RP3000324 
NT2RP3000484 
NT2RP3000599 
NT2RP3000690 
NT2RP3000865 
NT2RP3001115 
NT2RP3001245 
NT2RP3001356 
NT2RP3001447 
NT2RP3001629 
NT2RP3001844 
NT2RP3002097 
NT2RP3002166 
NT2RP3002276 
NT2RP3002545 
NT2RP3002660 
NT2RP3002911 
NT2RP3003157 
NT2RP3003377 
NT2RP3003564 
NT2RP3003795 
NT2RP3003932 
NT2RP3004095 
NT2RP3004341 
NT2RP4000023 
NT2RP4000167 
NT2RP4000424 
NT2RP4000541 
NT2RP4000975 
NT2RP4001353 
NT2RP4001610 
NT2RP4001953 
NT2RP5003512 
OVARC1 000068 
OVARC1000168 
OVARC1 000347 
OVARC 1000440 
OVARC1 000533 
OVARC1 000622 
OVARC1 000724 
OVARC1 000886 
OVARC1001000 
OVARC1001040 
OVARC1001162 
OVARC1001188 
OVARC1001339 
OVARC1001376 
OVARC1001525 
OVARC1001802 
OVARC1001879 
OVARC 1002082 
PLACE1 000094 
PLACE1 000332 
PLACE 1000453 
PLACE 1000785 
PLACE1001000 



NT2RP3000072, 
NT2RP3000235, 
NT2RP3000348, 
NT2RP3000526, 
NT2RP3000622, 
NT2RP3000736, 
NT2RP3000901, 
NT2RP3001116, 
NT2RP3001274, 
NT2RP3001374, 
NT2RP3001449, 
NT2RP3001676, 
NT2RP3001896, 
NT2RP3002099, 
NT2RP3002173, 
NT2RP3002304, 
NT2RP3002566, 
NT2RP3002713, 
NT2RP3002955, 
NT2RP3003204, 
NT2RP3003403, 
NT2RP3003572, 
NT2RP3003805, 
NT2RP3003989, 
NT2RP3004145, 
NT2RP3004349, 
NT2RP4000035, 
NT2RP4000185, 
NT2RP4000448, 
NT2RP4000638, 
NT2RP4000984, 
NT2RP4001442, 
NT2RP4001614, 
NT2RP4002071, 
NT2RP5003524, 
OVARC1 000092, 
OVARC1000198, 
OVARC1 000384, 
OVARC1 000442, 
OVARC1 000557, 
OVARC1 000640, 
OVARC1 000730, 
OVARC1000891, 
OVARC1001004, 
OVARC1001044, 
OVARC1001167, 
OVARC1001240, 
OVARC1001341, 
OVARC1001399, 
OVARC1001600, 
OVARC1001813, 
OVARC1001880, 
OVARC1002107, 
PLACE1000214, 
PLACE1 000347, 
PLACE1 000564, 
PLACE1 000798, 
PLACE1001007, 
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PLACE1001010, 
PLACE1001168, 
PLACE1001366, 
PLACE1001456, 
PLACE1001634, 
PLACE1001745, 
PLACE1001928, 
PLACE1002163, 
PLACE1 002342, 
PLACE1 002578, 
PLACE1 002853, 
PLACE1 003025, 
PLACE1 003205, 
PLACE1 003373, 
PLACE1 003528, 
PLACE1 003638, 
PLACE1 003870, 
PLACE1004118, 
PLACE1 004376, 
PLACE1 004491, 
PLACE1 004672, 
PLACE1 004722, 
PLACE1 004838, 
PLACE1 004982, 
PLACE1 005077, 
PLACE1005146, 
PLACE1 005308, 
PLACE1 005480, 
PLACE1 005639, 
PLACE1 005850, 
PLACE1 005968, 
PLACE1006129, 
PLACE1 006246, 
PLACE1 006382, 
PLACE1 006598, 
PLACE1 006779, 
PLACE1 006867, 
PLACE1 007021, 
PLACE1007178, 
PLACE1 007367, 
PLACE1 007478, 
PLACE1 007677, 
PLACE 1007746, 
PLACE1 007866, 
PLACE1008129, 
PLACE1 008369, 
PLACE1 008488, 
PLACE1 008629, 
PLACE1 008854, 
PLACE1 008947, 
PLACE1009110, 
PLACE1 009200, 
PLACE1 009410, 
PLACE1 009595, 
PLACE1 009886, 
PLACE1010023, 
PLACE1010202, 
PLACE1010364, 



PLACE1001015, 
PLACE1001185, 
PLACE1001395, 
PLACE 1001 484, 
PLACE1001640, 
PLACE1001746, 
PLACE1 002004, 
PLACE1002170, 
PLACE 1002465, 
PLACE 1002625, 
PLACE 1002941, 
PLACE 1003027, 
PLACE 1003249, 
PLACE1 003375, 
PLACE1 003566, 
PLACE1 003711, 
PLACE1 003886, 
PLACE1 004156, 
PLACE1 004384, 
PLACE1004516, 
PLACE1 004681, 
PLACE 1004736, 
PLACE1 004885, 
PLACE1 004985, 
PLACE1 005085, 
PLACE1005181, 
PLACE 1005335, 
PLACE1 005481, 
PLACE1 005730, 
PLACE1 005851, 
PLACE1 005990, 
PLACE1006139, 
PLACE1 006248, 
PLACE1006412, 
PLACE1006617, 
PLACE1 006782, 
PLACE 1006883, 
PLACE1 007045, 
PLACE1007218, 
PLACE1 007402, 
PLACE 1007507, 
PLACE 1007690, 
PLACE 1007807, 
PLACE 1007990, 
PLACE1008181, 
PLACE1 008392, 
PLACE1008524, 
PLACE1008630, 
PLACE1008867, 
PLACE1009039, 
PLACE1009111, 
PLACE 1009230, 
PLACE1 009434, 
PLACE 1009607, 
PLACE1 009888, 
PLACE1010031, 
PLACE1010270, 
PLACE1010383, 



PLACE1001024, 
PLACE1001280, 
PLACE1001399, 
PLACE1001503, 
PLACE1001705, 
PLACE1001799, 
PLACE1 002066, 
PLACE1 002227, 
PLACE1 002477, 
PLACE1 002768, 
PLACE1 002962, 
PLACE1 003092, 
PLACE1 003256, 
PLACE1 003383, 
PLACE 1003584, 
PLACE1 003762, 
PLACE1 003892, 
PLACE1004161, 
PLACE1 004388, 
PLACE1004518, 
PLACE1 004686, 
PLACE 1004740, 
PLACE 1004900, 
PLACE 1005026, 
PLACE1005101, 
PLACE1 005232, 
PLACE 1005374, 
PLACE1 005550, 
PLACE1 005755, 
PLACE1 005923, 
PLACE1 006002, 
PLACE1006143, 
PLACE1 006325, 
PLACE1006414, 
PLACE1 006640, 
PLACE1 006792, 
PLACE1 006932, 
PLACE1 007053, 
PLACE1 007238, 
PLACE1 007450, 
PLACE1 007524, 
PLACE1 007725, 
PLACE1 007810, 
PLACE 1008002, 
PLACE1 008209, 
PLACE 1008401, 
PLACE1 008584, 
PLACE1 008748, 
PLACE1 008887, 
PLACE1 009048, 
PLACE1009150, 
PLACE1 009328, 
PLACE1 009459, 
PLACE1 009621, 
PLACE1 009921, 
PLACE1010069, 
PLACE1010274, 
PLACE1010401, 



PLACE1001076, 
PLACEi0p1311, 
PL^QE1p01412, 

p^e|;qp;i545, 

P LA^J E 1 y 6jj'l 720 1 
PLAj3&|0^)810, 
PLAGE1 0^072, 
PLAGB1002256, 
PLACE10025J4, 
PLAGE 1002772, 
PLACE -1 002968, 
PLACE1003108, 
PLACEiop3342, 
PLACE. 1003454, 
PLACE 1003592, 
PLACE1 003784, 
PLACE1003900, 
PLACE1004274, 
PLACE10Cj4405, 
PIlAC&I 004548, 
PLACE1004691, 
PLACE1 0.0481 5. 
PLAe|^b04913, 
Rl^ejip05p27, 
pL/^|gg5Y08, 
PLA^^Pp^l, 
Pl^^-jp05^09, 
Pl^C|lQ05^54, 
PLAQE \ QQ5f99, 
PLACE 1005925. 
PLACE1 006017, 
PLAq|l0p6J59, 
PLACE 1006357, 
PLACE 1006445, 
PLACE1 0066/3, 
PLACE 10067,95, 
PLACE1006961, 
PLACE 1007068, 
PLACE! 007242, 
PLACE 1007452, 
PLACE;!pp7557, 
PliAlSE 1007730, 
PLACE 10p7843, 
PLACE1Q08045, 
PLA^E1p08231, 
PLACEi008405, 
PLAfpJ, 008621, 

PLAGE!pO t 8^p2, 
PLAbE!polp5b f 
PLACll(p09r66, 
Pl^CEipp9335, 
Pl^GEipO§539, 
PLACEi ^009637, 
PLACE1009947, 
PLAGEl6V0076, 
PLACE10!0293, 
PLACE10f0491, 



PLACE1001088. 
PLACE1001323, 
PLACE1001414, 
PLACE1001570, 
PLACE1001729, 
PLACE1001897, 
PLACE1002115, 
PLACE1 002259, 
PLACE1 002529, 
PLACE1002815, 
PLACE1 002993, 
PLACE1003145, 
PLACE1 003343, 
PLACE 1003478, 
PLACE1 003593, 
PLACE1 003795, 
PLACE1 003936, 
PLACE1 004284, 
PLACE1 004425, 
PLACE 1004645, 
PLACE1 004693, 
PLACE1004824, 
PLACE1 004934, 
PLACE1 005046, 
PLACE1 005111, 
PLACE1 005266, 
PLACE1005453, 
PLACE1 005574, 
PLACE1 005802, 
PLACE1 005932, 
PLACE 1006037, 
PLACE1006195, 
PLACE1006360, 
PLACE1 006470, 
PLACE 1006704, 
PLACE1 006805, 
PLACE1 006962, 
PLACE1 007097, 
PLACE1 007301, 
PLACE1 007454, 
PLACE1007618, 
PLACE 1007737, 
PLACE 1007846, 
PLACE1 008095, 
PLACE1 008280, 
PLACE1008455, 
PLACE1008625, 
PLACE1 008798, 
PLACE1008925, 
PLACE1009090, 
PLACE1009174, 
PLACE1 009375, 
PLACE1 009542, 
PLACE1 009665, 
PLACE1 009971, 
PLACE1010102, 
PLACE1010324, 
PLACE1010492, 



PLACE1001136. 
PLACE1001351, 
PLACE1001440, 
PLACE1001608, 
PLACE1001740, 
PLACE1001912, 
PLACE1002157, 
PLACE1002319, 
PLACE1 002537, 
PLACE1 002839, 
PLACE1 002996, 
PLACE1 003200, 
PLACE1 003361, 
PLACE1003516, 
PLACE1003618, 
PLACE1 003864, 
PLACE1004114, 
PLACE1 004336, 
PLACE1 004451, 
PLACE1 004664, 
PLACE1004716, 
PLACE1 004836, 
PLACE1 004979, 
PLACE1 005055, 
PLACE1005128, 
PLACE1 005277, 
PLACE1 005477, 
PLACE1 005603, 
PLACE1 005828, 
PLACE1 005936, 
PLACE1 006076, 
PLACE1 006236, 
PLACE1 006371, 
PLACE1 006521, 
PLACE1 006760, 
PLACE1006815, 
PLACE1 006966, 
PLACE1007112, 
PLACE1 007342, 
PLACE1 007460, 
PLACE1 007621, 
PLACE1 007743, 
PLACE1 007858. 
PLACE1 008122, 
PLACE1 008329, 
PLACE1 008457, 
PLACE1 008626, 
PLACE1 008851, 
PLACE1 008941. 
PLACE1 009091, 
PLACE1009190, 
PLACE1 009388, 
PLACE1 009581, 
PLACE1 009794, 
PLACE1 009995, 
PLACE1010106, 
PLACE1010329, 
PLACE1010562, 
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PLACE1010616, 
PLACE1010800, 
PLACE1010916, 
PLACE1011032, 

5 PLACE1011273, 
PLACE1011503, 
PLACE1011650, 
PLACE1011874, 
PLACE2000007, 

10 PLACE2000100, 
PLACE2000172, 
PLACE2000359, 
PLACE3000070, 
PLACE3000155, 

15 PLACE3000197, 
PLACE3000271, 
PLACE3000331, 
PLACE3000365, 
PLACE3000475, 

20 PLACE4000222, 
PLACE4000367, 
PLACE4000590, 
THYR01 000092, 
THYRO1000199, 

25 THYR01 000320, 
THYR01 000484, 
THYR01 000637, 
THYR01 000787, 
THYR01 000855, 

30 THYRO1001031, 
THYRO1001262, 
THYR01 001411, 
THYRO1001570, 
THYRO1001673, 

35 THYRO1001854, 
Y79AA1 000202, 
Y79AA1 000574, 
Y79AA1 000850, 
Y79AA1001078, 

40 Y79AA1001281, 
Y79AA1001696, 
Y79AA1 002220, 
NT2RP2002070, 



50 



55 



PLACE1010624, 
PLACE1010802, 
PLACE1010925, 
PLACE1011054, 
PLACE1011291, 
PLACE1011520, 
PLACE1011675, 
PLACE1011875, 
PLACE2000017, 
PLACE2000103, 
PLACE2000223, 
PLACE2000366, 
PLACE3000103, 
PLACE3000156, 
PLACE3000199, 
PLACE3000276, 
PLACE3000341, 
PLACE3000388, 
PLACE4000089, 
PLACE4000252, 
PLACE4000392, 
PLACE4000612, 
THYRO1000107, 
THYR01 000206, 
THYR01 000368, 
THYR01 000502, 
THYRO 1000676, 
THYR01 000793, 
THYR01 000865, 
THYRO1001062, 
THYRO1001321, 
THYRO1001426, 
THYRO1001584, 
THYRO1001706, 
THYRO1001895, 
Y79AA 1000230, 
Y79AA1 000774, 
Y79AA1 000969, 
Y79AA1001145, 
Y79AA1001511, 
Y79AA1001781, 
Y79AA1 002234, 



PLACE1010629, 
PLACE1010856, 
PLACE1010944, 
PLACE1011057, 
PLACE1011325, 
PLACE1011563, 
PLACE1011682, 
PLACE1011891, 
PLACE2000047, 
PLACE2000115, 
PLACE2000235, 
PLACE2000394, 
PLACE3000119, 
PLACE3000157, 
PLACE3000207, 
PLACE3000304, 
PLACE3000352, 
PLACE3000401 , 
PLACE4000093, 
PLACE4000270, 
PLACE4000411, 
PLACE4000638, 
THYR01 000111, 
THYR01 000241, 
THYR01 000381, 
THYR01 000505, 

THYR01 000712, 
THYR01 000796, 
THYR01 000895, 
"nHYRO1001133, 
THYRO1001322, 
THYRO1001434, 
THYRO1001595, 
THYRO1001745, 
THYRO1001907, 
Y79AA1 000355, 
Y79AA1 000802, 
Y79AA1001041, 
Y79AA1001167, 
Y79AA1001541, 
Y79AA1001805, 
Y79AA1 002298, 
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PLACE 101 0630, 
PLACEi0ip857, 
PLACE1 0.1 0947, 
PLACER 011 133, 
PLACE1011452, 
PLACE10.H567, 
PLACE1011719, 
PLACE1011982, 
PLACE2000050, 
PLACE2000124, 
PLACE2000302, 
PLACE2000433, 
PLACE3000136, 
PLACE3000158, 
PLACE3000208, 
pUeE3000310, 
PLAGE3000353, 
PL^eE3pOP4p2, 
PliACE^ 
PLAG|4pq6320, 
PLACE40pb445, 
PLA(^q0p67p, 
THY§6i00P;1;24, 
THYR0 1 000253, 
THYRQt000387, 
THYR0 1000558, 
THYRQ1 00071*5 
THYR0 1000805, 
THYRO1000916, 
THYRO1001142, 
THYRO1001363, 
THYRO10P1480, 
THYROIPPI6O2, 
THYRO1001746, 
VESEfvJ,1 l 000122 
Y79AAi 000410, 
Y7aA^fOC)08i05, 
Y79^fQQ,l'Pj61 , 
Y79^rg(|l1J35, 
Y79^0(!fei5, 
Y^^Ai:p62p$9, 
Y79AA 1^02407; 

; )&} 



PLACE1010714, 
PLACE1 010877, 
PLACE1 010965, 
PLACE1011143, 
PLACE1011465, 
PLACE1011643, 
PLACE1011725, 
PLACE2000003, 
PLACE2000061, 
PLACE2000140, 
PLACE2000317, 
PLACE2000450, 
PLACE3000142, 
PLACE3000160, 
PLACE3000221, 
PLACE3000320, 
PLACE3000362, 
PLACE3000405, 
PLACE4000131, 
PLACE4000323, 
PLACE4000465, 
THYR01 000026, 
THYRO1000186, 
THYR01 000270, 
THYR01 000452, 
THYR01 000596, 

, THYR0 1000734, 
THYRO1000815, 
THYR01 000952, 
THYRO1001173, 
THYRO1001365, 
THYRO1001487, 
THYRO1001605, 
THYRO1001772, 

, Y79AA1 000065, 
Y79AA1 000480, 
Y79AA1 000824, 
Y79AA1001068, 
Y79AA1001216, 
Y79AA1001585, 
Y79AA1002115, 

MAMMA1002215, 



PLACE1010786, 
PLACE1010900, 
PLACE1011026, 
PLACE1011165, 
PLACE1011472, 
PLACE1011649, 
PLACE1011729, 
PLACE2000006, 
PLACE2000097, 
PLACE2000170, 
PLACE2000347, 
PLACE2000455, 
PLACE3000148, 
PLACE3000194, 
PLACE3000230, 
PLACE3000322, 
PLACE3000363, 
PLACE3000425, 
PLACE4000147, 
PLACE4000344, 
PLACE4000521, 
THYR01 000070, 
THYRO1000187, 
THYR01 000279, 
THYR01 000471, 
THYR01 000625, 
THYR01 000777, 
THYR01 000843, 
THYR01 000988, 
THYRO1001213, 
THYRO1001403, 
THYRO1001559, 
THYRO1001637, 
THYRO1001793, 
Y79AA1000131, 
Y79AA1 000539, 
Y79AA1 000827, 
Y79AA1001077, 
Y79AA1001228, 
Y79AA1001665, 
Y79AA1002125, 
MAMMA1 002721, 



[0296] The result of the homology search of the SwissProt using the^5' -end sequence. 
[0297] Data include 

- • i. 

2 ? r • • 

the name of clone, 

definition of the top hit data, t> 3 

the P-value: the length of the compared sequence: identity (°/o),;and 

the organism and the Accession No. of the top hit data, as in.the order separated by //. 

[0298] Data are not shown for the clones in which the P-value was higher than 1 . 

[0299] The P-value is a score obtained statistically by taking into^account the possible similarity between two se- 
quences. In general, the smaller P-value reflects the higher similarity;;(Altschul, S.F., Gish, W. t Miller, W., Myers, E.W. 
& Lipman, D.J. (1990) "Basic local alignment searcr) tool. iqupt;-J. Mol. Biol. 215:403-410; Gish, W. & 
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States, D.J. (1993) " Identification of protein coding regions : by database similarity search." Nature Genet. 
3:266-272). m ** r [ ' . 

F-HEMBA1000005//DNAJ PROTEIN HOMOLOG MTJ1.//i.8e-85:244;75//MUS MUSCULUS (MOUSE)7/Q61712 
5 F-HEMBA1 00001 2//PR0BABLE LEUCYL-TRNA SYNTHETASE (EC 6.1.1.4) (LEUCINETRNA LIGASE) 

(LEURS)7/7.6e-57:231 :53//CAENORHABDITIS ELEGANS.//Q09996 

F-HEMBA1 000020//TUBULIN BETA CHAIN.//1.0e-92:143:80//AJELLOMYCES CAPSULATA (HISTOPLASMA 
CAPSULATUM).//P41742 

F-HEMBA1000030//CIRCUMSPOROZOITE PROTEIN ] PRECURSOR (CS).//0.021:136:33//PLASMODIUM 
10 KNOWLESI (STRAIN NURI)7/P04922 \ ' : \ 

F-HEMBA1000042//METALLOTHIONEIN 10-11 (MT-1 0-11)7/0.71 :64:32//MYTILUS EDULIS (BLUE MUSSEL).// 
P80247 

F-HEMBA1000046//PROTEIN Q300.//0.92:40:37//MUS MUSCOLUS (MOUSE).//Q02722 
F-HEMBA1 000050//COMPETENCE PROTEIN S.//0.50:28:35//B4CILLUS SUBTILIS7/P80355 
15 F-HEMBA1 000076//ATP SYNTHASE E CHAIN, MITOCHONDRIa£(EC 3.6.1 .34)7/0.86:41 :41//HOMO SAPIENS 

(HUMAN).//P56385 , V$. : : y 

F-HEMBA1000111 , ^V^'^ 

F-HEMBA1000129//UVSW PROTEIN (DAR PROTEIN)7/0.oB:68:33//BACTERIO PHAGE T47/P20703 
F-HEMBA1000141//YSY6 PROTEIN.//0.90:29:37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/ 
20 P38374 . "at 1 * : 

F-HEMBA1000150//!!!!ALU SUBFAMILY SP WARNING ENTRY !!!!//8.4e-16:47:70//HOMO SAPIENS (HUMAN).// 
P39193 ; *4^k$y 

F-HEMBA1000156//IMMEDIATE-EARLY PROTEIN7/8.1 e-07:143 ( :28//HERPES VIRUS SAIMIRI (STRAIN 11)7/ 
Q01042 

25 F-HEMBA1000158//HYPOTHETICAL PROTEIN KIAA0192 FRAGMENT) 7/7. 9e- 11 :129:40//HOMO SAPIENS 

(HUMAN)7/Q93074 * ""-VI f - 

F-HEMBA1000168//INSULIN RECEPTOR SUBSTRATE-2 (IRS-2) (4PS)7/0.00055:86:36//MUS MUSCULUS 
(MOUSE)7/P81122 

F-HEMBA1 0001 80//VPU PROTEIN (U ORF PROTEIN)7/0.22:73:28//CHIMPANZEE IMMUNODEFICIENCY VI- 
30 RUS (SIV(CPZ)) (CIV).//P17286 * j .. 

F-HEMBA1000185//RAS-1 PROTEIN7/5.1e-1 0:121 :29//NEUROSPORA CRASSA7/P22126 

F-HEMBA1000193//PROLINE-RICH PEPTIDE P-B7/0.00078:56:41//HOMO SAPIENS (HUMAN).//P02814 

F-HEMBA1000201//PROLINE-RICH PROTEIN MP-2 PRECURSOR7/0.00061 :49:42//MUS MUSCULUS 

(MOUSEJ7/P05142 «; 
35 F-HEMBA1000213 ^ 

F-HEMBA1 00021 6//HYPOXIA-INDUCIBLE FACTOR 1 Al£pfr#}(^iFr1 ALPHA) (ARNT INTERACTING PRO- 

TEIN)7/1.6e-59:115:53//MUS MUSCULUS (MOUSE)7/Q61221 ' 

F-HEMBA1000227//SUPPRESSOR PROTEIN SRP407/0.bop59:l'35:22//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST)7/P32583 - > r : [ ^v'-n 

40 F-H EM BA1 00023 1 //HY POTH ETIC AL 60.7 KD PROTEIN r ^56F8,1>C IN CHROMOSOME 17/0.024:60:38// 

SCHIZOSACCHAROMYCES POMBE (FISSION Y E AST) 7/Q 10264 > J 

F-HEMBA1000243//LINE-1 REVERSE TRANSCRIPTASE HOMOLPG7/0.0038:125:34//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-HEMBA1 000244//H Y POTH ETIC AL 123.6 KD PROTEIN IN ; ROR2-COX5B INTERGENIC REGION7/3.1e-1 7: 
45 149:36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40480 

F-HEMBA1 000251 * 

F-HEMBA1 000264//PROBABLE E5 P ROTE IN 7/1 .0:49 :36//HUM AN. PAPILLOMAVIRUS TYPE 587/P26552 
F-HEMBA1000280//SHORT NEUROTOXIN 1 (TOXIN C-6) 7/0.98:58:31 //NAJA NAJA KAOUTHIA (MONOCLED 
COBRA) (NAJA NAJA SIAMENSIS)7/P14613 
50 F-HEMBA1000282//!!!! ALU SUBFAMILY J WARNING ENTftY !!!!//0.14:26:65//HOMO SAPIENS (HUMAN).// 

P39188 

F-H EMBA1 000288 • i \*]: 

F-H EMBA1 000290//HY POTH ETIC AL 14 KD PROTEIN IN-TVRI-'6 REPETITIVE REGlON.//3.8e-06:98:39//HOMO 
SAPIENS (HUMAN)7/P10516 
55 F-HEMBA1 000302 

F-H EM BA1 00 0303//H Y POTH ETIC AL 104.4 KD PROTON. F5£G8.4 IN CHROMOSOME 1117/1 .3e-05:69:42// 
CAENORHABDITIS ELEGANS7/Q03601 ?¥fc£ ;) K : 

F-HEMBA1000304//!!!! ALU SUBFAMILY SQ WARNING ENTRY !M!//6.021 :18:83//HOMO SAPIENS (HUMAN).// 

1582 - ^Vv-^wl 
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P39194 \/' . 

F-HEMBA1000307//MYOSIN HEAVY CHAINXLONE 203 (FRAGME^ 
(HYDRA) (HYDRA VULGAR IS). //P39922 - u *; ; 

F-HEMBA1 000327 - - ; 

F-HEMBA1000333//SRP1 PROTEIN7/1 .0:159:30//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).// 
Q10193 t , 

F-HEMBA1 000338//! II! ALU SUBFAMILY SP WARNING ENTRY !!!!//8.8e-26:36:83//HOMO SAPIENS (HUMAN).// 
P39193 ■ , l ■' 

F-HEMBA1 000351 

F-HEMBA1000355//BASIC PROLINE-RICH PEPTIDE P-E (IB-9).//0.99:22:50//HOMO SAPIENS (HUMAN).// 
P02811 

F-HEMBA1 000356//IMMEDIATE-EARLY PROTEIN IE180.//0.11:82:36//PSEUDORABIES VIRUS (STRAIN INDI- 
ANA-FUNKHAUSER/ BECKER) (PRV)7/P11675 V ;v v >£ 1 . 

F-HEMBA1000357//IM! ALU SUBFAMILY SC WARNING E^TRY. 1 1 M//2.1e-35: 105:74//HOMO SAPIENS (HU- 
MAN)7/P39192 ViV^ * 

F-HEMBA1000366//HYPOTHETICAL TRANSCRIPTIONAL. REGULATOR AF1627.//1 .0:28:42//ARCHAEOGLO- 
BUS FULGIDUS7/028646 

F-HEMBA1 000369//PRESYNAPTIC DENSITY PROTEIN 95"(PSD;95)7/0.013:140:26//HOMO SAPIENS (HU- 
MAN)7/P78352 

F-H EMBA1 000376//RETROVI RUS-RELATED POL POLYP ROTE) N [CONTAINS: REVERSE TRANSCRIPTASE 

(EC 2.7.7.49); ENDONUCLEASE]7/6.8e-08:66:42//MUS MUSCULUS (MOUSE).//P11369 

F-HEMBA1 000387//HYPOTHETICAL 63.2 KD PROTEIN C1F3.09 IN CHROMOSOME I.//1 .5e-1 5:1 77:32// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)V/Qlp,41& 

F-HEMBA1000390//PARATHYMOSIN.//0.0071 :61 ^//HOMQ^SAPiENS (HUMAN).//P20962 

F-HEMBA1 000392//!!!! ALU SUBFAMILY SQ WARNING ENTRY NH//2.1 e-30:92:69//HOMO SAPIENS (HU- 

MAN)7/P39194 

F-HEMBA1000396/LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//3.9e-23:64:57//HOMO SAPIENS (HU- 
MAN)7/P08547 ^ \ 

F-HEMBA1 000411 : - ( 

F-HEMBA1000418 ; /; ' f . 

F-HEMBA1 000422//!!!! ALU SUBFAMILY J WARNING ENTRY II !l//8.3e-1 0:90:53//HOMO SAPIENS (HUMAN).// 
P39188 

F-HEMBA1000428//LINE-1 REVERSE TRANSCRIPTASE HQltiOLOG.//3.1e-12:72:55//HOMO SAPIENS (HU- 
MAN)y/P08547 * ■ f ;>'; 

F-H EMBA1 000434 . ' - 

F-HEMBA1000442//GENE 11 PROTEINy/1 .0:28: 46//S PI RO'Ppfe MA VIRUS SPV1-R8A2 B.//P15902 
F-HEMBA1000456//26S PROTEASOME REGULATORY SUBUNIiH MTS4 (19S REGULATORY CAP REGION OF 
26S PROTEASE SUBUNIT 2) y/0. 077: 118:28//SCHIZOSACCHARpMYCES POMBE (FISSION YEAST) y/P87048 
F-HEMBA1 000459//HEME-REGULATED EUKARYOTIC INITIATION FACTOR EIF-2-ALPHA KINASE (EC 
2.7.1.-) (HRI)7/4.8e-62:102:78//ORYCTOLAGUS CUNICULUS (RABBIT) y/P33279 

F-HEMBA1000460//LYSIS PROTEIN (E PROTEIN) (GPE)y/V:Q:24;:5p//BACTERIOPHAGE ALPHA-3y/P31280 
F-H EMBA1 000464 n^j^yj 
F-HEMBA1000469//PILI PROTEIN.//1 ,0:27:44//PSEU DOMONAS:AERUG I NOSAy/P43502 
F-HEMBA1000488//ZINC FINGER PROTEIN 151 (MIZ-JI p.ROTEIN)y/1 .1e-07:90:38//HOMO SAPIENS (HU- 
MAN)y/Q13105 s V^lr( 
F-HEMBA1000490//PLECTINy/0.74:254:25//RATTUS NORVEGICUSi(RAT)y/P30427 

F-H EMBA1 000491 //RAS-RELATED PROTEIN M-RAS.//3.0e-14:100:36//RATTUS NORVEGICUS (RAT).// 
P97538 

F-HEMBA1 000501//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .5e-20:81 :54//HOMO SAPIENS (HU- 
MAN) y/P39 194 
F-HEMBA1 000504 

F-HEMBA1000505//NEURON-SPECIFICX11 PROTEIN (FRAGM ENT) ,//0. 00028 :128:32//HOMO SAPIENS (HU- 
MAN )y/Q024 10 

F-HEMBA1000508//CHITIN SYNTHASE 3 (EC 2.4.1.16) (CHITIN-UDP ACETYL-GLUCOSAMINYL TRANS- 
FERASE 3)y/0.61 :132:25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P29465 
F-HEMBA1000518 > ^.4, £ ■ 

F-HEMBA1 00051 9//!!!! ALU SUBFAMILY SB WARNING ENtMh!!//1 ,8e-37:68:75//HOMO SAPIENS (HUMAN).// 
P39189 . By^vf 

i ~ - " / 
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F-HEMBA1 000520//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//5.2e-09:75:49//HOMO SAPIENS (HUMAN).// 
P39192 ' ' ' 

F-H EM BA1 000523//TESTIS-SP EC I Fl C PROTEIN PBS137/1.5e-35:257:36//MUS MUSCULUS (MOUSE).// 
Q01755 

5 F-HEMBA1 000531//HEAT SHOCK PROTEIN 70 B27/1 .6e-14:72:44//ANOPHELES ALBIMANUS (NEW WORLD 

MALARIA MOSQUITO).//P41 827 . . . 

F-HEMBA1 000534//!!!! ALU SUBFAMILY SP WARNING ENTRY J !!!//9.7e-32:96:78//HOMO SAPIENS (HUMAN).// 
P39193 

F-HEMBA1 000540//LANTIBIOTIC LACTICIN 481 PRECURSOR,(LACTOCOCCIN DR).//1 .0:1 2:75//LACTOCOC- 
10 CUS LACTIS (SUBSP. LACTIS) (STREPTOCOCCUS LACTIS f//P3 6499 

F-HEMBA1 000542//SPERM MITOCHONDRIAL CAPSUL#; 'SELENOPROTEIN (MCS)7/0.0089:79:31//MUS 
MUSCULUS (MOUSE)7/P1 5265 ; : < 

F-HEMBA1000545//LINE-1 REVERSE TRANSCRIPTASE 1 HOMOLOGy/9.0e-83:256:66//HOMO SAPIENS (HU- 
MAN)7/P08547 [ * r -,- :•; 

is F-HEMBA1 000555//TRANSLATION INITIATION FACTOR IF-27/3;6'e-06:252:22//SACCHAROMYCES CEREVI- 

SIAE (BAKER'S YEAST)7/P39730 ' ' V>. 

F-HEMBA1 000557 * : 

F-HEMBA1000561//ZINC FINGER PROTEIN 81 ( FRAG MENT) 7/9. 1 e'-18:200:28//HOMO SAPIENS (HUMAN).// 
P51508 • . V 

20 F-HEMBA1 000563 

F-HEMBA1 000568 '.If 

F-HEMBA1 000569//GPI-ANCHORED PROTEIN P137.//1 .0e-^0:137:54//HOMO SAPIENS (HUMAN).//Q14444 
F-HEMBA1 000575 '.. • " 

F-HEMBA1 000588 

25 F-HEMBA1 000591//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.1e-1 7:41 :92//HOMO SAPIENS (HU- 

MAN).//P39194 . 5 j 

F-HEMBA1 000592//CENTROMERIC PROTEIN E (CENP-E;PROTEIN).//0.18:128:23//HOMO SAPIENS (HU- 
MAN)7/Q02224 . > 

F-HEMBA1 000594//HYPOTHETICAL 29.3 KD PROTEIN B0280.6 IN CHROMOSOME 1 1 17/0.93:24:54// 
30 CAENORHABDITIS ELEGANS7/P41997 _ . r| ; 

F-HEMBA1 000604//!!!! ALU SUBFAMILY J WARNING ENTRY.!!1!//0.00010:49:55//HOMO SAPIENS (HUMAN).// 
P39188 \ Jt. 

F-H E MBA 1 000608//HYPOTH ETIC AL PROTEIN KIAA0411\ (FRAGMENT) 7/1 .8e-55:1 79:61 //HOMO SAPIENS 
(HUMAN).//043295 - : ^i. t - 

35 F-HEMBA1 000622//!!!! ALU SUBFAMILY J WARNING ENTRY ll'ltf/i:1e-21 :94:62//HOMO SAPIENS (HUMAN).// 

P39188 : ' : :':l' : i\i r y c 

F-HEMBA1000636//SULFATED SURFACE GLYCOPROTEIN 185 : (SSG 185)7/0.34:73:36//VOLVOX CARTERI7/ 
P21997 

F-HEMBA1000637//BASIC PROUNE-RICH PEPTIDE I B-1 7/0.0057: 76: 38//HO MO SAPIENS (HUMAN)7/P04281 
40 F-HEMBA1 000655 _ - 

F-HEMBA1000657//ZINC FINGER PROTEIN GCS1.//1.5e-07:66:37//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) 7/P35 197 • : ; 

F-HEMBA1000662//METALLOTHIONEIN-1I (MT-ll)7/0.79:33:39//CRICETULUS GRISEUS (CHINESE HAM- 
STER)7/P02799 " '? *' 

45 F-HEMBA1 000673//!!!! ALU SUBFAMILY SP WARNING ENTRY HH//3.1 e-1 7:86:59//HOMO SAPIENS (HUMAN).// 

P39193 

F-H EMBA1000682//RETROVIRUS-R ELATED POL POLY PROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE]7/3.0e-13:45:44//MUS MUSCULUS (MOUSE).//P11369 
F-HEMBA1 000686//HYPOTHETICAL 48.0 KD PROTEIN, C1B3.08 IN CHROMOSOME l.//4.5e-07:79:34// 
50 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/01 3873 

F-H EMBA1 000702 .... 
F-HEMBA1000705//PROTEIN Q3007/0.80:25:44//MUS MUSCULUS (MOUSE) 7/Q02722 

F-HEMBA1 00071 9//MYOSINIC HEAVY C HAIN 7/0.0026: 11 5; W/ACANTH AMOEBA CASTELLAN 1 1 (AMOEBA).// 
P10569 . ''X.&.-ft >'* 

55 F-H EMBA1 000722 : : r":>. ; - . 

F-HEMBA1000726//W! ALU SUBFAMILY SB2 WARNING>ENTRY4!!!//7.4e-32:83:77//HOMO SAPIENS (HU- 
MAN)7/P39191 : - ' < ' 

F-HEMBA1000727//ZINC FINGER PROTEIN CTH2 (YTIS11 P ROTE IN) 7/0.73 :26:46//SACCHAROMYCES CER- 
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EVISIAE (BAKER'S YEAST) 7/P47977 • 
F-HEMBA1 000747 *fc 

F-HEMBA1 000749//HYPOTHETICAL PROTEIN H 11 4847/1 0;42:35//HAEMOPHILUS I N FLU E NZ AE 7/P442 1 1 
F-HEMBA1000752//RETROVIRUS-RELATED ENV POLYPROTEIN7/1 .0e-08:84:39//HOMO SAPIENS (HU- 
MAN ).tfP 10267 ;*^=y-;« 
F-HEMBA1 000769 - ' : . ' ' • 

F-HEMBA1000773//PAIRED BOX PROTEIN PAX-47/1 .0:107:33//HOMO SAPIENS (HUMAN).//043316 
F-HEMBA1 000774//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .3e-23:92:63//HOMO SAPIENS (HUMAN).// 
P39188 . 
F-HEMBA1 000791 

F-HEMBA1 00081 7//PROLACTIN RECEPTOR PRECURSOR (PRL-R).//0.079:87:29//CERVUS ELAPHUS (RED 
DEER)7/Q28235 

F-HEMBA1 000822 . l(M tv ^ '*: 

F-HEMBA1000827//HYPOTH ETICAL 8.4 KD PROTEIN 7/0.98:48 :39//VACC IN IA VIRUS (STRAIN COPENHA- 
GEN ).//P20546 

F-H EM BA1 000843//H Y POTH ETIC AL 7.3 KD PROTEIN D1044.5 IN CHROMOSOME 1 1 17/0.92:46:34// 
CAENORHABDITIS ELEGANS7/P41953 

F-HEMBA1000851//HOMEOBOX PROTEIN GBX-2 (GASTRULATION AND BRAIN-SPECIFIC HOMEOBOX 
PROTEIN 2)7/0.048:39:51//HOMO SAPIENS (HUMAN).//P52951.V: . 

F-HEMBA1 000852//ARYLSULFATASE D PRECURSOR (EC 3.1.6.-) (ASD)7/4.0e-24:29:100//HOMO SAPIENS 
(HUMAN)7/P51689 

F-H EM BA1 000867 I 

F-H EM BA1 000869//PROBABLE E5 P ROTE IN 7/0. 99:70:27//HU MAN- PAPILLOMAVIRUS TYPE 187/P06792 
F-HEMBA1000870//MYOTOXIN 3 PRECURSOR (CROTAMIfvIEd)7/6.79:43:32//CROTALUS DURISSUS TER- 
RIFICUS (SOUTH AMERICAN RATTLESNAKE)7/P24333 h • '. 

F-HEMBA1000872//GAR2 PROTEIN 7/0.89 :70:31//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/ 

P41891 - . * : ... 

F-HEMBA1OOO876//DEFENSIN.//O.89:34:38//ALLOMYRINADIGH0liPMA7/Q1O745 

F-HEMBA1000908//DNA-BINDING P52/P100 COMPLEX, 100 KD S.UBUNIT (FRAGM E NTS). //0. 69:43 :37//HO- 
MO SAPIENS (HUMAN).//P30808 ' ; 

F-HEMBA1 00091 0//MELANOM A- ASSOCIATED ANTIGEN B3 (MAGE-B3 ANTIGEN).//5.1e-08:44:38//HOMO 
SAPIENS (HUMAN)7/01 5480 ;•■ - * 

F-HEMBA1 00091 8//60S RIBOSOMAL PROTEIN L37-A (YL35) (FRAGMENT)7/1.0:19:52//SCHIZOSACCHARO- 
MYCES POMBE (FISSION YEAST)7/P22667 • ... ... 

F-HEMBA1 00091 9//69 KD PARAFLAGELLAR ROD PROTEIN. (69- KD PFR PROTEIN) (PFR-A/PFR-B).//0.29: 
116:30//TRYPANOSOMA BRUCEI BRUCEI7/P22225 
F-H EM BA1 000934 

F-HEMBA1 000942//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0.85:27:59//HOMO SAPIENS (HUMAN).// 
P39188 /: t t . 

F-HEMBA1 000943 v 

F-HEMBA1000946//STO-2PROTEIN7/0.82:82:30//CAENORHABblTIS ELEGANS7/Q1 9958 

F-HEMBA1 000960//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//0.0097:29:72//HOMO SAPIENS (HUMAN).// 

P39192 . 

F-HEMBA1000968//METALLOTHIONEIN20-IIIISOFORMSAA^JDB (MT-20-IIIA AND MT-20-II IB) 7/0.047:45:37// 
MYTILUS EDULIS (BLUE MUSSEL)7/P80253 r SttL in <.« 

F-HEMBA1 00 0971 //HYPOTHETICAL BHLF1 PROTEIN7/b-C)38^ VIRUS (STRAIN 

B95-8) (HUMAN HERPESVIRUS 4)7/P03181 / 
F-HEMBA1 000972 

F-H EM BA1 000974//HYPOTH ETICAL PROTEIN MG441 7/0.98:6;6:28//MYCOPLASMA GENITALIUM7/P47679 
F-HEMBA1000975//COLLAGEN ALPHA 2(VIII) CHAIN (ENDOTHELIAL COLLAGEN) (FRAGMENT)7/0.028:57: 
36//HOMO SAPIENS (HUMAN)7/P25067 ■■ r 

F-HEMBA1000985 : - h^i 

F-HEMBA1000986//SUBMANDIBULAR GLAND SECRETORY GLX-RICH PROTEIN CB PRECURSOR (GRP- 
CB) (CONTIGUOUS REPEAT POLYPEPTIDE) (CRP)7/0. 13:91 :34//RATTUS NORVEGICUS (RAT)7/P08462 
F-HEMBA1000991//HYPOTH ETICAL 46.2 KD TRP-ASP REPEATS CONTAINING PROTEIN D2013.2 IN CHRO- 
MOSOME M.//5.6e-05:37:45//CAENORHABDITlS E L EG AN S 7/Q1896,4 

F-H EM BA1 00 1007//HYPOTH ETICAL PROTEIN KIAA01797/0.27:72:41//HOMO SAPIENS (HU M AN) 7/Q 14684 
F-HEMBA1001008//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//2.4e-25:61 :70//HOMO SAPIENS (HU- 
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MAN)7/P39194 '~ ^ : > + " 

F-HEMBA1 001 009//CUTICLE COLLAGEN 347/0.044:21 4:29//CAENC)RHABDITIS ELEGANS.//P34687 
F-HEMBA1 001 01 7//SYNDECAN-3 PRECURSOR (N-SYNDECAN) (NEUROGLYCAN).//5.0e-85:191 :84//RAT- 
TUS NORVEGICUS (RAT).//P33671 
5 F-HEMBA1001019 «.;m' 

F-HEMBA1001020//!!!! ALU SUBFAMILY J WARNING ENTR^t#?6?7V24:49:73//HOMO SAPIENS (HUMAN).// 
P39188 

F-HEMBA1001022 

F-HEMBA1001024//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/3.0e-11 :61 :59//HOMO SAPIENS (HU- 
10 MAN)7/P08547 /. ;. 

F-HEMBA1 001 026//HYPOTHETICAL PROTEIN BB00737/0.94i63:34//BORRELIA BURGDORFERI (LYME DIS- 
EASE SPIROCHETE).//O51100 * 

F-HEMBA1 001 043//INVOLUCRIN.//0.0036:238:25//SAGUINUS OtDIPUS (COTTON-TOP TAMARIN)7/P2471 2 
F-HEMBA1001051//!!!!ALU SUBFAMILY SB WARNING ENTRY !H!//3.3e-32:95:75//HOMO SAPIENS (HUMAN).// 
15 P39189 

F-HEMBA1001052//CURROMYCIN RESISTANCE PROTEIN7/1.0:31:38//STREPTOMYCES HYGROSCOPI- 
CUS7/P16961 • - 

F-HEMBA1001059//N-ACETYLGALACTOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.4) (N- ACETYLGA- 
LACTOS AM I N E-6-SULFATE SULFATASE) (G ALACTOS E-6-SU LFATE SULFATASE) (GALNAC6S SULFATASE) 
20 (CHONDROITINSULFATASE) (CHONDROITINASE)7/3.2e-132:249:94//HOMO SAPIENS (HUMAN)7/P34059 

F-HEMBA1001060 : 

F-HEMBA1 001 071 //PROCOLLAGEN ALPHA 1 (III) CHAIN PtiECURSOR7/8.3e-23:51 :96//HOMO SAPI ENS (HU- 
MAN)7/P02461 • ; ^ifix&y'i 

F-HEMBA1 001 077//AUTOIMMUNE REGULATOR (APECED; J PROTEIN).//3.4e-06:37:56//HOMO SAPIENS (HU- 
25 MAN)//043918 V-V 1 " 

F-HEMBA1 001 080//INFECTED CELL PROTEIN ICP34.5 (NEUROVIRULENCE FACTOR ICP34.5)7/0.0012:70: 
38//HERPES SIMPLEX VIRUS (TYPE 1 / STRAW MGH-10)7/P373#/ 

F-HEMBA1 001 085//SERINE/THREONINE PROTEIN PHOSPHATASE 5 (EC 3.1 .3.16) (PPS) (PROTEIN PHOS- 
PHATASE T) (PPT) (FRAGMENT)7/0.00018:76:32//MUS MUSCULUS (MOUSE).//Q60676 
30 F-HEMBA1001088//PINCH PROTEIN (PARTICULARY INTERESTING NEW CYS-HIS PROTEIN).//3.5e-50:176: 

57//HOMO SAPIENS (HUMAN).//P48059 1 V - t , 

F-HEMBA1001094 , ^L, *;C) 

F-HEMBA1001099//LIGHT-HARVESTING PROTEIN B800/850/890, ALPHA-2 CHAIN (EHA-ALPHA-2) (ANTEN- 
NA PIGMENT PROTEIN, ALPHA-2 CHAIN) (FRAGMENT). //1 .0:.i 5i60//ECTOTHIORHODOSPIRA HALOPHILA.// 
35 P80101 

F-HEMBA1001109//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//6.7e-37:102:82//HOMO SAPIENS (HU- 
MAN)7/P39189 

F-HEMBA1001121//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/0.036:49:46//HOMO SAPIENS (HU- 
MAN)7/P08547 Ia;;,?^ ' 

40 F-HEMBA1001122 " : 

"F-HEMBA1001123 , ,^ Vi ; 

F-HEMBA1001133//HYPOTHETICAL 9.4 KD PROTEIN (ORF2) 7/0. 86:29:41 //FELINE IMMUNODEFICIENCY VI- 
RUS (ISOLATE SAN DIEGO) (FIV), AND FELINE IMMUNODEFICIENCY VIRUS (ISOLATE PETALUMA) (FIV).// 
P 19033 . ; ...^ • 

45 F-HEMBA1001137//ZINC FINGER PROTEIN 84 (ZINC FINGER JrOTEIN HPF2)7/2.0e-22:103:52//HOMO SA- 

PIENS (HUMAN).//P51523 - ~ < 

F-HEMBA1 001 1 40//COLLAGEN ALPHA 4(IV) CHAIN PRECURSOR7/0.032:94:36//HOMO SAPIENS (HUMAN).// 
P53420 • ;-V^7-1T*' 

F-HEMBA1001172 ."i ?*\' 

50 F-HEMBA1 001 1 74//AD P-R I BOSY LOTION FACTOR-LIKE PROTEIN 57/2.9e-78:1 79:79//RATTUS NORVEGICUS 

(RAT)7/P51646 „ 

F-HEMBA1001197//MAJOR PRION PROTEIN PRECURSOFV(PRP) (PRP27-30) (PRP33-35C) (FRAGMENT).// 
0.051 :96:32//CERCOCEBUS ATERRIMUS, AND MACACA SYLVANUS (BARBARY APE)7/Q95145 
F-HEMBA1001208 r 
55 F-HEMBA1001213 * ■ T.^*; V 

F-HEMBA1 001226//PROTEASOME COMPONENT C8 (EC 3.4.99.46) (MACROPAIN SUBUNIT C8) (MULTICAT- 
ALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8)7/1 .5e-08:24:91//HOMO SAPIENS (HUMAN)7/P25788 
F-HEMBA1 001 235//FIBRONECTIN (FN) (FRAGMENT)7/0.76:50:38//ORYCTOL7\GUS CUNICULUS (RABBIT)7/ 
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Q28749 s'*"'"-" * 

F-HEMBA1001247//SULFATED SURFACE GLYCOPROTEIN 185 ; (SSG 185) 7/0.00052:1 6:81 //VOLVOX CART- 
ERI.//P21997 

F-HEMBA1001257//2-ARYLPROPIONYL-COA EPIMERASE.(EC75:-.-.-).//1 .6e-68:178:77//RATTUS NORVEGI- 

5 CUS (RAT)7/P70473 ^ v 

F-HEMBA1 001 265//M ANNAN ENDO-1 ,4-BETA-MANNOSIDASE A PRECURSOR (EC 3.2.1.78) (BETA- MAN- 
NANASE A) (1 ,4-BETA-D-MANNAN MAN NANO HYDROLASE A).7/0.67:23:60//PIROMYCES SP.//P55296 
F-HEMBA1001281//HYPOTHETICAL 8.9 KD PROTEIN YCF34;(ORF76).//0.83:48:35//PORPHYRA PURPU- 
REA7/P51229 | . . :t [ . 

10 F-HEMBA1001286//COMPLEMENT DECAY-ACCELE RATING FACTOR PRECURSOR7/1 ,3e-07:185:29//CAVIA 

PORCELLUS (GUINEA PIG).//Q60401 > / v 

F-HEMBA1001289//METABOTROPIC GLUTAMATE RECEPTOR 3* PRECURSOR.//0.00018:159:30//RATTUS 
NORVEGICUS (RAT).//P31422 
F-HEMBA1 001294 

15 F-HEMBA1001299//H!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//5 . 3e-07 :2 7:77//HO M O SAPIENS (HUMAN).// 

P39195 

F-HEMBA1001302//45 KD CALCIUM-BINDING PROTEIN'PRECURSOR (STROMAL CELL-DERIVED FACTOR 

4) (SDF-4).//3.3e-61:150:76//MUS MUSCULUS (MOUSE)7/Q61112 

F-HEMBA1001303 

20 F-HEM BA1 00 1 31 0//HYPOTH ETIC AL PROTEIN KIAA0161 7/27e-10:170:27//HOMO SAPIENS (HUMAN).// 

P50876 

F-HEMBA1001319 *r\-X" 
F-H EM BA1 001323 ? : 

F-H EM BA1 00 1 326//H YPOTH ETIC AL 55.1 KD PROTEIN IN FAEn-PES4 INTERGENIC REGION.//1 .1e-39:144: 
25 38//SACC H ARO M YC ES CEREVISfAE (BAKER'S YEAST),//P43601 : - 

F-H EM BA1 00 1327 n'^*;^ 
F-H EM BA1 00 1330 v 

F-HEM BA1 001 351//VESICLE-ASSOCIATED MEMBRANE ROTE I N/SYNAPTOBRE VI N BINDING PROTEIN 
(VAP-33).//1 .9e-37:155:46//APLYSIA CALIFORNICA (CALIFORNIA .SEA HARE).//Q1 6943 
30 F-HEM BA1001361//RUBREDOXIN (RD)7/0.95:44:29//ALCALIGElvJES EUTROPHUS.//P31912 

F-H EM BA1 00 1 375//AEROLYSIN REGULATORY PROTEIN,//0.013:45:33//AEROMONAS SOBRIA.//P09165 
F-HEMBA1001377//SPERM PROTAMINE P1 7/1 .0:22:40//PLANIG ALE MACU LATA SIN UALIS (COMMON PLAN- 
IGALE).//0 18746 '* 

F-HEMBA1001383/AAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN).//0.60:37:29//HUMAN IM- 
35 MUNODEFICIENCY VIRUS TYPE 1 (Z2/CDC-Z34 ISOLATE) (HIV-1).//P12506 

F-H EM BA1 00 1 387//GTP-BINDING PROTEIN TC107/6.6e-43:83:9.2//HOMO SAPIENS (HUMAN).//P17081 
F-H EM BA1 00 1 388//H Y POTH ETIC AL PROTEIN KIAA0136 (FRAGMENT) V/0.00088:46:45//HOMO SAPIENS 
(HUMAN).//Q14149 •> . 

F-HEMBA1 001391 

40 F-HEMBA1001398//CLOACIN (EC 3.1 .-.-) (RIBONUCLEASE).//1 .0:59:37//ESCHERICHIA COLI.//P00645 

F-HEM BA1 00 1405//SM ALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.25:41 :34//HOMO SAPIENS 
(HUMAN)7/P22531 V/'... 

F-HEM BA1 00 1407//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CON- 
TAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H]7/4.0e-09:129:40//HOMO SAPIENS (HUMAN).//P04280 
45 F-HEMBA1 00141 1 //HYPOTHETICAL 34.9 KD PROTEIN IN CYSd-ENO INTERGENIC REGION (031 3)7/0.95:88: 

31//ESCHERICHIACOLI.//P55140 ^ ; ;H , 

F-HEMBA1 00141 3//SOX-12 PROTEIN (FRAGMENT) 7/0. 95:4fr3#/MUS MUSCULUS (MOUSE).//Q04890 
F-HEM BA1 00141 5//HISTONE H5.//0.43:95:29//GALLUS GALLUS (CHICKEN).//P02259 

F-HEMBA1001432//LANTIBIOTIC NISIN A PRECURSOR7/0.77^46:32//LACTOCOCCUS LACTIS (SUBSP. LAC- 
50 TIS) (STREPTOCOCCUS LACTIS).//P1 3068 ^ W.-f; 

F-HEMBA1001433//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/4.8e-09:132:31//NYCTICEBUS COU- 
CANG (SLOW LORIS)7/P08548 

F-HEMBA1 001435//!!!! ALU SUBFAMILY SB WARNING ENTRY- jilM/J ;2e-31 :84:77//HOMO SAPIENS (HUMAN).// 
P39189 . . t 

55 F-HEMBA1 001442 

F-H EM BA1 00 1 446//ANTI FR E EZE PEPTIDE 4 PRECURSOR.//0.71 :41 :39//PSEUDOPLEURONECTA AMERI- 
CANUS (WINTER FLOUNDER).//P02734 

F-HEMBA1001450//PROLINE-RICH PROTEIN LAS1 77/0.1 3:1 27:27//SACCH ARO MYCES CEREVISIAE (BAK- 
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ER'S Y EAST) J 10 1 2446 . \ ;„'; \, 

F-HEMBA1001454//ATP SYNTHASE PROTEIN 8 (EC 3,6.1 iSif (A6L).//0.57:38:47//HANSENULA WINGEI 
(YEAST) 7/P48882 *«*u+ - 

F-HEMBA1001455//CHEMOTAXIS PROTEIN CHEA (EC 2:7;3.^)y/6*98:124:25//BORRELIA BURGDORFERI 
5 (LYME DISEASE SPIROCHETE)7/Q44737 ; • 

F-HEMBA1001463//!!!! ALU SUBFAMILY SQ WARNING ENTRY !M!//2.8e-32:62:67//HOMO SAPIENS (HU- 
MAN)7/P39194 ' .V f V 

F-HEMBA1 001 476//NUCLEOPORIN NUP159 (NUCLEAR PORE' PROTEIN NUP1 59)7/6. 8e-09:252:36//S AC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40477 
10 F-HEMBA1001478 

F-HEMBA1001497//!!!! ALU SUBFAMILY SQ WARNING ENtRY !!!!//! .2e-33:105:72//HOMO SAPIENS (HU- 
MAN)7/P39194 ; : 

F-HEMBA1001510//!!!!ALU SUBFAMILY SB WARNING ENTRY !!!!//8.3e-37:54:81//HOMO SAPIENS (HUMAN).// 
P39189 * 
15 F-HEMBA1001515//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/2.0e-63:223:57//HOMO SAPIENS (HU- 

MAN) 7/P08547 . . 

F-HEMBA1001517 

F-HEMBA1001522//TROPOMYOSIN ALPHA CHAIN, SMOOTH MUSCLE,//0.78:150:22//COTURNIXCOTURNIX 
JAPONICA (JAPANESE QUAIL).//P49437 .' ^ \ 

20 F-HEMBA1001526//PERIPLASMIC [FE] HYDROGENASE ' K '(EC 18.99.1 ).//1.6e-06:130:29//CLOSTRIDIUM 

PASTEURIANUM7/P29166 ' r 

F-HEMBA1001533//PROBABLE E5A PROTEIN y/0.73:35:37//HUM^N PAPILLOMAVIRUS TYPE 6A.//Q84296 
F-HEMBA1001557//HYPOTHETICAL17.1 KD PROTEIN IN RUR5 3'REGION.//1 .5e-07:99:36//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P38898 ^ ! \ 

25 F-HEMBA1 001 566//HYPOTHETICAL PROTEIN BB0692y/o!91.:27;44//BORRELIA BURGDORFERI (LYME DIS- 

EASE S PI ROC HETE).//05 1635 \'Y- 

F-HEMBA1 001 569//SYNAPTOBREVIN 2 (VESICLE ASSOCIATED MEMBRANE PROTEIN 2) (VAMP-2).//2.2e- 
50:110:95//HOMO SAPIENS (HUMAN), AND BOS TAURUS'(B<3VINE).//P 19065 

F-HEMBA1001570//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//3.3e-33 : 107: 72//HOMO SAPIENS (HU- 
30 MAN)y/P39195 

F-HEMBA1001579//RING CANAL PROTEIN (KELCH PROTEIN)y/1 .2e-14:111 :39//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY).//Q04652 w r 

F-HEMBA1001581 

F-HEMBA1001585 ' . ■ ; 

35 F-HEMBA1 001 589//PROBABLE DNA-BINDING PROTEIN (AGNOPROTEIN)y/0.98:51 :33//HUMAN ADENOVI- 

RUS TYPE 2.//P03263 

F-HEMBA1001595//SEPTIN 2 HOMOLOG (FRAGMENT).//3.0e-124:274:85//HOMO SAPIENS (HUMAN).// 
Q14141 

F-HEMBA1 001 608//RENAL SODIUM/DICARBOXYLATE j COTRANSPORTER (NA(+)/DICARBOXYLATE 
40 COTRANSPORTER)7/0.99:28:39//ORYCTOLAGUSCUNICULUS ( RABBI T).//Q286 15 

F-HEMBA1 001 620//MYO-INOSITOL-1 -PHOSPHATE SYNTHASE: (EC 5.5.1 .4) (IPS).//4.3e-45:222:46// 
SPIRODELA POLYRRHIZA.//P42803 ' V 

F-HEMBA1 001 635//FIBRILLARIN7/0. 1 0:72:38//CAENORHABpiTiaELEGANS.//Q22053 
F-HEMBA1001636//PAIRED BOX PROTEIN PAX-8, ISOFOpMS ,8C/8D.//0.75:38:47//HOMO SAPIENS (HU- 
45 MAN)y/Q09155 / : "' ; " 

F-HEMBA1001640//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!/V4 : 7e-;06:80:41//HOMO SAPIENS (HUMAN).// 
P39188 i- v 

F-HEMBA1 001 647//TRANSCRIPTION INITIATION FACTOR JjFIID v 1 35 KD SUBUNIT (TAFII-135) (TAFII135) 
(TAFII-130) (TAFII130)y/0.075:165:32//HOMO SAPIENS (HUMAN)7/O00268 
so F-HEMBA1001651//GOLGIN-95.//6.8e-05:141:24//HOMO-SAI?IENS(HUMAN).//Q08379 

F-HEMBA1001655//PROLINE-RICH PROTEIN LAS17.//0.19:97:30//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) y/Q 12446 

F-HEMBA1 001 658//TETRAHYDROMETHANOPTERIN S-METHYLTRANSFERASE 12 KD SUBUNIT (EC 
2.1 .1 .86) (N5-METHYLTETRAHYDROMETHANOPTERIN-COENZYME M METHYLTRANSFERASE 12 KD SUB- 
55 UNIT).//1.0:29:44//METHANOBACTERiUM THERMOAUTOTROPHICUM (STRAIN MARBURG / DSM 2133).// 

Q50773 • \ 

F-HEMBA1 001 661 //CELLULOS E COMPLEMENTING PROTEINy/0.35:87:33//ACETOBACTER XYLINUM (AC- 
ETOBACTER PASTEURIANUS).//P37697 , 
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F-HEMBA1 001 672//CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS)7/2.7e-10:216:35//PLASMODIUM 
CYNOMOLGI (STRAIN BEROK).//P08672 

F-HEMBA1001675//NODULIN 20 PRECURSOR (N-20)7/0.98:36:44//GLYClNE MAX (SOYBEAN).//P08960 
F-HEMBA1001678//!!!!ALU SUBFAMILY SX WARNING E^TRY,!!!!//8!2e-1 3:62 :64//HOMO SAPIENS (HUMAN).// 
5 P39195 "T{'i^7 

F- H EM BA1 00 1681 //HYPOTHETICAL 41.5 KD PROTEIN* IN P6!5 : VP48 INTERGENIC REGION (P40) (ORF3) 
(ORF102).//1.0:51:39//ORGYIA PSEUDOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV).// 
P24653 

F-HEMBA1 001 702//ATP SYNTHASE A CHAIN (EC 3.6.1 .34) (PROTEIN 6)7/0.01 7:54:37//TRYPANOSOM A BRU- 
10 CEI BRUCEI7/P24499 ' * 

F-HEMBA1001709//HYPOTHETICAL21 .2 KD PROTEIN IN TOR2-MNN4 INTERGENIC REGION.//0.59: 109:35// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P36042 ' 

F-HEMBA1001711 

F-HEMBA1001712//HYPOTHETICAL 6.9 KD PROTEIN IN 100 KD PROTEIN REGION.//0.54:44:34//HUMAN AD- 
15 ENOVIRUS TYPE 41 7/P23690 

F-HEMBA 100171 4// AT PAS E INHIBITOR, MITOCHONDRIAL >RECURSOR7/1.2e-19:60:75//RATTUS NOR- 
VEGICUS (RAT)7/Q03344 ' 

F-HEMBA1 001 71 8//HYPOTHETICAL PROTEIN UL637/1 ."0:54:37//HUMAN CYTOMEGALOVIRUS (STRAIN 
AD169)7/P16820 

20 F- H E M B A1 00 1 723//H Y POTH ETI C AL 34.0 KD TRP-ASP REF?EAfS CONTAINING PROTEIN IN SIS1-MRPL2 

INTERGENIC REGION.//5.1e-26:90:53//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P41318 
F-HEMBA1 001 731 //HYPOTHETICAL 16.6 KD PROTEIN7/0:71;49:32//AVIAN INFECTIOUS BURSAL DISEASE 
VIRUS (STRAIN 52/70) (IBDV).//P25221 ■ j. * 

F-HEMBA1001734 , :- 

25 F-HEMBA1001744//SCY1 PROTEIN7/2.1e-11 :182:29//SACCHAR5mYCES CEREVISIAE (BAKER'S YEAST).// 

P53009 '''^V)r:;::.;li ' 

F-HEMBA1001 745//HYPOTHETICAL 11.6 KD PROTEIN IN* NUTi t AR02 INTERGENIC REGION PRECUR- 
SOR.//! .0:36:38//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53116 

F-HEMBA1 001 746//PROTE IN-EXPORT MEMBRANE PROTEIN SECGHOMOLOG7/0.94:48:35//MYCOBACTE- 
30 RIUM LEPRAE7/P38388 - •: i „ 

F-HEMBA1001761 

F-HEMBA1001781//ZINC FINGER PROTEIN 19 (ZINC FINGER;PROTEIN KOX12) (FRAGMENT).//0.028:47:40// 
HOMO SAPIENS (HUMAN)7/P1 7023 - 

F-HEMBA1 001 784//HY POTH ETICAL 6.1 KD PROTEIN C03B1.10 IN CHROMOSOME X7/0.00068:32:46// 
35 CAENORHABDITIS ELEGANS 7/Q1 1116 • y-\; ; 

F-HEMBA1001791//METALLOTHIONEIN (MT).//1.0:34:35//PLEURONECTES PLATESSA (PLAICE).//P07216 
F-HEMBA1001800//ZINC FINGER PROTEIN MFG-1 (ZINC ^INGER.PROTEIN 58) (FRAGM ENT) 7/1 .5e-1 4:60: 
48//MUS MUSCULUS (MOUSE)7/P 16372 

F-HEMBA1001803 . j\yf : {i1j> 

40 F-HEMBA1001804//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1 PRECURSOR7/9.3e-1 7:56:57// 

ORYZA SATIVA (RICE)7/P25074 . 'A'l'.S: 

F- H EM BA1 00 1808//PA RAN EO PLASTIC ENCEPHALOMYELITIS; ANTIGEN HUD HOMOLOG (HU-ANTIGEN 
D)7/0.75:97:31//RATTUS NORVEGICUS (RAT)7/O09032 t^-^y, t 

F-HEMBA1001809//IMMEDIATE-EARLY PROTEIN IE1807/4.5e-11 :206:36//PSEUDORABIES VIRUS (STRAIN 
45 INDIANA-FUNKHAUSER/ BECKER) (PRV)7/P1 1675 , ' / . 

F-HEMBA1001815//60S RIBOSOMAL PROTEIN L37-B (YL27) (FRAGMENT)7/0.34:30:30//SCHIZOSACCHA- 
ROMYCES POMBE (FISSION YEAST)7/P05733 ' - : ; ' 

F-HEMBA1001819//ZINC FINGER PROTEIN 1357/2.6e-102:262:66/flHOMO SAPIENS (HUMAN)7/P52742 
F-HEMBA1001820 : * 

50 F-HEMBA1001822//EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN 

EPS1 5)7/1 .2e-1 8:251 :33//MUS MUSCULUS (MOUSE)7/P42567 4 

F-HEMBA1001824//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KE RATI N)7/4.7e-1 1:124:37// 

OVIS ARIES (SHEEP)7/P26372 t| • ; ' 

F-HEMBA1001835 

55 F-HEMBA1001844//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//4.3e-14:36:63//HOMO SAPIENS (HUMAN).// 

P39195 

F-HEMBA1001847//ZINC FINGER PROTEIN 29 (ZFP-29).//2 ; 7e-36:135:51//MUS MUSCULUS (MOUSE)7/ 
Q07230 ■ tiCr. 
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F-HEMBA1001861 t ■ * 

F-HEMBA1 001 864//HEAT-STABLE ENTEROTOXIN A3/A4>RECURSOR (STA3/STA4) (ST-IB) (ST-H)7/1 .0:31: 
38//ESCHERICHIA COLI.//P07965 

F-HEMBA1001866//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1.-) 
5 (DUGT)7/9.7e-42:234:41//DROSOPHILA MELANOGASTER (FRUIT FLY).//Q09332 

F-HEMBA1001869//HYPOTHETICAL 94.9 KD PROTEIN C22E12.11C IN CHROMOSOME l.//5.3e- 13:65.47// 
SCHIZOSACCHAROMYCES POMBE (FISSION Y E AST) .//Q 10362 

F-HEMBA1001888//HYPOTHETICAL 11.4 KD PROTEIN (ORF1).//0.85:62:37//STREPTOMYCES FRADIAE.// 
P26800 

10 F-HEMBA1 001 896//DIMETHYLGLYCINE DEHYDROGENASE PRECURSOR (EC 1.5.99.2) (ME2GLYDH)7/9.8e- 

20:250:29//RATTUS NORVEGICUS ( R AT). //Q 63342 ; / 

F-HEMBA1 001 91 0//EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) (EIF4E) (MRNA CAP- 
BINDING PROTEIN) (EIF-4F 25 KD SUBUNIT)7/0.94:44:38//CAENORHABDITIS ELEGANS7/061955 
F-HEMBA1001912//!!!! ALU SUBFAMILY J WARNING ENTRY !!!i//8.7e-07:53:62//HOMO SAPIENS (HUMAN).// 
15 P39188 

F-HEMBA1001913//GCN20 PROTEIN.//1 .8e-21 :68:60//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P43535 . ' " ' 

F-HEMBA1001915//KLEE PROTEIN (KCRB3 PROTEIN). //0.94:64:21 //ESCHERICHIA COLI.//Q52280 
F-HEMBA1001918 

20 F-HEMBA1001921 . . 

F-HEMBA1001939//CHLOROPLAST SOS RIBOSOMAL PROTEIN* L247/1 .0:47:3 1//ODONTELLA SINENSIS.// 
P49560 

F-HEMBA1001940//!!!! ALU SUBFAMILY J WARNING ENTRY;!!!!//0:6o 17:31 :77//HOMO SAPIENS (HUMAN).// 
P39188 

25 F-HEMBA1 001 942//HIBERNATION-ASSOCIATED PLASMA PROTEIN HP-27 PRECURSOR (HIBERNATOR- 

SPECIFIC BLOOD COMPLEX, 27 KD SUBUNIT).//1 .0:77:28//TAM!AS ASIATICUS (CHIPMUNK).//Q06577 
F-HEMBA1001945//HYPOTHETICAL 4.6 KD PROTEIN IN GP47-AGT INTERGENIC REGION (ORF E)7/1.0:35: 
37//BACTE RIO PH AG E T4.//P32269 

F-HEMBA1001950//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//0.43:18:44//DROSOPHILA YAKUBA 
30 (FRUIT FLYJ7/P03933 

F-HEMBA1001960//HOMEOBOX PROTEIN HOX-C5 (H0X-3D), (CP11).//0.17:12:66//HOMO SAPIENS (HU- 
MAN)7/Q00444 \ 

F-HEMBA1 001 962//HYPOTH ETICAL 9.0 KD PROTEIN IN •Ab.H4- 5;REGION.//1 .0:30:36//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST)7/P53056 ;> % \ ;A,-r 4 , , 

35 F-HEMBA1001964 - ?iV 

F-H EM BA1 001 967//H Y POTH ETICAL PROTEIN UL61 7/0.027:111 :36//HUM AN CYTOMEGALOVIRUS (STRAIN 
AD169).//P16818 , \%[k)U 

F-HEMBA1001979 ' ' 

F-HEMBA1 001 987//HYPOTH ETICAL 11.2 KD PROTEIN (ORF1J 7)7/1 .0:83:32//ORGYIA PSEUDOTSUGATA 
40 . MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV)7/O10356 ' r * 

F-HEMBA1001991//NEUROTOXIN 1 (TOXIN ATX- 1) 7/0. 99:31 :45//ANEMONIA SULCATA (SNAKE-LOCKS SEA 
ANEMONE).//P01533 ' j v . , 

F-HEMBA1 002003//GLYCERALDEHYDE 3-PHOSPHATE. 'DEHYDROGENASE, TESTIS-SPECIFIC (EC 
1.2.1.12) (GAPDH).//5.5e-07:109:32//MUS MUSCULUS (MOUSEj;//Q64467 
45 F-HEMBA1 002008 

F-HEMBA1 00201 8//EC PROTEIN HOMOLOG 2 (FRAGMENT)7/0.83:66:33//ARABIDOPSIS THALIANA 
(MOUSE-EAR CRESS).//Q42377 • 

F-HEMBA1002022//INSULIN7/1 .0:59:32//SQUALUS ACANTHIAS} (SPINY DOG FISH) 7/P 12704 
F-HEMBA1002035//MONOCYTIC LEUKEMIA ZINC FINGER PROTEiN 7/8.3e-15:64:40//HOMO SAPIENS (HU- 
50 MAN)7/Q92794 

F-HEMBA1 002039//HYPOTH ETICAL PROLINE-RICH PROTEIN KIAA02697/0.0070:70:40//HOMO SAPIENS 
(HUMAN)7/Q92558 v ^\ 

F-HEMBA1 002049//!!!! ALU SUBFAMILY J WARNING ENTRY MM//1 .5e-07:37:75//HOMO SAPIENS (HUMAN).// 
P39188 : -a; , 

55 F-HEMBA1 002084 

F-HEMBA1002092//SPT23 PROTEIN.//0.12:208:26//SACCHAR6MYCES CEREVISIAE (BAKER'S YEAST).// 

P35210 - 

F-HEMBA1002100 
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F-HEMBA1002102//ANKYRIN7/1 .4e-12:106:35//MUS MUSCULUS (MOUSE) 7/Q02357 

F-HEMBA1002113//EARLY NODULIN 20 PRECURSOR (N-20) 7/0.073: 155:32//M ED! CAGO TRUNCATULA 
(BARREL MEDIC)7/P93329 \ ;>/:) , 

F-HEMBA1 0021 19//M ALE SPECIFIC SPERM PROTEI N MST84DB7/0.85:22:36//DROSO PHI LA MELA- 
5 NOGASTER (FRUIT FLY)7/Q01 643 v : -7 

F-HEMBA1002125//GAG POLYPROTEIN [CONTAINS: CORE PROTEINS P15, P12, P30].//0.35:111 :33//FELINE 
SARCOMA VIRUS (STRAIN SNYDER-THEILEN)7/P03338 

F-HEMBA1002139//HYPOTHETICAL 12.4 KD PROTEIN IN SEC1 7-QCR1 INTERGENIC REGION.//0.88:72:25// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P38192 y> : 
10 F-HEMBA1002144 ' 

F-HEMBA1 0021 50//THROMBOMODULIN (FETOMODULIN) (TM) (FRAGMENT).//4.8e-10:65:46//BOS TAURUS 
(BOVINE).//P06579 

F-HEMBA1 0021 51//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR7/0.24:146:28//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P32323 ; ; {'\ # 

15 F-HEMBA1 0021 53//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1 .6.5.3).//0.93:58:25//APIS MEL- 

LIFERA (HONEYBEE)7/P34859 

F-HEMBA1 0021 60//!!!! ALU SUBFAMILY SP WARNING ENTRY HH//5. 1 e-21 :94:65//HOMO SAPIENS (HUMAN).// 
P39193 f ; 

F-HEMBA1002161//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE BETA ISOFORM7/1.4e-51 :180:56//SUS 
20 SCROFA (PIG)7/P79293 ' : 

F-HEMBA1002162//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//4.1e-40:102:75//HOMO SAPIENS (HU- 
MAN)7/P39193 u 

F-HEMBA1002166//!!!! ALU SUBFAMILY J WARNING ENTRY, j !N/£1 ,8e-1 3:1 33:45//HOMO SAPIENS (HUMAN).// 
P39188 . 
25 F-HEMBA1002177//ZINC FINGER PROTEIN 142 (KIAA023,6) (HA4654).//0.0014:153:26//HOMO SAPIENS (HU- 

MAN)7/P52746 i .;::>?■.>'.,. 

F-HEMBA1002185 -/.^ Hv .-v ; 

F-HEMBA1002189//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//0.86:46:45//HOMO SAPIENS (HUMAN).// 
P39194 >Y:\~-[* 
30 F-HEMBA1002191//MALE SPECIFIC SPERM PROTEIN; MST84DC.//0.037:14:57//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)7/Q01 644 

F-HEMBA1002199 , " , ... : , 

F-HEMBA1 002204 - • 

F-HEMBA1 00221 2//DUAL SPECIFICITY Ml TOG EN- ACTIVATED PROTEIN KINASE 
35 KINASE DSOR1 (EC 2.7.1.-) (DOWNSTREAM OF RAF) (MAPKK)7/3.2e-1 3:201 :30//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)7/Q24324 

F-HEMBA1 00221 5//TESTIN 2 (TES2) [CONTAINS: TESTIN 1 (TES1)]7/1 .1e-62:147:84//MUS MUSCULUS 
(MOUSE).//P47226 ; 

F-HEMBA1 002226//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .6e-26:168:44//HOMO SAPIENS (HUMAN).// 
40 P39188 I 

F-HEMBA1 002229//!!!! ALU SUBFAMILY SB1 WARNING ENTRY !!!!//6.8e-18:68:72//HOMO SAPIENS (HU- 
MAN)7/P39190 

F-HEMBA1002237//EAMZP30-47 PROTEIN (FRAGMENT) 7/0.96:21 :61//EIMERIA AC E RVU LI N A.//P2 1 959 
F-HEMBA1 002241 //METALLOTHIONEIN ( MT) 7/0 . 95 :25 :48//PA R AC E N TROTUS LIVIDUS (COMMON SEA UR- 
45 CHIN).//P80367 \ ' 

F-HEMBA1002253//METALLOTHIONEIN-I1 (MT-ll)7/0.97:27:i'8//MESOCRICETUS AURATUS (GOLDEN HAM- 
STER)7/P17808 " " " . , 

F-HEMBA1 002257 

F-HEMBA1002265//MALE SPECIFIC SPERM PROTEIN^MST84DC7/0.95:24:50//DROSOPHILA MELA- 
50 NOGASTER (FRUIT FLY)7/Q01 644 

F-HEMBA1002267//NEURONAL PROTEIN 3.1 (P311 PROTEIN) 7/0.94:33 :33//GALLUS GALLUS (CHICKEN).// 
Q90667 

F-HEMBA1 002270 

F-HEM BA1 00232 1 //HY POTH ETIC AL IMMUNITY REGION PR6TEIN 1 47/0.99:22 :40//BACTERIOPH AGE PHI- 
55 1057/P10437 

F-HEMBA1 002328 . 7 * 

F-HEMBA1 002337 

F-HEMBA1002341//P53-BINDING PROTEIN 53BP2 (FRAGMENT).//3.7e-55:109:96//MUS MUSCULUS 
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(MOUSE).//Q62415 

F-HEMBA1 002348//PROBABLE E5 PROTEIN7/0.43:30:50//HUMAN PAPILLOMAVIRUS TYPE 357/P27226 
F-HEMBA1 002349 

F-HEMBA1002363//CHROMOSOME ASSEMBLY PROTEIN XCAP-E7/5.7e-1 05:278:71 //XENOPUS LAEVIS 
5 (AFRICAN CLAWED FROG).//P50533 , ^ 

F-HEMBA1 002381//!!!! ALU SUBFAMILY J WARNING EN TRY ! ! ! !//3 .3e-24:6 9 : 73//HOM O SAPIENS (HUMAN).// 
P39188 

F-HEMBA1002389//EARLY NODULIN 20 PRECURSOR (N-2b)i/o.l'6:110:31//MEDICAGO TRUNCATULA (BAR- 
REL MEDIC)7/P93329 

10 F-HEMBA1 00241 7//TIGHT JUNCTION PROTEIN 20-1 (TIGHT JUNCTION PROTEIN 1).//2.6e-51:187:56//MUS 

MUSCULUS (MOUSE)7/P39447 

F-HEMBA1 00241 9//PROLINE-RICH PEPTIDE P-B7/1 .0:18:61//HOMO SAPIENS (HUMAN)7/P02814 
F-H E M BA 1 002430//H Y POTH ETI C AL 12.3 KD PROTEIN IN GAPi-NAP1 INTERGENIC REGION.//0.042:41 :46// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P36 140 
15 F-HEMBA1002439//CHLOROPLAST SOS RIBOSOMAL PROTEIN L27 (FRAGMENT).//0.99:47:29//CALYPTRO- 

SPHAERA SPHAEROIDEA7/P41 548 

F-HEMBA1002458//OVARIAN GRANULOSA CELL 13.0 KD PROTEIN HGR74.//4.1e-24:109:55//HOMO SAPI- 
ENS (HUM AN).//Q00994 
F-HEMBA1 002460 

20 F-HEMBA1 002462//SALIVARY PROLINE-RICH PROTEIN ll : 1 t (FRAGMENT)7/0.00025:80:30//HOMO SAPIENS 

(HUMAN).//P81489 

F-HEMBA1002469//PUTATIVE TUMOR SUPPRESSOR LUCA1 57/0.001 2:11 0:33//HOMO SAPIENS (HUMAN).// 
P52756 .^vf 

F-HEMBA1002475//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) 7/0.37: 106:33//M US MUSCULUS 
25 (MOUSE) 7/P051 43 XC Ar>- 

F-HEMBA1 002477//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.3e-34:96:71//HOMO SAPIENS (HU- 
MAN)7/P39194 ' ^'f'V^.h 

F-HEMBA1 002486 

F-HEM BA1 002495//LIGHT-M EDI ATED DEVELOPMENT "RROTEIN * DET1 7/2.9e-31 :11 0:39//ARABIDOPSIS 
30 THALIANA (MOUSE-EAR CRESS)7/P48732 

F-HEMBA1002498//SFT2 PROTEIN.//1 .0:54:35//SACCHAROM^CES CEREVISIAE (BAKER'S YEAST).// 
P38166 /' . 

F-HEMBA1 002503//!!!! ALU SUBFAMILY J WARNING ENTRY H!!/^:0e-06:49:63//HOMO SAPIENS (HUMAN).// 
P39188 

35 F-HEMBA1 002508//!!!! ALU SUBFAMILY SX WARNING ENTRY MM//1 .6e-22:169:44//HOMO SAPIENS (HU- 

MAN)7/P39195 

F-HEMBA1 00251 3//HYPOTH ETICAL 89.8 KD PROTEIN F41H10.6 IN CHROMOSOME I V7/0. 000 17:79:35// 
CAENORHABDITIS ELEGANS7/Q20296 .» \ * 

F-HEMBA1002515 < 
40 F-HEMBA1002538//ATP SYNTHASE E CHAIN, MITOCHONDRIAL (EC 3.6.1.34)7/1 .0:53 :37//SACCHAROMY- 

CES CEREVISIAE (BAKER'S YEAST)7/P81449 . , 

F-HEMBA1 002542//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//5.7e-32:96:75//HOMO SAPIENS (HUMAN).// 
P39188 : . 

F-HEMBA1002547//AGRIN PRECURSOR7/2.5e-100:218:80/(RATTUS NORVEGICUS (RAT)7/P25304 
45 F-HEMBA1002552//HEP27 PROTEIN (PROTEIN D)7/9.5e-12:2?:82//HOMO SAPIENS (H UM AN) 7/Q 13268 

F-HEMBA1 002555//COLLAGEN ALPHA 1(111) CHAIN7/2.4e-15:207:36//BOS TAURUS (BOVINE)7/P04258 
F-HEMBA1 002558//!!!! ALU SUBFAMILY SP WARNING 'ENTRY. !! !!//1 ,0:34:50//HOMO SAPIENS (HUMAN).// 
P39193 ' t , r - V 

F-HEMBA1002561//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/1 .5e-05:49:46//NYCTICEBUS COU- 
50 CANG(SLOW LORIS)7/P08548 1 

F-HEMBA1 002569//SINGLE-STRANDED DNA-BINDING PROTEIN P127/0.97:60:33//BACTERIO PHAGE 
PRD17/P17637 - ■ 

F-HEMBA1 002583 

F-HEMBA1002590//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//5.6e-15:54:55//HOMO SAPIENS (HUMAN).// 
55 P39188 ' i\ * ' 

F-HEMBA1002592//HISTIDINE-RICH PROTEIN7/0.99:39:28//PLASMODIUM FALCIPARUM (ISOLATE FCM17/ 
SENEGAL).//P14586 

F-HEMBA1002609//SSM4 PROTEIN 7/1 .9e-1 2:1 35:29//SACOHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
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P40318 

F- H EM BA 1 00262 1 //C YTOC H RO M E B6-F COMPLEX 3.5 KD SUBUNIT (CYTOCHROME B6-F COMPLEX SUB- 
UNIT 6)7/1 .0:20:55//2EA MAYS (MAIZE)y/P19445 

F-HEMBA1 002624//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
5 0.0035:124:33//NICOTIANA TABACUM (COMMON TOBACCO).//? 13983 

F-HEMBA1 002628 

F-HEMBA1 002629//I MM EDI ATE- EARLY PROTEIN IE180.//0.84:"80:36//PSEUDORABIES VIRUS (STRAIN KAP- 
LAN) (PRV).//P33479 

F-HEMBA1 002645//!!!! ALU SUBFAMILY SP WARNING ENTRY. !!!!//1.8e-16:57:68//HOMO SAPIENS (HUMAN).// 
10 P39193 ' ' ' 

F-HEMBA1 002651 ; { ? ' 

F-HEMBA1 002659//CUTICLE COLLAGEN 2.//0.0077:77:38//CAENORHABDITIS ELEGANS.//P17656 
F-HEMBA1002661//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/2.3e-89:1 16:72//HOMO SAPIENS (HU- 
MAN)7/P08547 

15 F-HEMBA1002666//BETA CRYSTALLIN A4.//0.18:58:44//GALLUS GALLUS (CHICKEN)7/P49152 

F-HEMBA1 002678 

F-HEMBA1 002679//GLUTAMIC ACID-RICH PROTEIN P R ECU RSOR.//5.7e-06:219:27//PLASM ODIUM FALCI- 
PARUM (ISOLATE FC27 / PAPUA NEW GU1NEA).//P13816 : 

F-HEMBA1002688//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) ' (FRAGMENT) 7/1 .1e-07:198:32//NEPHILA CLA- 
20 VIPES(ORBSPIDER).//P46804 A> 

F-HEMBA1 002696//COLLAGEN ALPHA 1(VI1) CHAIN PRECURSOR (LONG-CHAIN COLLAGEN) (LC COLLA- 
GEN)7/0.1 6:1 58:33//HOMO SAPIENS (HUMAN).//Q02388 . ■ 

F-HEMBA1 002703//HYPOTHETICAL BHLF1 P ROTE I N 7/0 . 78 : 1 4*7 : 29//E P STE I N - BAR R VIRUS (STRAIN B95-8) 
(HUMAN HERPESVIRUS 4).//P031 81 
25 F-HEMBA1 00271 2//1 1.2 KD PROTEIN (ORF 103) 7/0. 029:75:34//BACTERIO PHAGE PF1 7/P25133 

F-HEMBA1 00271 6//50S RIBOSOMAL PROTEIN L28.//1 .0:44:27//BACILLUS SUBTILIS7/P37807 
F-HEMBA1 002728//!!!! ALU SUBFAMILY SX WARNING ENTRY%/5.4e-18:56:75//HOMO SAPIENS (HUMAN).// 
P39195 ; 

F-HEMBA1002730//HYPOTH ETICAL PROTEIN MJ03167/0.097:84:35//METHANOCOCCUS JANNASCHII.// 
30 Q57764 . ; { , - 

F-HEMBA1002742//APOLIPOPROTEIN C-IM PRECURSOR (APO^CIII)7/0.97:26:50//SUS SCROFA (PIG).// 
P27917 

F-HEMBA1002746//CALPHOTIN.//0.35:65:35//DROSOPHILA MELANOGASTER (FRUIT FLY)7/Q02910 
F-HEMBA1 002748//PLATELET GLYCOPROTEIN IB BETA CHAIN PRECURSOR (GP-IB BETA) (GPIBB)7/1 .0: 
35 74:32//MUS MUSCULUS (MOUSE)7/P56400 

F-HEMBA1 002750//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//7.0e-15:49:75//HOMO SAPIENS (HUMAN).// 
P39188 

F-HEMBA1 002768//HYPOTH ETICAL 72.2 KD PROTEIN C12C2.05C IN CHROMOSOME 117/0.00036:197:26// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09746 
40 F-HEMBA1 002770//UTEROGLOBIN PRECURSOR (BLASTdKININ)7/023:88:27//ORYCTOLAGUS CUNICU- 

LUS (RABBIT).//P02779 .r 

F-HEMBA1002777//HOMEOBOX PROTEIN HOX-A4 (HOX-1 .4);.(MH-3).//0.00018:67:43//MUS MUSCULUS 
(MOUSE).//P06798 

F-HEMBA1 002779//HYPOTH ETICAL 17.6 KD PROTEIN IN NPR1.RPS3 INTERGENIC REGION7/0.70:30:53// 
45 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P53880 ''" 

F- H E M BA 1 002780//O LFACTO RY RECEPTOR 3 (K10) (FRAGMENT) 7/1 .0:31 :45//MUS MUSCULUS (MOUSE).// 
Q60879 ■' ;•; ; 

F-HEMBA1002794//HMG-Y RELATED PROTEIN B (SB16B' PROTEIN) (FRAGMENT).//0.0044:66:37//GLYCINE 
MAX (SOYBEAN)7/Q1 0370 
50 F-HEMBA1 002801 I 

F-HEMBA1 00281 0//HYPOTH ETICAL 25.9 KD PROTEIN. AH6.3 IN CHROMOSOME 117/0.0033:116:31// 
CAENORHABDITIS ELEGANS7/Q09202 , .'. - ■; 

F-HEMBA1 00281 6//HYPOTH ETICAL 47.1 KD PROTEIN C9G1.13C IN CHROMOSOME .0e- 17:68:48// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/0 14308 
55 F-HEMBA1 00281 8//FIBULIN-2 PRECURSOR7/2.1e-27:92:44//MUS MUSCULUS (MOUSE) 7/P37889 

F-HEMBA1 002826//DNA-BINDING PROTEIN 65 (PROTEIN GP65) 7/0.28:46 :34//BACTE RIO PHAGE T4.// 
P16012 4 ./ ; -. 

F-HEMBA1 002833 
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F-HEMBA1002850//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1 .0:27:37//METRIDIUM SENILE 
(BROWN SEA ANEMONE) (FRILLED SEA ANEMONE) 7/047493 \ 

F-HEMBA1 002863//PHOTO SYSTEM I REACTION CENTRE SUBUNIT IV (PHOTOSYSTEM I 8.1 KD PROTEIN) 
(P30 PROTEIN) (PSI-E)7/0.84:37:43//SYNECHOCYSTIS SP (STRAIN PCC 6803).//P 12975 
5 F-HEMBA1 002876//OCTAPEPTIDE-REPEAT PROTEIN T2 7/0 . 74 :58 : 34//M US MUSCULUS (MOUSE)7/Q06666 

F-HEMBA1 002886 . • 

F-HEMBA1002896//HOMEOBOX PROTEIN HOX-B3 (HOX-2G)' (HOX-2.7)7/4.7e-05:84:35//HOMO SAPIENS 
(HUM AN)7/P1 4651 

F-HEMBA1002921//TAT PROTEIN (TRANS ACTIVATING REGULATORY PROTEIN)7/0.21 :42:42//HUMAN IMU- 
10 NODEFICIENCY VIRUS TYPE 1 (RF/HAT ISOLATE) (HIV-1)7/P05908 

F-HEMBA1002924//EC PROTEIN HOMOLOG 2 (FRAGMENT)7/0.85:75:22//ARABIDOPSIS THALIANA 
(MOUSE-EAR CRESS)7/Q42377 

F-HEMBA1 002934//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.4e-31 :92:72//HOMO SAPIENS (HUMAN)7/ 
P39188 

15 F-HEMBA1 002935//GASTRULA ZINC FINGER PROTEIN XLCGF58.1 (FRAGMENT) 7/7.7e-06:187:29//XENO- 

PUS LAEVIS (AFRICAN CLAWED FROG)7/P18730 

F-HEMBA1002937//SUPPRESSOR PROTEIN SRP407/0.00031 :150:24//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST)7/P32583 

F-HEMBA1 002939//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN)7/5.2e-25:225:33//HO- 
20 MO SAPIENS (HUMAN)7/P16157 t '■• 

F-HEMBA1 002944 

F-HEMBA1 002951//TRICHOHYALIN 7/0.001 1 :220:24//HOMO SAPIENS (HUMAN)7/Q07283 
F-HEMBA1 002954//PROBABLE E8 PROTEIN.//0.98:49:32//BOVJNE. PAPILLOMAVIRUS TYPE 47/P08352 
F-HEMBA1 002968//ACCESSORY GLAND PEPTIDE PRECURSOR, (PARAGONIAL PEPTIDE B).//0.93:41 :34// 
25 DROSOPHILA SECHELLIA (FRUIT FLY)7/018417 . : .; 

F-HEMBA1 002970//!!!! ALU SUBFAMILY SP WARNING ENTRY MM//0. 00010 :35:62//HO MO SAPIENS (HU- 
MAN).//P39193 \. }\ 

F-HEMBA1002971//INSULIN7/1.0:31:35//HYDROLAGUS COLLI El (SPOTTED RATFISH) (PACIFIC RATFISH), 
AND CHIMAERA MONSTROSA (RABBIT FISH)7/P09536 F-HEMBA1002973//CAMP-DEPENDENT 3\5'-CY- 
30 CLIC PHOSPHODIESTERASE 4B (EC 3.1.4.17) (DPDE4).//3,0e-29:63:100//RATTUS NORVEGICUS (RAT) 7/ 

P 14646 r5 . ¥ J , 

F-HEMBA1 002997//HYPOTHETICAL 106.5 KD PROTEIN IN ctri:PRP31 INTERGENIC REGION7/1 .0e-08: 
211 :28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53253 

F-HEMBA1 002999//SUPPRESSOR PROTEIN SRP407/0.026:1 75:23//SACCHAROMYCES CEREVISIAE (BAK- 
35 ER'S YEAST)7/P32583 

F-HEMBA1 003021//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .3e-36:102:70//HOMO SAPIENS (HU- 
MAN)7/P39194 

F-HEMBA1 003033//HYPOTHETICAL 23.1 KD PROTEIN C,Y277.20C7/0.029:75:29//MYCOBACTERIUM TU- 
BERCULOSIS./^ 779 

40 F-HEMBA1 003034//!!!! ALU SUBFAMILY SC WARNING ENT l RYJ!!!//6.3e-23:144:46//HOMO SAPIENS (HU- 

MAN)7/P39192 , , ; 

F-HEMBA1 003035//HYPOTHETICAL 13.3 KD PROTEIN IN AROD-COMER INTERGENIC REGION7/0.99:55: 
30//BACILLUS SUBTILIS7/P54457 \ : . 

F-HEMBA1 003037//DNA-BINDING PROTEIN INHIBITOR JD-^7(0:*1 7:42:40//HOMO SAPIENS (HUMAN).// 
45 P47928 , wf&;V0 : 

F-HEMBA1 003041 //DNA-BIN DING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 7/0. 69:28 :46//HO- 
MO SAPIENS (HUMAN)7/P30808 ' ; J ^Vi 

F-HEMBA1003046//MITOCHONDRIAL PROCESSING PROTEASE BETA SUBUNIT PRECURSOR (EC 
3.4.24.64) (BETA-MPP) (P-52)7/7.9e-124:253:96//HOMO SARI ENS: (H U MAN) 7/075439 
50 F-HEMBA1 003064//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1 .6.5.3)7/0.25:263:22//TRYPANO- 

SOMA BRUCEI BRUCEI7/P04540 

F-HEMBA1 003067//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION7/4.1e-05: 
189:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53214 

F-HEMBA1 003071//CUTICLE COLLAGEN 407/6.0e-07:126:38//CAENORHABDITIS ELEGANS7/P34804 
55 F-HEMBA1003077//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN)7/2.4e-12: 

139:34//HOMO SAPIENS (HUMAN)7/Q06828 

F-H EM BA1 0030 78//RETRO VIRUS- RELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE]7/7.2e-05:60:40//MUS MUSCULUS (MOUSE).//P11369 
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F-HEMBA1003079//PROTEIN Q300.//0.0012:16:87//MUS MUSCULUS (MOUSE).//Q02722 

F-HEMBA1 003083//!!!! ALU SUBFAMILY SB WARNING ENTRY N!!//3.3e-32:95:75//HOMO SAPIENS (HUMAN).// 

P39189 / ; > 

F-HEMBA1 003086 

5 F-HEMBA1003096//PROTAMINE IA (IRIDINE IA).//0.36:20:40//SALMO IRIDEUS (RAINBOW TROUT).//P02328 

F-HEMBA1 003098//!!!! ALU SUBFAMILY J WARNING ENTRY I !!!!//4.4e-09:43:72//HOMO SAPIENS (HUMAN).// 
P39188 .•'»* 

F- H E M BA 1 003 1 1 7//PU TAT I VE CUTICLE COLLAGEN C09G5.57/1 .0:88:38//CAENORHABDITIS ELEGANS.// 
Q09456 

10 F-HEMBA1003129//NADH-UBIQUINONE OXIDOREDUCTASE CHAjN 4L (EC 1 .6.5.3)7/0.61 :63:25//APIS MEL- 

LI FERA (HONEYBEE)7/P34859 

F-HEMBA1 0031 33//COLLAGEN ALPHA 2(VIII) CHAIN (ENDOTHELIAL COLLAGEN) (FRAGMENT) 7/0.48:79: 
37//HOMO SAPIENS (HUMAN).//P25067 

F-HEMBA1 0031 36//MANNOSE-1 -PHOSPHATE GUANYLTRANSFERASE (EC 2.7.7.13) (ATP-MANNOSE-1 - 
15 PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE ; PYRbPHOSPHORYLASE)7/3.6e-25:190:34//SAC- 

CHAROMYCESCEREVISIAE (BAKER'S YEAST).//P41 940* ;< 
F-HEMBA1003142 

F-HEMBA1 0031 48//HYPOTH ETICAL 56.4 KD PROTEIN INRPL30-CWH41 INTERGENIC REGION PRECUR- 
SOR7/0.068:171:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53189 
20 F-HEMBA1003166//W! ALU SUBFAMILY SC WARNING ENTRY MH//1 .8e-13:54:66//HOMO SAPIENS (HUMAN).// 

P39192 

F-HEMBA1 0031 75//HYPOTH ETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION.//0.015:147: 
31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P532:14 . 

F-HEMBA1003179//PROBABLE TRNA (5-METHYLAMINOMETHYL-2-THIOURIDYLATE)-METHYLTRANS- 
25 FERASE (EC 2.1 .1.61)7/2.6e-51 :164:47//BACILLUS SUBTILIS.//O35020 

F-HEMBA1003197 

F-HEMBA1003199//HOMEOBOX PROTEIN HOX-A4 (HOX-1D). (HOX-1 .4)7/0.00049:83:38//HOMO SAPIENS 
(HUMAN).//Q00056 i.-.* 

F-HEMBA1 003202//SPERM PROTAMINE P1 7/0.98:53:28//£LANIGALE GILESI (FLAT-SKULLED MARSUPIAL 
30 M0USE).//018747 

F-H EM BA1 003204//!!!! ALU SUBFAMILY SQ WARNING ^NTflY !!!!//5.2e-22:42:80//HOMO SAPIENS (HU- 
MAN)7/P39194 

F-HEMBA1003212//!!!! ALU SUBFAMILY SP WARNING ENTF?Y;J!!!//1 l .6e-18:74:71//HOMO SAPIENS (HUMAN).// 
P39193 

35 F-HEMBA1003220//!!!! ALU SUBFAMILY SQ WARNING ENTRY; !|!!//3.3e-1 8:56 :78//HOMO SAPIENS (HU- 

MAN)7/P39194 : V £ W 'si 

F-H EM BA1 003222//H Y POTH ETICAL 37.5 KD PROTEIN IN GNTR-HTPG INTERGENIC REGION7/0.0018:159: 
27//BACILLUS SUBTILIS7/P46327 

F-H EM BA1 003229//DI HYD ROD I P ICO LI NATE SYNTHASE.!, PRECURSOR (EC 4.2.1 .52) (DHDPS).//1 .0:85:28// 
40 TRITICUM AESTIVUM (WHEAT)7/P24846 t ~,:;;,\^ - 1 

F-HEMBA1003235//TROPOMYOSlNy/8.3e-07:109:33//SCHIZOSACCHAROMYCES POMBE (FISSION 

YEAST)7/Q02088 

F-HEMBA1003250 

F-H EM BA1 003257//H YPOTH ETICAL PROLINE-RICH PROTEIN (FRAGMENT) 7/1 .5e-07:27:74//OWENIA FUSI- 
45 FORMIS.//P21260 I i 

F-HEMBA1 003273 ■ u \ 

F-HEMBA1 003276 

F-HEMBA1 003278 t 

F-HEMBA1003281//HOMEOBOX PROTEIN HOX-A4 (CHOX-1 .4)7/0.0053: 11 6:36//GALLUS GALLUS (CHICK- 
50 EN)7/P17277 'i.W.V-. 

F-HEMBA1 003286//DNA-DIRECTED RNA POLYMERASE SUBUNIT N (EC 2.7.7.6)7/0.96:37:35//SULFOLOBUS 
ACIDOCALDARIUS7/P39472 

F-HEMBA1003291//5'-AMP-ACTIVATED PROTEIN KINASE, CATALYTIC ALPHA-2 CHAIN (EC 2.7.1.-) (AMPK 
ALPHA-2 CHAIN) (FRAGMENT).//3.3e-15:68:39//SUS SCROFfA : (P|G).7/Q28948 
55 F-HEMBA1003296//PULMONARY SURFACTANT-ASSOCIATED PROTEIN B (SP-B) (6 KD PROTEIN) (PULMO- 

NARY SURFACTANT-ASSOCIATED PROTEOLIPID SPL(PHE)) 7/0.98:49 :28//BOS TAURUS (BOVINE)7/P15781 
F-HEMBA1003304//MITOCHONDRIAL RIBOSOMAL P ROTE I N ; S 1 9 7/0 . 9 9 : 36 : 3 0//P ROTOTH EC A WICKER- 
HAM II 7/P46750 
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F-HEMBA1003309//HYPOTHETICAL 7.9 KD PROTEINy/0.69:54:37//VACCINIA VIRUS (STRAIN WR) f AND 
VACCINIA VIRUS (STRAIN COPENHAGEN)7/P04306 • ■ , ' 

F-HEMBA1 00331 4//MIXED LINEAGE KINASE 2 (EC 2.7.1.-) (FRAGMENT).//2.3e-06:143:22//HOMO SAPIENS 
(HUMAN).//Q02779 . : 

5 F-HEMBA1 003322//!!!! ALU SUBFAMILY SQ WARNING "ENTRY !!!!//1 .5e-30:53;77//HOMO SAPIENS (HU- 

MAN)V/P39194 , H • 

F-HEMBA1 003327 ; '-^ 

F-HEMBA1003328//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN) (FRAGMENT).//0.53:21 :42// 
HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATEMHIV-1).//P04612 
10 F-HEMBA1003330//LONG NEUROTOXIN 3 (TOXIN VN2)V/i :0:26':34//DENDROASPIS POLYLEPIS POLYLEPIS 

(BLACK MAMBA)7/P25667 K •\• 

F-HEMBA1003348//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//6.5e-09:56:66//HOMO SAPIENS (HU- 
MAN)7/P39194 . •-.:;-.\'-; 

F-HEMBA1003369//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR.//0.0042:97:36//ARABI- 
15 DOPSIS THALIANA (MOUSE-EAR CRESS)y/P40602 

F-HEMBA1 003370//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//7.0e-1 8:99:53//HOMO SAPIENS (HUMAN).// 
P39188 

F-HEMBA1 003373 \ 

F-HEMBA1 003376//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//4.7e-16:60:75//HOMO SAPIENS (HUMAN).// 
20 P39189 

F-HEMBA1 003380//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.8e-10:50:68//HOMO SAPIENS (HUMAN).// 

P39188 . : -v • „ 

F-HEMBA1003384 

F-HEMBA1003395//PROBABLE E5 PROTEIN.//0.62:64:29//HUMAN PAPILLOMAVIRUS TYPE 16.//P06927 
25 F-HEMBA1003402//HYPOTHETICAL 12.0 KD PROTEIN INTUB1-CPR3 INTERGENIC REGION PRECURSOR.// 

0.89:74:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST:).//Q04521 

F-HEMBA1003403//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT) .//0.0010: 
69:33//RATTUS NORVEGICUS (RAT)7/P10164 O^li ?. . ' ■ 

F-HEMBA1003408//WEB1 PROTEIN (PROTEIN TRANSPORT, PROTEIN SEC31).//4.8e-06:93:25//SACCHARO- 
30 MYCES CEREVISIAE (BAKER'S YEAST)V/P38968 I r^fv;\v\ , 

F-HEMBA1 00341 7//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHONDROCALCIN].// 
0.0021 :140:34//MUS MUSCULUS (MOUSE).//P28481 

F-HEMBA1 00341 8//SPLICING FACTOR, ARGININE/SERINE-RICH f 4 (PRE-MRNA SPLICING FACTOR 
SRP75)7/1.7e-14:188:33//HOMO SAPIENS (HUMAN)y/Q08170'>\ ? s 
35 F-HEMBA1003433//DNA REPAIR PROTEIN XRS2.//1.0:88:35//SACCHAROMYCES CEREVISIAE (BAKER'S 

YEAST)y/P33301 

F-HEMBA1003447//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT) y/0.0061 : 
69:33//RATTUS NORVEGICUS (RAT)y/P1 01 64 

F-HEMBA1003461//SPIDROIN 1 (DRAGLINE SILK FIBROIN 1) (FRAGMENT).//2.3e-09:239:33//NEPHILA CLA- 
40 VIPES (ORB SPIDER).//P19837 

F-HEMBA1003463//METALLOTHIONEIN-A (MTA) (FRAGMENT) 7/1 .0:40:35//SPHAERECHINUS GRANULARIS 
(PURPLE SEA URCHIN)y/Q26497 - ■ 

F-HEMBA1003480//FUSARIC ACID RESISTANCE PROTEIN FUSB.//0.0043:96:32//BURKHOLDERIA CEPACIA 
(PSEUDOMONAS CEPACIA).//P24127. 
45 F-HEMBA1003528//36.4 KD PROLINE-RICH PROTEIN.//6.4e-15:167:33//LYCOPERSICON ESCULENTUM 

(TOMATO).//Q00451 

F-HEMBA1003531//!!!! ALU SUBFAMILY SB WARNING ENTRY ;!j!!//1 .2e-18:56:78//HOMO SAPIENS (HUMAN).// 
P39189 *' 

F-HEMBA1003538//COMPLEMENTC1 R COMPONENT PRECURSOR (EC 3.4.21 .41).//2.5e-28:136:47//HOMO 
50 SAPIENS (HUMAN)y/P00736 < 

F-HEMBA1003545//INSULIN GENE ENHANCER PROTEIN isL>2( I SLET-2) y/9.2e- 105:21 7: 85//RATTUS NOR- 
VEGICUS (RAT).//P50480 V V- ^ 
F-HEMBA1 003548 ; :- ; • 

F-HEMBA1003555//HYPOTHETICAL31.9 KD PROTEIN IN BETI-P^NI INTERGENIC REGIONy/8.7e-57:180: 
55 55//SACCHARO MYCES CEREVISIAE (BAKER'S YEAST).//P4p558 

F-HEMBA1003556//HYPOTHETICAL 1 9.2 KD PROTEIN IN COX-RER INTERGENIC REGION (ORF5) (ORF21 ).// 
0.53:97:25//BACTERIOPHAGE HPiy/P51706 

F-HEMBA1003560//GUANINE NUCLEOTIDE-BINDING PROTEIN.G(l)/G(S)/G(0) GAM MA- 2 SUBUNIT (G GAM- 
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MA-l)7/1.8e-32:71:100//BOS TAURUS (BOVINE)7/P16874 

F-H EM BA1 00356 8//ZI NO FINGER PROTEIN RFP (RET FINGER PROTEIN)7/4.1e-19:126:31//HOMO SAPIENS 
(HUM AN)7/P1 4373 . . 

F-H EM BA1003569//METASTASIS- ASSOCIATED PROTEIN MTA1 7/3.9e-83:143:74//HOMO SAPIENS (HU- 
5 MAN)7/Q13330 . ■ . 

F-HEMBA1003571//HYPOTHETICAL 8.7 KD PROTEIN (READING FFt AM E D)7/1 .0:64:25//STAPHYLOCOCCUS 
AUREUS7/P03860 ; \. f '_ «■ 

F-HEMBA1003579//CYTOTOXIN 1 (CYTOTOXIN V-ll-1) (TOXIN V(ll ) 1)7/1 .0:41 :29//NAJ A MELANOLEUCA 
(FOREST COBRA) (BLACK-LIPPED COBRA).//P01448 * " * \ 
10 F-HEMBA1003581/ATALINy/3.7e-36:52:98//MUSMUSCULUS(Mp:USE).//P26039 

F-HEMBA1003591//CHLOROPLAST 28 KD RIBONUCLEOftROTEIN PRECURSOR (28RNP)7/1 .6e-05:91 :31// 
NICOTIANA SYLVESTRIS (WOOD TOBACCO).//P 19682/ 4! vX#f :« 

F-HEMBA1003595//HYPOTHETICAL 12.0 KD PROTEIN IN 'tiSt 1-HEM2 INTERGENIC REG ION. //1 .0:55:32// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53182 
15 F-HEMBA1003597 ' rT ' ' ■ 

F-HEMBA1003598//T-CELL RECEPTOR BETA CHAIN PRECURSOR.(ANA11)//4.9e-10:85:41//ORYCTOLAGUS 
CUNICULUS (RABBIT).//P06333 

F-HEMBA1 00361 5//PUTATIVE MINOR COAT PROTEIN (ORF43).//0.086:10:70//BACTERIOPHAGE PHI-LF.// 
Q07482 

20 F-HEMBA1 00361 7//HYPOTHETICAL 36.8 KD PROTEIN C26A3.16 IN CHROMOSOME l.//4.4e-1 3:58:48// 

SCHIZOSACCHAROMYCES POMBE (FISSION Y EAST) .//Q 10 169 

F-HEMBA1003621//LONG NEUROTOXIN 1 (NEUROTOXIN A)7/0.096:40:37//OPHIOPHAGUS HANNAH (KING 
COBRA) (NAJA HANNAH).//P01387 

F-H EM BA1 003622 ; \ 

25 F-HEMBA1 003630 v I ; •;. 

F-HEMBA1 003637//!!!! ALU SUBFAMILY J WARNING ENTRY;! !!!//2.4e-13:47:74//HOMO SAPIENS (HUMAN).// 
P39188 M .vr'rio 1 • 

F-HEMBA1 003640//!!!! ALU SUBFAMILY SP WARNING .ENTRYl!!!//0.87:25:64//HOMO SAPIENS (HUMAN).// 
P39193 o \i 

30 F-HEMBA1003645//HYPOTHETICAL40.4 KD TRP-ASP REPEATS j C'6nTAINING PROTEIN C14B1 .4 IN CHRO- 

MOSOME lll7/1.8e-10:157:26//CAENORHABDITIS ELEGANS.//Q17963 

F-HEMBA1 00364 6//SERINE-ARGININE PROTEIN 55 (SRP55kCE^ANCER OF DEFORMED) (52-KD BRACK- 
ETING PROTEIN) (B52 PROTEIN)y/4.9e-05:207:27//DROSOPH!LA MELANOGASTER (FRUIT FLY).//P26686 
F-HEMBA1 003656 ' V V ; . 

35 F-HEMBA1003662//PROLINE-RICH PEPTIDE P-B7/0.57M7;52//HOMO SAPIENS (HUMAN)y/P02814 

F-HEMBA1 003667//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//6.0e-16:43:72//HOMO SAPIENS (HU- 
MAN) Y/P391 94 • • ; ,.\ / 
F-HEMBA1 003679 

F-HEMBA1 00368 0//PUTATIVE AMINOPEPTIDASE ZK353.6 IN CHROMOSOME III (EC 3.4.11 .-)y/3.9e-08: 137: 
40 27//CAENORHABDITIS ELEGANS.//P34629 

F-HEMBA1003684//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING 
PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z1 3)7/2.1 e-20:T27:4()//MUS MUSCULUS (MOUSE)7/Q60821 
F-HEMBA1003690//HYPOTHETICAL PROTEIN KIAA0288«(HA61 1.6)7/3.0e-85:201 :78//HOMO SAPIENS (HU- 
MAN) Y/P56524 

45 F-HEMBA1003692//CELL DIVISION CONTROL PROTEIN 1 7/0.1 3:69:30//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST)7/P40986 * ; . 

F-HEMBA1 00371 1//CARCINOEMBRYONIC ANTIGEN PRECURSOR (CEA) (MECONIUM ANTIGEN 100) 
(CD66E ANTIGEN).//0.021:153:26//HOMO SAPIENS (HUMAN)7/P06731 
F-HEMBA1 00371 4//ABAECIN7/0.99:34:32//BOMBUS PASGUQRUM*7/P81463 
50 F-HEMBA1003715 '/ V 

F-HEMBA1003720//LINE-1 REVERSE TRANSCRIPTASE HOMpLOG7/5.4e-34:155:56//HOMO SAPIENS (HU- 
MAN)7/P08547 . ; ^ r«c : 

F-HEMBA1003725//LINE-1 REVERSE TRANSCRIPTASE H OMOLOG 7/1 .3e-27: 181:41 //HO MO SAPIENS (HU- 
MAN) Y/P08547 ] m 
55 F-HEMBA1 003729//PTB- ASSOCIATED SPLICING FACTO R 1 ( PS F) 7/0 . 0037: 1 03 : 33//HO M O SAPIENS (HU- 
MAN)7/P23246 •' J: .,r : , 

F-HEMBA1003733//LINE-1 REVERSE TRANSCRIPTASE H OMOLOG 7/5.0e-54:210:58//HO MO SAPIENS (HU- 
MAN)7/P08547 . - I§ n , 
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F-HEMBA1003742//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.066:72:33//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q01 643 / .:• 

F-HEMBA1 003758 * T]- ' \> v 

F-HEMBA1003760//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA ;(tflFr1 ALPHA) (ARNT INTERACTING PRO- 
5 TEIN).//1.5e-51:220:52//MUS MUSCULUS (MOUSE)7/Q61221 * 

F-H EM BA1 003773 -I'lz'i-vtf <i 

F-H EM BA1 003783 >*. r -.V . 

F-HEMBA1 003784 ; ^fj't 

F-HEMBA1003799//SHORT NEUROTOXIN 1 (TOXIN AA^C) 7/0. 95:27:37//ACANTHO PHIS ANTARCTICUS 
10 (COMMON DEATH ADDER).//P01 434 ' ?"Vv*i ; 

F-HEMBA1003803//GAG POLYPROTEIN [CONTAINS: CORE^ROTEINS P15, P12, P30]7/0.46:96:34//FELINE 
SARCOMA VIRUS (STRAIN SNYDER-THEILEN)7/P03338 W,' fc 1 •« 

F-HEMBA1 003804//DN A-BINDING P52/P1 00 COMPLEX,. 100 KD SUBUNIT (FRAGMENTS) 7/0.01 9 :30:50//HO- 
MO SAPIENS (HUMAN).//P30808 ' " : 

« F-HEMBA1 003805//HYPOTHETICAL 75.0 KD PROTEIN B0280.11 IN CHROMOSOME III.//1 .8e-20:1 09:47// 

CAENORHABDITIS ELEGANS7/P42083 

F-HEMBA1 003807 . * v 

F-HEMBA1 003827//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT).//2.1e-09:23:78//OWENIA FUSI- 
FORMIS.//P21260 - 
20 F-HEMBA1003836//MOB1 PROTEIN (MPS1 BINDER 1).//2.0e-31 :134:52//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST) 7/P40484 

F-HEMBA1 003838//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//3.9e-22:39:76//HOMO SAPIENS (HUMAN).// 
P39192 ' t 

F-HEMBA1 003856 . ' ^ > 

25 F-HEMBA1 003864//HYPOTH ETICAL 39.4 KD PROTEIN^IN;MEt.1rSIS2 INTERGENIC REGION7/1.5e-15:194: 

30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P36i5l' , 

F-HEMBA1 003866//PROTEIN A39 7/0. 0027: 72:33//VACCiN iA'Vj.RUS (STRAI N COPENHAGEN).//P21 062 
F-HEMBA1003879//80 KD NUCLEAR CAP BINDING PROTEIN (NCBP 80 KD SUBUNIT) (CBP80).//2.9e-16:22: 
100//HOMO SAPIENS (HUMAN).//Q09161 . \ 

30 F-HEMBA1003880//ATP SYNTHASE PROTEIN 8 (EC 3.6;i^j((A)5L)7/0.99:39:3a//FELIS SILVESTRIS CATUS 

(CAT).//P48896 " V<:Vf^S* ' 

F-H EM BA1 003885//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//3.5e-28:47:76//HOMO SAPIENS (HUMAN).// 
P39193 . ^V^/V' - ', 

F-HEMBA1 003893//HYPOTH ETICAL 27.8 KD PROTEIN IN,VMA7-RPS25A INTERGENIC REGION 7/1 .7e-57: 
35 215:51//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53215 

F-HEMBA1 003902 
F-HEMBA1 003908 

F-HEMBA1 003926//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.3e-10:60:63//HOMO SAPIENS (HUMAN).// 
P39188 : ; ■; ' v : . 

40 F-HEMBA1003937//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!t//8.1e -29:68 :64//HOMO SAPIENS (HU- 

MAN) 7/P391 94 • - • . 

F-HEMBA1003939//PROTEIN Q300.//0.0025:24:62//MUS MUSCULUS (MOUSE)7/Q02722 
F-HEMBA1003942//EXCITATORY INSECT TOXIN BJXTR-IT PRECURSOR (BJ-XTRIT)7/0.084:67:31//BUTHO- 
TUS JUDAICUS (SCORPION) (HOTTENTOTTA JUDAIC A) 7/P56637, 
45 F-HEMBA1 003950//HYPOTH ETICAL 8.1 KD PROTEIN IN SPEA-METK INTERGENIC REGION (071)7/0.95:26: 

34//ESCHERICHIA COLI.//P46878 ' ; : tf^&l 

F-HEMBA1003953//ZINC FINGER PROTEIN MFG-1 (ZINC FINGER PROTEIN 58) (FRAGMENT).//2.5e-17:89: 
46//MUS MUSCULUS (MOUSE)7/P1 6372 i f^ v . v , : j v ... 

F-HEMBA1003958//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/4.2e-23:43:76//HOMO SAPIENS (HU- 
50 MAN)7/P08547 ..; -v^, 

F-HEMBA1 003959 ?*.$'ffi'L' 

F-HEMBA1 003976//HYPOTH ETICAL PROTEIN KIAA0076 (HAb936)y/0.99:88:28//HOMO SAPIENS (HUMAN).// 
Q14999 , * * ■', ' 

F-HEMBA1 003978//SMALL PROLINE RICH PROTEIN II (SPRrllHCLONE 930)7/0.98:1 9:57//HOMO SAPIENS 
55 (HUMAN)7/P22531 . ' 

F-HEMBA1 003985//LYSYL-TRNA SYNTHETASE (EC 6.1.1.6) (LYSINE-TRNA LIGASE) (LYSRS) (FRAG- 
MENT)7/1 .0:40:32//MYCOBACTERIUM LEPRAE 7/P46861 

F-HEMBA1 003987//HYPOTH ETICAL PROTEIN UL667/0.27:65:33//HUMAN CYTOMEGALOVIRUS (STRAIN 
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AD 169).//P 16822 . 

F-HEMBA1003989//MALE SPECIFIC SPERM PROTEIN MST84DB7/5.2e-05:64:40//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q01 643 

F-HEMBA1004000//PROTEIN Q300.//0.00042:17:82//MUS MUSCULUS (MOUSE)7/Q02722 
5 F-HEMBA1 00401 1//ALPHA-TYPE CALCITONIN GENE-RELATED PEPTIDE PRECURSOR (CGRP-1)7/0.47: 

106:32//HOMO SAPIENS (HUMAN)7/P06881 

F-H EM BA1 00401 2//ATP SYNTHASE PROTEIN 9, MITOCHONDRIAL (EC 3.6.1.34) (LIPID-BIND1NG PRO- 
TEIN). //0. 96:36 :33//PARAMECIUM TETRAURELIA7/P1 6001 

F-HEMBA1 00401 5//HYPOTHETICAL 29.3 KD PROTEIN 30280.6 .IN CHROMOSOME 1117/0.00018:90:34// 
10 CAENORHABDITIS ELEGANS7/P41997 

F-HEMBA1 004024//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//5.1 e -34 :75:80//HOMO SAPIENS (HU- 
MAN) 7/P39 194 
F-HEMBA1 004038 
F-HEMBA1 004042 

15 F-HEMBA1004045//40S RIBOSOMAL PROTEIN S27A.//1 .0:20:55//ASPARAGUS OFFICINALIS (GARDEN AS- 

PARAGUS)./^ 753 

F-HEMBA1004048//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) 7/1 .3e-06:158:35//MUS MUSCULUS 
(MOUSE)7/P05143 

F-HEMBA1004049//32 KD HEAT SHOCK PROTEIN (4-1 PROTEIN)7/0.098:106:32//DICTYOSTELIUM DISCOI- 
20 DEUM (SLIME MOLD)7/P54658 \ 

F-HEMBA1 004055//HYPOTHETICAL PROTEIN HI0258/2597/0.87:133:23//HAEMOPHILUS INFLUENZAE.// 
P43974 , . } 

F-HEMBA1 004056//!!!! ALU SUBFAMILY SB2 WARNING eNTBy;«L^//3.3e-25:39:64//HOMO SAPIENS (HU- 
MAN)7/P39191 7 ,* 

25 F-HEMBA1 004074//!!!! ALU SUBFAMILY J WARNING ENTITY H!!//9.9e-08 :3 5: 68//HOMO SAPIENS (HUMAN).// 

P39188 : : 

F-H EM BA1 004086 

F-H EM BA1 00409 7//IM MEDIATE-EARLY PROTEIN IE4(IE68) (FRAGMENT)//0.71 :95:35//HERPES SIMPLEX VI- 
RUS (TYPE 2)7/P14379 

30 F-HEMBA1004111//!!!! ALU SUBFAMILY J WARNING ENJRY-!H!//4,7e-26:84:64//HOMO SAPIENS (HUMAN).// 

P39188 

F-HEMBA1004131//SEPTIN 2 HOMOLOG (FRAGMENT)7/2,8e^34:108:63//HOMO SAPIENS (HUMAN).// 
Q14141 

F-HEMBA1 0041 32//HYPOTHETICAL PROTEIN HI1 7367/1 .0:44:34//HAEMOPHILUS INFLUENZAE7/P44300 
35 F-HEMBA1 0041 33//HYPOTHETICAL 8.5 KD PROTEIN CY274.40C7/0.89:21 :57//MYCOBACTERIUM TUBER- 

CULOSIS 7/Q1 0826 . 

F-HEMBA1 0041 38//EARLY NODULIN 75 (N-75) (NGM-75) (FRAGMENT)7/0.016:39:41//MEDICAGO SATIVA 
(ALFALFA).//P11728 

F-HEMBA 10041 43//C YTOC H RO M E C OXIDASE POLYPEPTIDE VIII PRECURSOR (EC 1.9.3.1)7/0.93:34:29// 
40 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P04039:< 

F-HEMBA1004146//BASIC PROLINE-RICH PEPTIDE P-E JIB-9)7/0.63:52:36//HOMO SAPIENS (HUMAN).// 
P02811 • \\) f ;.; 

F-HEMBA1004150//METALLOTHIONEIN-II (MT-II)7/1 .0:20:45//MUS MUSCULUS (MOUSE)7/P02798 
F-HEMBA1004164//MHALU SUBFAMILY SX WARNING ENTRY- i!!j//3,0e-13:57:71//HOMO SAPIENS (HUMAN)7/ 
45 P39195 

F-HEMBA1 0041 68//V-TYPE SODIUM ATP SYNTHASE SUBUNI J# (EC 3.6.1 .34) (NA(-k)-TRANSLOCATING AT- 
PASE SUBUNIT F)7/0.00035:90:34//ENTEROCOCCUS H I FiAE //R43437 

F-HEMBA1 0041 99//HYPOTHETICAL HELICASE K12H4.8 IN "CHROMOSOME lll.//5.1e-1 4:1 15:31// 
CAENORHABDITIS ELEGANS7/P34529 ^.>* ^v> v 

50 F-HEMBA1 004200 

F-HEMBA1004202//YPT1 -RELATED PROTEIN 1 7/2.5e-24:96:52//SCHIZOSACCHAROMYCES POMBE (FIS- 
SION YE AST) 7/P 11 620 

F-HEMBA1 004203//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//2.2e-09:48:64//HOMO SAPIENS (HUMAN).// 
P39193 

55 F-H EM BA1 004207//H Y POTH ETIC AL 8.7 KD PROTEIN IN RP.L22-RPL23 INTERGENIC REGION (ORF70).// 

0.98:51 :33//ASTASIA LONGA (EUGLENOPHYCEAN ALGA)7/P34779 

F-HEMBA1004225//METALLOTHIONEIN-II7/1.0:30:33//CANDIDA GLABRATA (YEAST) (TORULOPSIS GLA- 
BRATA).//P15114 
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F-HEMBA1004227//PUTATIVE PROTEIN PHOSPHATASE 2C (EC 3.1.3.16) (PP2C) (KIAA0015)7/5.9e-06:109: 
33//HOMO SAPIENS (HUMAN)7/P49593 • f kl* 

F-HEMBA1004238//VERY HYPOTHETICAL XYLU PROTEIN.//0.98:39:38//ESCHERICHIA COLI7/P05056 
F-HEMBA1004241//SOX-13 PROTEIN (FRAGMENT)7/0.66:36:38//MUS MUSCULUS (MOUSE).//Q04891 
5 F-HEMBA1 004246 . < . 

F-HEMBA1004248//INSULIN-INDUCED GROWTH RESPONSE PROTEIN CL-6 (IMMEDIATE-EARLY PROTEIN 
CL-6)7/1.0e-43:98:84//RATTUS NORVEGICUS (RAT)7/Q08755. 

F-HEMBA1004264//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT)7/0.014:160:28//NEPHILA CLA- 
VIPES (ORB SPIDER).//P46804 
10 F-HEMBA1 004267//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//1.8e-52:56:83//HOMO SAPIENS (HUMAN)V/ 

P39189 

F-H EM BA1 004272 \\~ 

F-H EM BA1 004274//HYPOTH ETICAL 13.0 KD PROTEIN F59B2J0 IN CHROMOSOME 1 1 17/0.00084:33:54// 
CAENORHABDITIS ELEGANS7/P34485 " > : " f ,.-, 

15 F-H EM BA1004275//HYPOTH ETICAL 56.5 KD PROTEIN IN CAJ1-HOM3 INTERGENIC REGION)/9.3e-06:125: 

27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P,40034 ; . 

F-HEMBA1004276//BETA-ADAPTIN 1 (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN BETA SUBUNIT) 
(CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 BETA LARGE CHAIN) (AP105A).//3.7e-30:239:32//HOMO SA- 
PIENS (HUMAN).//Q 10567 

20 F-HEMBA1004286//CUTICLE COLLAGEN 347/0.0027:71 :38//CAENORHABDlTIS ELEG ANS 7/P34687 

F-HEMBA1004289//PTR3 PROTEIN (SSY3 PROTEIN)7/1 :0:76:28//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YE AST) 7/P43606 \ v ■; 

F-HEMBA1 004295//DNA-BINDING P52/P100 COMPLEX, 100 KD,SUBUN IT (FRAGMENTS).//0.075:58:39//HO- 
MO SAPIENS (HUMAN)7/P30808 
25 F-H EM BA1 004306//H Y POTH ETICAL 29.3 KD PROTEIN (ORF92)7/0.020:132:30//ORGYIA PSEUDOTSUGATA 

MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) 7/0 10341. 

F-HEMBA1 00431 2//EARLY PROTEIN l73R7/0.99:65:32//AFRICAN SWINE FEVER VIRUS (STRAIN BA71V) 
(ASFV)7/P27946 ; .. 

F-HEMBA1004321//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NK10)7/4.3e-43:1 33:44// 
30 MUS MUSCULUS (MOUSE)7/Q61 967 

F-HEMBA1 004323 x 

F-H EM BA1 004327//SM ALL PROLINE-RICH PROTEIN 2-1 7/0.027:48:43//HOMO SAPIENS (HUMAN).//P35326 
F-HEMBA1004330//HOMEOBOX PROTEIN ENGRAILED-1 (HU-EN-1)7/0.46:70:34//HOMO SAPIENS (HU- 
MAN)7/Q05925 . , j (, . .J- 

35 F-HEMBA1004334//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/7.7e-05:83:34//HOMO SAPIENS (HU- 

MAN)7/P08547 , . .- \ . 

F-HEMBA1 004335//!!!! ALU SUBFAMILY SXWARNING ENTRYJ.!!!//2.0e-24:41:80//HOMO SAPIENS (HUMAN).// 
P39195 , 

F-HEMBA1004341//PROLINE-RICH PROTEIN MP-3 , (FRAGMENT) 7/2.8e-06: 148 :35//M US MUSCULUS 
40 (MOUSE)7/P05143 

F-HEMBA1 004353//!!!! ALU SUBFAMILY SXWARNING ENTRY !!!l//2.2e-29:57:80//HOMO SAPIENS (HUMAN).// 
P39195 . - 

F-HEMBA1004354//CHL1 P ROTEIN 7/0.01 7:40:40//SACCHAROM YCES CEREVISIAE (BAKER'S YEAST).// 
P22516 ^ ;i g 

« F-H EM BA1 004356 

F-HEMBA1004366//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.00045:49:46//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-HEMBA1004372//VERY HYPOTHETICAL 20.6 KD PROTEIN C56F8.15 IN CHROMOSOME 17/1.0:125:28// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//QI0263 
50 F-HEMBA1 004389//HY POTH ETICAL 1 1 3.1 KD PROTEIN ,IN PRE5-FET4 INTERGENIC REGION7/0.76: 170:25// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/Q04893 
F-HEMBA1 004394 

F-HEMBA1004396//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/1 .2e-10:72:51//HOMO SAPIENS (HU- 
MAN)7/P08547 : ,.« -.: - 

55 F-HEMBA1 004405 " .V .* 

F-HEMBA1 004408//PEPTIDYL- PROLYL CIS-TRANS ISOM ERASE 1 0 (EC 5.2. 1 .8) (PPIASE) (ROTAMASE) (CY- 
CLOPHILIN-10)7/2.7e-29:146:48//CAENORHABDITIS ELEG ANS 7/P5201 7 

F-HEMBA1 004429//!!!! ALU SUBFAMILY SB2 WARNING ENTRY [!!!//0.0019:47:59//HOMO SAPIENS (HU- 

- 1...... j 
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MANJ7/P39191 

F-HEMBA1 004433//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//1 .1 e-20:47:68//HOMO SAPIENS (HUMAN).// 
P39192 

F-HEMBA1 004460//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//6.2e-64:134:69//HOMO SAPIENS (HU- 
5 MAN)7/P39193 

F-HEMBA1004461//METALLOTHIONEIN-LIKE PROTEIN 1 7/1.0:39:35//PISUM SATIVUM (GARDEN PEA).// 
P20830 

F-HEMBA1004479//HYPOXIA-INDUC1BLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INTERACTING PRO- 
TEIN) 7/9.7e-43:1 01 :48//MUS MUSCULUS (MOUSE)7/Q61221 • 
10 F-HEMBA1004482//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34)7/1 .0:41 :36//CANDIDA GLABRATA (YEAST) 

(TORULOPSIS GLABRATA).//P05040 

F-HEMBA1 004499//TUBULIN BETA CHAIN 7/0.00021 :55:36//C£ENORHABDITIS ELEGANS7/P52275 
F-HEMBA1 004502 " >': f y*' 

F-HEMBA1 004506//HYPOTHETICAL PROTEIN ORF-1.137://5.3-11;119:35//MUS MUSCULUS (MOUSE).// 
15 P11260 

F-HEMBA1004507//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66)7/0.00072:90:37//HOMO 
SAPIENS (HUMAN)7/Q1 5428 

F-H EMBA1 004509//HYPOTH ETICAL 52.2 KD PROTEIN IN MPR1-GCN20 INTERGENIC REG(ON7/6.3e-28:169: 
42//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P43589 
20 F-HEMBA1 004534//EN DOTH ELI AL ACTIN-BINDING PROTEIN (ABP-280) (NONMUSCLE FILAMIN) (FILAMIN 

1)7/1 .3e-80:226:66//HOMO SAPIENS (HUM AN).//P21 333 

F-HEMBA1 004538//HYPOTH ETICAL PROTEIN MJ07647/0.96:28:35//METHANOCOCCUS JANNASCHII.// 
Q58174 

F-HEMBA1 004542//METALLOTHIONEIN (MT) 7/0.78:36:41 //GADUS MORHUA (ATLANTIC COD).//P51902 
25 F-HEMBA1 004554 m ' ^ 

F-HEMBA1 004560//HYPOTH ETICAL PROTEIN KIAA0281 (HA6725).//4.2e-15:56:69//HOMO SAPIENS (HU- 
MAN)7/Q92556 , ... / >. 

F-HEMBA1004573//CIRCUMSPOROZOITE PROTEIN ' PRECURSOR (CS)7/0.65:31 :58//PLASMODIUM 
BERGHEI.//P06915 

30 F-HEMBA1 004577//!!!! ALU SUBFAMILY SX WARNING EfSlTRY !!!!//3.9e-08:35:80//HOMO SAPIENS (HUMAN).// 

P39195 ; y ( . ,-.v >■ 

F-HEMBA1004586//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//6.6e-08:64:54//HOMO SAPIENS (HU- 
MAN)7/P39194 ; v;V;>^ v ,.. 

F-HEMBA1004596//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN C (HNRNP C) (HNRNP CORE 
35 PROTEIN C) (FRAGMENT) 7/0.00057:88:31 //RATTUS NORVEG ICU S (RAT) 7/P1 71 32 

F-HEMBA1 004604//COLLAGEN ALPHA2(XI) CHAIN PRECURSOR (FRAGMENT)7/0.045:37:45//MUS MUSCU- 
LUS (MOUSE)7/Q64739 \ r i .; 

F-HEMBA1004610//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.3e-1 1 :73:54//HOMO SAPIENS (HUMAN).// 
P39188 ; ,rr: 
40 F-HEMBA1004617 

F-HEMBA1 004629 • J$ 

F-HEMBA1 004631 //HYPOTH ETICAL 78 KD PROTEIN IN WAPA-LICt INTERGENIC REGION 7/1 .0:36 ^//BA- 
CILLUS SUBTILIS7/P42303 

F-HEMBA1 004632//PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR (LIGHT-HARVESTING 
45 8.0 KD POLYPEPTIDE).//0.86:48:35//SYNECHOCOCCUS ELONGATUS NAEGELI7/P20453 

F-HEMBA1 004637//HYPOTH ETICAL 83.6 KD PROTEIN R05D3.2 IN CHROMOSOME 1 117/1 .7e-32: 159:42// 
CAENORHABDITIS ELEGANS7/P34535 -! ' 

F-H E M BA1 004638//H Y POTH ETICAL PROLINE-RICH PROTEIN (FRAGMENT) 7/2. 8e-06:50:46//O WEN I A FUSI- 
FORMIS7/P21260 ! " ' ' :? 

50 F-HEMBA1004666//TOXIN S6C47/1 .0:36:30//DENDROASPIS JAMESONI KAIMOSAE (EASTERN JAMESON'S 

MAMBA).//P25682 ^ -\* 

F-HEMBA1004669//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 
SRP75)7/1.6e-12:105:42//HOMO SAPIENS (HUMAN)7/Qb817Q- : 

F-HEMBA1 004670//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR7/2.5e-06:62:45//HOMO SAPIENS (HU- 
55 MAN)7/P02452 ; 'X^%c '-' 

F-H E M BA1 004672//H Y POTH ETICAL PROTEIN MJ0437.//0-9^37^9//METHANOCOCCUS JANNASCHII.// 
Q57879 . '-.5, r 

F-HEMBA1004693//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN, 
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TYPE B) (NMMHC-B).//0.00035:217:23//HOMO SAPIENS (HUMAN)7/P35580 

F-HEMBA1 004697//IMMUNOGLOBULIN G BINDING PROTEIN H PRECURSOR (PROTEIN H).//0.058:118:30// 
STREPTOCOCCUS PYOGENES.//P50470 

F-HEMBA1 004705//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//6.8e-09:43:72//HOMO SAPIENS (HUMAN).// 
5 P39188 

F-HEMBA1 004709//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//8.8e-18:50:84//HOMO SAPIENS (HUMAN).// 
P39189 

F-HEMBA1 00471 1//ETS -RELATED PROTEIN 71 (ETS TRANSLOCATION VARIANT 2)7/0.0027:1 48:30//HOMO 
SAPIENS (HUMAN) 7/000321 . ,v '/ 

10 F-HEM BA1 004725//CUTICLE COLLAGEN 27/0.0051:41 :41//CAENORHABDITIS ELEGANS.//P17656 

F-HEMBA1004730//LINE-1 REVERSE TRANSCRIPTASE HOm6lOG7/1 .4e-22:210:37//HOMO SAPIENS (HU- 
MAN)7/P08547 , 

F-HEMBA1 004733//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.7e-07:50:62//HOMO SAPIENS (HUMAN).// 
P39188 

15 F-HEMBA1004734//UBIQUITIN-CONJUGATING ENZYM E . E2-1 8 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42)7/9.9e-39:143:52//ARABIDOPSIS THALIANA (MOUSE-EAR 
CRESS).//P42743 

F-HEMBA1004736//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/4.1e-60:210:61//HOMO SAPIENS (HU- 
MAN)7/P08547 

20 F-HEM BA1 004748 • v 

F-HEMBA1 004751//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.8e-20:88:63//HOMO SAPIENS (HUMAN).// 
P39188 

F-HEMBA1004752//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) 7/0.0043: 126:34// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG)7/P17437 . ; . 
25 F-HEMBA1004753//!!!! ALU SUBFAMILYSP WARNING ENTRY : !!!!//7.8e-28:47:78//HOMO SAPIENS (HUMAN).// 

P39193 ; v : 

F-HEM BA1 004756//HYPOTH ETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION.//0.22:77:27// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P39981 
F-HEMBA1 004758 , tJ| 

30 F-HEM BA1 004763//HYPOTH ETICAL PROLINE-RICH PROTEIN (FRAGMENT) 7/1 .1e-06:58:43//OWENIA FUSI- 

FORM IS. //P2 12 60 , (iiitf * 

F-HEMBA1004768//LINE-1 REVERSE TRANSCRIPTASE HOM0;LQG7/4.7e-65:298:53//HOMO SAPIENS (HU- 
MAN)7/P08547 , ; y> 

F-HEMBA1 004770 ^iM-'l? ., 

35 F-HEMBA1004771 / V 

F-HEMBA1004776//GRANULIN 1 7/0.78:28:42//CYPRINUS CARRJQ (COMMON CARPJ7/P81013 
F-HEMBA1 004778 . 

F-HEMBA1004795//CDC4-LIKE PROTEIN (FRAGMENT) 7/6.9e-20:74:63//HOMO SAPIENS (HUMAN)7/P50851 
F-HEMBA1004803//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//1.4e-22:58:86//HOMO SAPIENS (HU- 
40 MAN)7/P08547 

F-HEMBA1004806//HYPOTHETICAL24.3 KD PROTEIN IN PSBH-RPL11 INTERGENIC REGION (ORF182).// 
0.72:75:33//CYANOPHORA PARADOXA7/P48324 
F-HEMBA1 004807 
F-HEMBA1004816 

45 F-HEMBA1004820//HEMOLYMPH TRYPSIN INHIBITORS (BPI-TYPE) (FRAGMENT)7/1 .0:50:38//MANDUCA 

SEXTA (TOBACCO HAWKMOTH) (TOBACCO HORNWORM)7/P26226 

F-HEMBA1004847//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68)7/3.0e-76:1 71 :91//CANIS FA- 
MILIARIS (DOG)7/Q00004 

F-HEMBA1004850//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS) 7/3.0e-05:64:43//BOS TAURUS (BO- 
50 VINE)7/P25508 

F-HEMBA1004863//TOXIN C13S1C1 PRECURSOR7/0.38:52:30//DENDROASPIS ANGUSTICEPS (EASTERN 
GREEN MAMBA)7/P1 8329 />-/ .;. 

F-HEMBA1004864//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN) (FRAGMENT)7/0.89:24:50// 
HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLAf E) (HIV-1)7/P04612 
55 F-HEMBA1004865 
F-HEMBA1 004880 

F-HEMBA1 0048 89//SM ALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N) 7/0.66:23 :47//HOMO SAPIENS 
(HUMAN)7/P22532 " " ' 



1602 



EP1 074 617 A2 



F-HEMBA1 004900 

F-HEMBA1 004909 • , r ;' 

F-HEMBA1 00491 8//CHLOROPLAST30S RIBOSOMAL PROTEIN S8 (FRAGMENT)7/0.56:37:32//SPINACIAOL- 
ERACEA (SPINACH)7/P09597 
5 F-HEMBA1 004923//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! !!//3,5e-24:44:68//HOMO SAPIENS (HUMAN).// 

P39188 m . -A ,, , 

F-HEMBA1004929//ATP SYNTHASE PROTEIN 8 (EC 3 .6U .3*4) (A6L) 7/0.97:39 :38//STRONGYLOCENTROTUS 
PURPURATUS (PURPLE SEA URCHIN)7/P15997 i v 

F-HEMBA1004930//LINE-1 REVERSE TRANSCRIPTASE HOMQL6G7/6.6e-15:64:59//HOMO SAPIENS (HU- 
10 MAN)7/P08547 \- '. 

F-HEMBA1004933//VASODILATOR-STIMULATED PHOSPHOPROTEIN (VASP)7/0.34:58:41//HOMO SAPIENS 
(HUMAN)7/P50552 ^ . ■ . 

F-HEMBA1 004934 ' ' 

F-HEMBA1 004944 

15 F-HEMBA1 004954//NADH-UBIQU INONE OXIDOREDUCTASE "CHAIN 3 (EC 1 .6.5. 3)7/0. 58: 78 .^//PARA- 

MECIUM TETRAURELIA7/P1 5579 * v "' . 

F-HEMBA1 004956//HYPOTHETICAL 18.8 KD PROTEIN (ORF4)7/0.98:57:31//PARAMECIUM TETRAURELIA.// 
P15605 

F-HEMBA1 004960//HYPOTHETICAL 12.6 KD PROTEIN-(ORFJ) (RETRON EC67)7/1.0:58:27//ESCHERICHIA 
20 COLI.//P21324 

F-HEMBA1 004972 

F-HEMBA1 004973//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.90:55:30//HOMO SAPIENS 
(HUMAN).//P22531 \ r ', : " ( 

F-HEMBA1 004977 - 
25 F-HEMBA1 004978 

F-HEMBA1004980//MOTILIN PRECURSOR7/0.088:79:31//M/&ACA MULATTA (RHESUS MACAQUE) 7/0 18811 
F-HEMBA1004983//10 KD CHAPERONIN (PROTEIN CPN10) (PROTEIN GROES)7/0.87:51 :31//BUCHNERA 
APHIDICOLA7/Q59176 f ^ ' \ 

F-HEMBA1004995//MYOCYTE-SPECIFIC ENHANCER FACTOFt 2 B (SERUM RESPONSE FACTOR-LIKE PRO- 
30 TEIN 2) (XMEF2) (RSRFR2).//0.17:52:40//HOMO SAPIENS;(H0%N)7/QO2O8O 

F- H E M B A 1 0050 08//M ETALLOTH I O N E I N (MT).//1 .0:52:32//CRASSOSt REA VIRGINICA (EASTERN OYS- 
TER).//P23038 - >- \6U 

F-HEMBA1005009//ACTIN7/3.5e-27:171 :38//CANDIDA ALBICANS (YEAST) 7/P 14235 

F-HEMBA1 00501 9//HYPOTHETICAL PROTEIN HI1 2227/0.1 3:58:31//HAEMOPHILUS I N FLU E NZAE 7/P441 29 
35 F-HEMBA1005029//P2Y PURINOCEPTOR 5 (P2Y5) (PURINERGIC RECEPTOR 5) (6H1 )7/0.76:72:31//GALLUS 

GALLUS (CHICKEN)7/P32250 , • - 

F-HEMBA1005035//HOMEOBOX PROTEIN HB9 7/0.0086 :60:40//HOMO SAPIENS (HUMAN)7/P50219 
F-HEMBA1 005039//SMALL PROLINE-RICH PROTEIN II (SPR-H) (CLONE 174N) 7/0.47:49 :32//HOMO SAPIENS 
(HUMAN)7/P22532 ! 
40 F-HEMBA1 00 5047//RAS- RELATED PROTEIN RAB-24 (RAB-1 6)7/1 .5e-1 9:39:1 00//MUS MUSCULUS 

(MOUSE)7/P35290 " 

F-HEMBA1 005050//COLLAGEN ALPHA 1 (XII) CHAIN (FRAGMENTS)7/0.074:34:44//BOS TAURUS (BOVINE).// 
P25508 i, . . . 

F-HEMBA1 005062 

45 F-HEMBA1005066//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/2.1e-44:126:65//HOMO SAPIENS (HU- 

MAN)7/P08547 

F-HEMBA1 005075//SU PPRESSOR PROTEIN SRP407/0.35:?6:31//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) 7/P32583 ■ •> 

F-HEMBA1 005079//!!!! ALU SUBFAMILY SB2 WARNING 'ENJRY !!!!//3.6e-20:75:64//HOMO SAPIENS (HU- 
50 MAN)7/P39191 * ^Ai'jr^^ 

F-HEMBA1 005083//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS)7/0.00015:72:34//BOS TAURUS (BO- 
VINE). //P2550 8 ;• .yy&i 

F-HEMBA1 0051 01//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN 27C (HNRNP 48) (HRP48.1).// 
4.8e-10:176:25//DROSOPHILA MELANOGASTER (FRUIT FLY)7/R48809 
55 F-HEMBA1005113 - ' 

F-HEMBA1005123//!!!! ALU SUBFAMILY SQ WARNING v ENJRY.!!!!//3.6e-24:99:60//HOMO SAPIENS (HU- 
MAN)7/P39194 

F-HEMBA1005133//HYPOTHETICAL 13.5 KD PROTEIN IN M.OB1-SGA1 INTERGENIC REG ION 7/0. 11:22:54// 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40490 . 

F-HEMBA1005149//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.7e-1 6:59:71 //HOMO SAPIENS (HUMAN).// 
P39188 o ; v ; V » 

F-HEMBA1005152//GENOME POLYPROTEIN 2 [CONTAINS:. HELPER COMPONENT PROTEINASE (EC 
5 3.4.22.-) (HC-PRO); 70 KD PROTEIN].//1 .0:77:27//BARLEY- YEILOW MOSAIC VIRUS (JAPANESE STRAIN II- 

1) (BAYMV).//Q01207 ' r'^:f^ : . 

F-HEMBA1 0051 59//NADH-UBIQUINONE OXIDOREDUCTASb'CHAIN 4L (EC 1 .6.5.3).//0.40:53:33//APIS MEL- 
LI FERA (HONEYBEE) 7/P34859 

F-HEMBA1005185//MYOSIN IB HEAVY CHAIN.//0.011 :58:48//6l ( CTYOSTELIUM DISCOIDEUM (SLIME 
10 MOLD).//P34092 ' ^ 

F-H EM BA1 00520 1 //HY POTH ETIC AL 56.6 KD PROTEIN C16C&03 IN CHROMOSOME l.//3.9e-67:241 :53// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q0981 7 

F-HEMBA1005202//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68)7/3.8e-124:257:95//CANIS 
FAMILIARIS (DOG)7/Q00004 
15 F-HEMBA1 005206//CUTICLE COLLAGEN 1 7/0.010:1 18:33//CAENORHABDITIS ELEGANS.//P08124 

F-HEMBA1 00521 9//PTB-ASSOCIATED SPLICING FACTOR (PSF)y/0.99:85:40//HOMO SAPIENS (HUMAN).// 
P23246 

F-HEMBA1 005223//HYPOTHETICAL GENE 1.05 PROTEIN.//0.31 :75:28//BACTERIO PHAGE T3.//P07715 
F-HEMBA1005232//HYPOTHETICAL 7.8 KD PROTEINy/0.99:48:29//VACCINIA VIRUS (STRAIN WR), AND 
20 VACCINIA VIRUS (STRAIN COPENHAGEN)y/P20544 .-. =;■ , 

F-HEMBA1 005241//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//1 .4e-28: 138: 55//HO MO SAPIENS (HU- 
MAN)7/P39193 

F-HEMBA1 005244//SMALL PROLINE RICH PROTEIN II (SP^-II^CLONE 930)7/0.01 4:39:41//HOMO SAPIENS 
(HUMAN)7/P22531 , . 

25 F-HEMBA1005251//ATP SYNTHASE PROTEIN 8 (EC 3.6.^1 .34)\A6L)7/0.55: 15:46//DICENTRARCHUS LABRAX 

(EUROPEAN SEA BASS)7/Q36362 r$\:Z 

F-HEMBA1005252//EC PROTEIN HOMOLOG (Zl N C -M ETALllOTH idKl E I N CLASS ll).//0.088:33:42//ZEA MAYS 
(MAIZE).//P43401 ' . • > ^/.j, ■ 

F-HEMBA1 005274 ; ; 
30 F-HEMBA1005275//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0.96:42:45//HOMO SAPIENS (HUMAN).// 

P39188 

F-HEMBA1 005293//PROBABLE COATOMER BETA' SUBUNITXBETA'-COAT PROTEIN) (BETA'-COP) 7/0.55: 98: 
30//CAENORHABDITIS ELEGANS7/Q20168 r /, 

F-HEMBA1005296//MUCIN 2 PRECURSOR (INTESTINAL MUCIN' 2).//0.095:75:34//HOMO SAPIENS (HU- 
35 MAN)7/Q02817 

F-HEMBA1005304//IIII ALU SUBFAMILY SB WARNING ENTRY !!!!//5.4e-33:103:74//HOMO SAPIENS (HU- 
MAN)7/P39189 

F-HEMBA1005311//PERIOD CLOCK PROTEIN (FRAGMENT).//0.99:45:31//DROSOPHILA SALTANS (FRUIT 
FLY).//Q04536 

40 F-HEMBA1 00531 4//HY POTH ETIC AL 6.3 KD PROTEIN T19C3.3 IN CHROMOSOME III. //0. 98: 30:30// 

CAENORHABDITIS ELEGANS7/Q 10009 

F-HEMBA1 00531 5//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/1 .le-05:35:51//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-HEMBA1 00531 8//OLFACTORY RECEPTOR-LIKE PROTEIN. COR8 (FRAGMENT).//0.57:44:38//GALLUS 
45 GALLUS (CHICKEN) 7/Q989 13 ,>....: 

F-HEMBA1 005331 //I MM ED I ATE- EARLY PROTEIN IE18oWo.^ VIRUS (STRAIN IN- 

DIANA-FUNKHAUSER/ BECKER) (PRV)y/P11675 J .W*.^' 

F-HEMBA1 005338//CARTI AGE MATRIX PROTEIN PRECURSOR } (MATRILIN-1 )7/1 .8e-55:1 99:59//GALLUS 
GALLUS (CHICKEN)y/P05099 V " " [ , 

50 F-HEMBA1 005353//CHLOROPLAST 30S RIBOSOMAL PROTEINS1>7/0.88:33:36//PORPHYRA PURPUREA.// 

P51305 . r: \ ^:.: 

F-HEMBA1005359//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//1 .1e-68:255:48//HOMO SA- 
PIENS (HUMAN).//P51 522 V' r .t lf ^f f y ■ 

F-HEMBA1 005367//ALPHA-AMYLASE INHIBITOR AAI7/1 0:25:40//AMARANTHUS HYPOCHONDRIACUS 
55 (PRINCE'S FEATHER).//P80403 * ' 

F-HEMBA1 005372 ' ~, .? 

F-HEMBA1005374//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//2.0e-34:92:75//HO MO SAPIENS (HU- 
MAN)7/P39194 
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F-HEMBA1005382//APOLIPOPROTEIN C-ll (APO-CII).//0.99!39:33//BOS TAURUS (BOVINE).//P19034 
F-HEMBA1005389//HYPOTHETICAL 70.0 KD PROTEIN IN DNAK. 3'REGION (ORF4).//0.82:1 64:31 //LACTO- 
COCCUS LACTIS (SUBSP. LACTIS) (STREPTOCOCCUS LACTIS).//P42377 

F-HEMBA1 005394//HYPOTHETICAL 8.9 KD PROTEIN IN.-IEO-IEI INTERGENIC REGI ON. 110. 98:44:38// 
5 AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS ( ACM N P V) .//P4 1 703 

F-HEMBA1 005403//SPERM HISTONE P2 PRECURSOR (PROTAMINE MP2).//0.066:64:29//MUS MUSCULUS 
(MOUSE).//P07978 

F-HEMBA1005408//50S RIBOSOMAL PROTEIN L33.//0.77:32:25//BACILLUS SUBTILIS.//Q06798 
F-HEMBA1 00541 0//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
10 (EC 2.7.7.49); ENDONUCLEASE]7/0.0065:38:52//MUS MUSCULUS (MOUSE)y/P11369 

F-H EM BA 1005411 //TOXIN S4C8.//0.16:46:28//DENDROASPIS JAMESONI KAIMOSAE (EASTERN JAMES- 
ON'S MAMBA).//P25683 

F-HEMBA1005423//CYCLIN-DEPENDENT KINASE 6 INHIBITOR (P18-INK6) (CYCLIN-DEPENDENT KINASE 
4 INHIBITOR C) (P18-INK4C).//4.3e-09:29:96//HOMO SAPIE^JS.(HUMAN)y/P42773 
15 F-HEMBA1005426//TOXIN C10S2C2.//0.99:49:34//DENDROASPIS ANGUSTICEPS (EASTERN GREEN MAM- 

BA).//P25684 ; 'V; 

F-HEMBA1 005443//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.9e-16:78:60//HOMO SAPIENS (HUMAN).// 
P39188 .4:^ -A: 

F-HEMBA1005447//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L).//0.99:57:31//DASYPUS NOVEMCINCTUS 
20 (NINE-BANDED ARMADILLO).//021 329 > V' ; 

F-HEMBA1 005468//NADH-UBIQUINONE OXI DO REDUCTASE CHAIN 1 (EC 1.6.5.3) (FRAGMENTS).//0.68:41 : 
31//ARTEMIA SALINA (BRINE SHRIMP)7/P19040 J r. : ;yfc . 

F-HEMBA1 005469 j :->. jj\$y. 

F-HEMBA1005472//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/1 .5e-39:142:70//HOMO SAPIENS (HU- 
25 MAN)7/P08547 ' ,.. S r% < 

F-HEMBA1 005474//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//5.8e-10:44:68//HOMO SAPIENS (HU- 
MAN)7/P39194 . r 

F-HEMBA1005475//U1 SMALL NUCLEAR RIBONUCLEOPROTEIN 70 KD (U1 SNRNP 70 KD) (SNRP70).//9.2e- 
14:179:33//HOMO SAPIENS (HUMAN)y/P08621 
30 F-HEMBA1 005497 

F-HEMBA1005500//60S RIBOSOMAL PROTEIN L37y/0.11 :53:33//SCHISTOSOMA MANSONI (BLOOD 

FLUKE)y/044125 \ • '■; 

F-HEMBA1005506 

F-HEMBA1005508 

35 F-HEMBA1005511//!!!! ALU SUBFAMILY SQ WARNING ENTRY < J!!!//3.5e-30:92:73//HOMO SAPIENS (HUMAN).// 

P39194 m ' t 

F-HEMBA1 00551 3//M ALES- ABSENT ON THE FIRST PROTEIN (EC 2.3.1 .-)y/2.0e-39:95:61//DROSOPHILA 
MELANOGASTER (FRUIT FLY).//O02193 

F-HEMBA1 00551 7//PROLINE-RICH PROTEIN MP-2 [ PREpURSORy/2. 1 e-06:56:44//MUS MUSCULUS 

40 (mouse) .//P051 42 , ■;. 

F-HEMBA1 00551 8//COLLAGEN ALPHA 1(1) CHAIN (FRXGMENTS).//5.8e-05:192:33//BOS TAURUS (BO- 
VINE)y/P02453 '[X a - « v -. 

F-HEMBA1005520//!!!! ALU SUBFAMILY J WARNING ENTf?t.!!!!/2.0e-18:87:57//HOMO SAPIENS (HUMAN).// 
P39188 . t 'J ..!'.'/, ■ 

45 F-HEMBA1005526//!!!! ALU SUBFAMILY SB2 WAR N I N G - E NT 0 Y- ! ! ! !/5 . 1 e-22 :77 : 54//H OMO SAPIENS (HU- 

MAN)y/P39191 ; 

F-H EM BA1 005528//CC R4- ASSOC I ATED FACTOR 1 (CAF1 )://!. 2e-81 :157:98//MUS MUSCULUS (MOUSE).// 
Q60809 

F-HEMBA1005530//POLLEN ALLERGEN AMB P 5-A PRECURSOR (AMB P V-A)y/0.98:19:47//AMBROSIA PSI- 
50 LOSTACHYA (WESTERN RAGWEED).//P431 74 

F-HEMBA1 005548//TRANSCRIPTION FACTOR MAF1 .//1 ,4e-72:137:97//RATTUS NORVEGICUS (RAT).// 
P54842 . . 

F-HEMBA1 005552//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//1 .7e-29:47:78//HOMO SAPIENS (HUMAN).// 
P39193 

55 F-HEMBA1 005558//HYPOTH ETICAL 25.6 KD PROTEIN IN ABF2-CHL12 INTERGENIC REGIONy/1 .6e-20:202: 

30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Qp.4272 
F-HEMBA1 005568 

F-HEMBA1 005570//NADH-UBIQUINONE OXIDOREDUQTASE CHAIN 6 (EC 1 .6.5.3).//1. 0:80:31// 

* - * ■ * 1 

\ r * ' ■- 
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CAENORHABDITIS ELEGANS7/P24885 • " 

F-HEMBA1005576//TRANSMEMBRANE PROTEIN SEX PRECURSOR.//8.5e-58:152:75//HOMO SAPIENS (HU- 
MAN)7/P51805 

F-HEMBA1005577//KERATIN, HIGH-SULFUR MATRIX PROTEIN, B2A7/0.98:57:36//OVIS ARIES (SHEEP).// 
5 P02438 

F-HEMBA1005581//SLIT PROTEIN PRECURSORS ,1e-62:254:41//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//P24014 

F-H EM BA1 005582//DYN ACTI N , 150 KD ISOFORM (150 KD' DYNEIN-ASSOCI ATED POLYPEPTIDE) (DP-150) 
(DAP-150) (P150-GLUED).//0.0091:189:29//RATTUS NORVEGICUS (RAT).//P28023 
10 F-HEMBA1 005583//HYPOTH ETICAL 41.2 KD PROTEIN IN CPS REGION (ORF7).//0.83:119:23//KLEBSIELLA 

PNEUMONIAE.//Q48453 

F-HEMBA1 005588//!!!! ALU SUBFAMILY J WARNING ENTRY HH//1 .9e-17:108:53//HOMO SAPIENS (HUMAN),// 
P39188 ■ : ' : 'V'- 

F-HEMBA1005593//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N)7/0.23:24:54//HOMO SAPIENS 
15 (HUMAN).//P22532 •-;/:?•".. 

F-HEMBA1005595//DYNEIN HEAVY CHAIN, CYTOSOUC (DYHC).//2;7e-39:257:39//DICTYOSTELIUM DISCOI- 
DEUM (SLIME MOLD)7/P34036 

F-H EM BA1 005606 /• 
F-HEMBA1005609//!!!! ALU SUBFAMILYSC WARNING ENW 
20 P39192 • 

F-HEMBA1005616//LATE CONTROL GENE B PROTEIN (GPB) 7/0.48:51 :33//BACTERIOPHAGE 186.//P08711 
F-HEMBA1005621//MITOTIC MAD2 PROTE1N7/1 .2e-06:137:32//SACCHAROMYCES CEREVISIAE (BAKER'S 
YEAST) 7/P40958 • y 

F-H EM BA1 005627//HYPOTH ETICAL 17.1 KD PROTEIN IN PUBS 3' REGION. I/O. 18:1 00 :32//SACCHAROMY- 
25 CES CEREVISIAE (BAKER'S YEAST).//P38898 & . 

F-HEMBA1005631 ; 

F-H EM BA1005632//HYPOTH ETICAL 7.4 KD PROTEIN.//0.32:59:32//VACCINIA VIRUS (STRAIN WR)7/P04309 
F-HEMBA1 005634//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.6e-14:93:58//HOMO SAPIENS (HUMAN).// 
P39188 w r w - 

30 F-H EM BA1005666//HYPOTH ETICAL PROTEIN KIAA01 297/2. te-05:126:25//HOMO SAPIENS (HUMAN).// 

Q14142 

F-HEMBA1 005670 

F-HEMBA1005679//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//2.2e-08:40:72//HOMO SAPIENS (HU- 
MAN) 7/P08547 1 tl'tt'T 
35 F-HEMBA1 005680//SMALL PROLINE-RICH PROTEIN 2 : 1 7/0,0,15: 19:47//HOMO SAPIENS (HUMAN)7/P35326 
F-HEMBA1 005685 v ' V s ' [ 

F-HEMBA1005699//EPHRIN-B3 PRECURSOR (EPH-RELATED* RECEPTOR TYROSINE KINASE LIGAND 8) 
(LERK-8) (EPH-RELATED RECEPTOR TRANSMEMBRANE LIGAND ELK-L3).//4.2e-38:98:81//HOMO SAPIENS 
(HUMAN)7/Q15768 . ■ 

40 F-HEMBA1005705//PROTEIN Q300.//0.11 :23:56//MUS MUSCULUS (MOUSE).//Q02722 

F-HEMBA1005717 . / 1 , .7 

F-HEMBA1005732//BACTENECIN 7 PRECURSOR (BAC7)7/o!22;55:41//OVIS ARIES (SHEEP)7/P50415 
F-HEMBA1005737//CALCINEURIN B SUBUNIT (PROTEIN 'PHOSPHATASE 2B REGULATORY SUBUNIT).// 
4.5e-18:167:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P25296 
45 F-HEMBA1 005746 a \ ; - • 

F-HEMBA1005755//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGV/7.4e-30:69:65//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-HEMBA1005765//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//2.8e-19:60:63//HOMO SAPIENS (HU- 
MAN)7/P39194 

50 F-HEMBA1005780//METALLOTHIONEIN-I (MT-1).//1 .0:31 :38//CpLUMBA LIVIA (DOMESTIC PIGEON).// 

P15786 < V ; , 

F-HEMBA1005813 ' : 

F-HEMBA1 00581 5//CALPAIN, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (MU/M-TYPE).//1 .0e-23:200:31//GALLUS GALLUS (CHICKEN) .//P00789 
55 F-HEMBA1005822//PROTEIN Q300.//0.0016:21 :80//MUS^ } MUSCULUS (MOUSE).//Q 02722 F- 

HEMBA1 005829//!!!! ALU SUBFAMILY SQ WARNING ENTRY !H!//9.6e-33:96:73//HOMO SAPIENS (HUMAN).// 
P39194 ■ 

F-HEMBA1005834//LINE-1 REVERSE TRANSCRIPTASE .HOMOLOG.//1 .6e-22: 103 :46//NYCTlCEBUS COU- 

. ■ I V v. 

/ 

1 ~ * l\t - - 

■. - . . 
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CANG (SLOW LORIS)y/P08548 

F-HEMBA1005852//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) 7/8. 8e-06:95:35//MUS MUSCULUS 
(MOUSE).//P05143 

F-HEMBA1 005853//HYPOTH ETICAL PROTEIN 
5 MJ06477/0.39:28:39//METHANOCOCCUS JANNASCHII7/Q58063 

F-HEMBA1 005884 

F-HEMBA1 00589 1//HYPOTH ETICAL PROTEIN MTH1 377/0.95:5 1 :27//METH ANOBACTE Rl UM THERMOAU- 
TOTROPHICUM7/O26240 

F-HEMBA1 005894//!!!! ALU SUBFAMILY SXWARNING ENTRY !!!!//2.6e-29:81 :71//HOMO SAPIENS (HUMAN)V/ 
10 P39195 

F-HEMBA1 005909//HYPOTH ETICAL 8.2 KD PROTEIN -B0353.1 IN CHROMOSOME 1117/0.98:19:52// 
CAENORHABDITIS ELEGANS7/Q 10958 . , 

F-HEMBA1 005911//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 ,9e-27:86:70//HOMO SAPIENS (HUMAN).// 
P39188 .. ; r ^- 

15 F-HEMBA1 005921//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .3e-38:99:81//HOMO SAPIENS (HU- 

MAN)7/P39194 

F-HEMBA1005931//ZINC FINGER PROTEIN 83 (ZINC FINGER. PROTEIN HPF1)7/2.3e-1 7:76:51 //HOMO SAPI- 
ENS (HUMAN)7/P51 522 

F-HEMBA1 005934//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//0.024:54:40//HOMO SAPIENS (HUMAN).// 
20 P39189 , 

F-HEMBA1 005962 K ""^ 

F-HEMBA1005963//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-COP)7/1.7e-32:89: 
79//BOS TAURUS (BOVINE) 7/P53620 

F-H EM BA1 005990//H Y POTH ETICAL BHLF1 PROTE I N 7/3 .Oe-09 : 1 80 : 36//E P STE I N -BAR R VIRUS (STRAIN 
25 B95-8) (HUMAN HERPESVIRUS 4)7/P03181 

F-HEMBA1 005991 //HYPOTHETICAL PROTEIN KIAA00327/3.0e-17:107:43//HOMO SAPIENS (HUMAN).// 
Q 15034 

F-HEMBA1 005999 . " . 

F-HEMBA1 006002 

30 F-HEMBA1006005//CORNIFIN B (SMALL PROLINE-RICH.PROTEIN 1B) (SPR1B) (SPR1 B).//0.001 7:45:44// 

MUS MUSCULUS (MOUSE)7/Q62267 

F-HEMBA1006031//BASIC PROLINE-RICH PEPTIDE IB-1 7/0:0001 6:84:39//HOMO SAPIENS (HUMAN).// 
P04281 ' 

F-HEMBA1006035//DNAK PROTEIN 1 (HEAT SHOCK PROTEIN. 70) (HSP70).//0.43:100:27//SYNECHOCYSTIS 
35 SP. (STRAIN PCC 6803)7/055154 .'. 

F-HEMBA1 006036//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//6.2e-64:150:74//HOMO SAPIENS (HU- 
MAN) 7/P391 94 

F-HEMBA1 006042 -i 

F-HEMBA1 006067//METALLOTHIONEIN A (MT-A).//0.86:34:41 //THERM ARCES CERBERUS7/P52721 

40 F-HEMBA1 006081 . 

F-HEMBA1 006090//SODIUM/GLUCOSE COTR ANS P O RT E R 3 "( N A(+)/G LUCO S E COTRANS PORTER 3) (LOW 
AFFINITY SODIUM-GLUCOSE COTRANSPORTER).//0.87:35i54//SUS SCROFA (PIG).//P31636 
F-HEMBA1 006091//EARLY NODULIN 20 PRECURSOR (N-20)7/0.027:87:32//MEDICAGO TRUNCATULA (BAR- 
REL MEDIC).//P93329 _ ; . 

45 F-HEMBA1006100//!!!! ALU SUBFAMILY SXWARNING ENTRY !!!l//8.le-09:58:60//HOMO SAPIENS (HUMAN).// 

P39195 

F-HEMBA1 0061 08//HY POTH ETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENIC REGION7/5.6e-16:88: 
36//SACC H ARO MYC ES CEREVISIAE (BAKER'S YEAST).//P53867 

F-HEMBA1006121//HOMEOBOX PROTEIN CDX-1 (CAUDAL-TYPE HOMEOBOX PROTEIN 1)7/3.4e-05:106: 
50 37//HOMO SAPIENS (HUMAN)7/P47902 

F-HEMBA1006124//50S RIBOSOMAL PROTEIN L337/1,0:12:83//BACILLUS STEAROTHERMOPHILUS.// 
P23375 

F-HEMBA1006130//SEL-10PROTEIN7/7.7e-05:129:28//CAENORHABDITIS ELEGANS7/Q93794 
F-HEMBA1 006138//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//7.8e-1 3:41 :73//HOMO SAPIENS (HU- 
55 MAN)7/P39194 , ( 

F-HEMBA1006142//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//2.3e-39: 101 :77//HOMO SAPIENS (HU- 
MAN)7/P39192 v&.U? 

F-HEMBA1006155//GENE 33 POLYPEPTIDE7/0.21:70:31//RAtTUS NORVEGICUS (RAT)7/P05432 
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F-HEMBA1006158 

F-HEMBA1006173//PROTEIN-TYROSINE PHOSPHATASE STRIATUM-ENRICHED (EC 3.1 .3.48) (STEP) (NEU- 
RAL-SPECIFIC PROTEIN-TYROSINE PHOSPHATASE) (FRAGMENT).//0.017:20:95//HOMO SAPIENS (HU- 
MAN )7/P54829 

5 F-HEMBA1006182//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0 .37:31 :61 //HOMO SAPIENS (HUMAN).// 

P39188 

F-HEMBA1006198//HOMEOBOX PROTEIN HOX-B3 (HOX-2i7) (MH-23) 7/0.85:61 :29//MUS MUSCULUS 
(MOUSE).//P09026 

F-HEMBA1006235//50S RIBOSOMAL PROTEIN L33.//1 .0:26:38//AQUIFEX AEOLICUS7/067756 
io F-HEMBA1006248//MALE SPECIFIC SPERM PROTEIN ' MST84DB 7/0. 0041 :64:37//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)7/Q01643 V - *. 

F-HEMBA1 006252//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR'DE-37/1 .0:22:40//DOLICHOS AXILLARIS 
(MACROTYLOMA AXILLARE).//P01057 

F-HEMBA1 006253//DISINTEGRIN ERISTICOPHIN (PLATELET AGGREGATION ACTIVATION INHIBITOR)7/ 
15 0.95:19:47//ERISTOCOPHIS MACMAHONI (LEAF-NOSED VIPER) 7/P22826 

F-HEMBA1 006259 v " " •. - 

F-HEMBA1 006268//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//7.0e-05:32:65//HO MO SAPIENS (HUMAN)7/ 
P39192 '".J** 

F-HEMBA1 006272//RETROVIRUS-RELATED GAG POLYPROTEIN (VERSION 2).//4.8e-1 1 2:248:78//HOMO SA- 
20 PIENS(HUMAN)7/P10264 

F-HEMBA1006278//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 
FERASE) (FRAGMENT).//2.5e-71:164:75//HOMO SAPIENS (HUMAN).//P51003 

F-HEMBA1006283//50S RIBOSOMAL PROTEIN L327/0.81 :27:44//THERMUS AQUATICUS (SUBSP. THER- 
MOPHILUS).//P80339 

25 F-HEMBA1 006284//CUTICLE COLLAGEN 27/0.36:42:40//CAENORHABDITIS ELEGANS.//P1 7656 

F-HEMBA1 006291 //HYPOTHETICAL 43.3 KD PROTEIN IN EVGS-GLK INTERGENIC REGION7/2.4e-37:143: 
31 //ESCHERICHIA COLI.//P76518 

F-HEMBA1006293//MYELIN-OLIGODENDROCYTE GLYCOPROTEIN PRECURSOR.//0.20:134:29//RATTUS 
NORVEGICUS (RAT)7/Q63345 F-HEMBA1006309//HYPOTHET ICAL 54.2 KD PROTEIN IN ERP5-ORC6 INTER- 
30 GENIC REGION7/2.1e-43:187:48//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P38821 

F-HEMBA1 00631 0//SIGNAL TRANSDUCER CD24 PR^CjjRSOR (HEAT STABLE ANTIGEN) (HSA) 
(NECTADRIN)7/0.71:46:39//RATTUS NORVEGICUS (RAT)7/Q07490. 

F-HEMBA1006328//RNA POLYMERASE ALPHA SUBUNIT./(EC 2X7.48) (NUCLEOCAPSID PHOSPHOPRO- 
TEIN).//0.44:141:24//HUMAN PARAINFLUENZA 1 VIRUS* (STRAIN Cl-5/73)7/P32531 
35 F-HEMBA1 006334//HYPOTH ETICAL TRANSCRIPTIONAL V REGULATOR AF16277/0.98:26:46//ARCHAE- 

OGLOBUS FULGIDUS7/028646 ' s v ,, r 

F-HEMBA1006344//EZRIN (P81) (CYTOVILLIN) (VILLIN-2)7/8.8e-08:91 :36//MUS MUSCULUS (MOUSE).// 
P26040 

.. F-HEMBA1 006347//MALES-ABSENT ON THE FIRST PROTEIN; (EC 2.3.1 .-) 7/9.1 e-48:149:50//DROSOPHI LA 
40 MELANOGASTER (FRUIT FLY)7/021 93 ^ riV^1> * 

F-HEMBA1006349//METALLOTHIONE IN-LIKE PROTEIN 1 7/6.015:59:33//CASUARINA GLAUCA (SWAMP 
OAK)7/Q39511 / ; : x , t 

F-HEMBA1 006359//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HJF6)7/6.8e-96:261 :66//HOMO SAPIENS (HU- 
MAN)7/P28160 

45 F-HEMBA1 006364//PUTATIVE ENDONUCLEASE C1F12.06C (EC 3.1 .-.-)7/0.97:60:35//SCHIZOSACCHARO- 

MYCES POMBE (FISSION YEAST)7/Q1 0348 

F-HEMBA1 006377//EARLY NODULIN 20 PRECURSOR (N-20)7/0.00023:110:35//MEDICAGO TRUNCATULA 
(BARREL MEDIC)7/P93329 

F-HEMBA1 006380 , ,(, : , ; . 

50 F-HEMBA1006381//METALLOTHIONEIN-ll7/1.0:26:38//CANDlbA" GLABRATA (YEAST) (TORULOPSIS GLA- 

BRATA)7/P15114 

F-HEMBA1006398//LINE-1 REVERSE TRANSCRIPTASE HO^bLOG7/3.3e-26:123:52//HOMO SAPIENS (HU- 
MAN)7/P08547 ; ^ly/?... 

F-HEMBA1006416 . vl^ V, 

55 F-HEMBA1006419//!!!! ALU SUBFAMILY SB WARNING ENTQYjHi//1 .2e-24:1 02:50//HOMO SAPIENS (HU- 

MAN) 7/P391 89 • ••■■■i'.ri--, 

F-HEMBA1006421//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.1 e-21 :1 01 :57//HOMO SAPIENS (HUMAN)7/ 
P39188 V -V. , 
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F-HEMBA1 006424//HYPOTHETICAL PROTEIN IORF1 .//0.85:55:30//BOVINE CORONAVIRUS (STRAIN ME- 
BUS), AND BOVINE CORONAVIRUS (STRAIN QUEBEC).//P22053 

F-HEMBA1 006426//!!!! ALU SUBFAMILY SX WARNING ENTRY MH//1 .8e-36:78:74//HOMO SAPIENS (HUMAN).// 
P39195 v .;V: ; - 

5 F-H EM BA1 006438//H Y POTH ETIC AL 8.1 KD PROTEIN (ORF65).//1 .0:38:36//GUILLARDIA THETA (CRYPTO- 

MONAS PHI).//078421 * r j ^;; 

F-HEMBA1006445//RAS-LIKE PROTEIN 3.//1 .9e-06:40:47//RHIZOMUCOR RACEMOSUS (MUCOR CIRCINEL- 
LOIDES F. LUSITANICUS)7/P22280 [ l ''\ u 

F-HEMBA1006446 / -^W 

10 F-HEMBA1006461//!!!! ALU SUBFAMILY SC WARNING ENTRYJHjHie-1 8-68:67/yHOMO SAPIENS (HUMAN)7/ 

P39192 r .-V' 

F-HEMBA1006467 ( V ).A 

F-H EMBA1 006471 

F-HEMBA1006474//40 KD PROTEIN.//1 .1e-37:231 :38//BORNA DISEASE VIRUS (BDV).//Q01552 
15 F-HEMBA1 006483//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//6.1 e-38:77:74//HOMO SAPIENS (HUMAN).// 

P39192 y 

F-H EMBA1 006485//HYPOTH ETIC AL 9.3 KD PROTEIN IN NAD3-NAD7 INTERGENIC REGION (ORF 79)7/0.91 : 
30:40//MARCHANTIA POLYMORPHA (LIVERWORT) .//P38465 ■ 

F-HEMBA1006486//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//1.1e-1 2:78:51 //HOMO SAPIENS (HU- 
20 MAN)y/P08547 * 1 

F-HEMBA1006489//FUN34 PROTEIN.//0.94:58:37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P32907 id . ( t 

F-HEMBA1 006492//NADH-UBIQUINONE OXIDOREDUCTASB MWFE SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) 
(COMPLEX l-MWFE) (CI-MWFE)7/0.87:44:36//HOMO SAPIENS (HUMAN) 7/01 5239 
25 F-HEMBA1 006494//FERREDOXIN-LIKE PROTEIN IN NIF Rfe0lPNy/0.11 :46:26//RHIZOBIUM LEGUMINOSA- 

RUM (BIOVAR TRIFOLII)y/P42711 
F-HEMBA1 006497 , 

F-HEMBA1 006502//!!!! ALU SUBFAMILY J WARNING ENTRY^!!!//0.15:26:73//HOMO SAPIENS (HUMAN).// 
P39188 ! " 

30 F-HEMBA1006507//DIAPHANOUSPROTEINy/0.0055:129:28^DROSOPHILAMELANOGASTER(FRUI^ 
P48608 ^ : '(:V t . ; 

F-HEMBA1006521//3-OXOACYL-[ACYL-CARRIER PROTEIN] : REDUCTASE (EC 1.1.1.100) (3-KETOACYL- 
ACYL CARRIER PROTEIN REDUCTASE)y/1 .1e-32: 177:41 //ESCHERICHIA COLI//P25716 
F-HEMBA1006530//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRAGMENT) 7/0.052:84: 
35 26//LEISHMANIA TARENTOLAE (SAUROLEISHMANIA TA R EN TOLAE).//P 15583 

F-HEMBA1006535//INHIBITOR OF APOPTOSIS PROTEIN V(MTAP.1) (MIAP-1 )7/6.6e-05:53:39//MUS MUSCU- 
LUS (MOUSE).//O08863 

F-HEMBA1 006540//PRESYNAPTIC PROTEIN SAP97 (SYNAPSE-ASSOCIATED PROTEIN 97) (DISCS, LARGE 
HOMOLOG 1)7/2.1 e-07:206:23//RATTUS NORVEGICUS .(RAT)7/Q62696 
40 F-HEMBA1006546//PROBABLEE5PROTEIN7/0.11:70:32//HUMAN PAPILLOMAVIRUS TYPE 51 .//P26553 

F-HEMBA1006559//SUPPRESSOR PROTEIN SRP40.//0.01 5:221 :20//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST)y/P32583 

F-HEMBA1 006562//SALIVARY PROLINE-RICH PROTEIN PQ PRECURSOR (ALLELE S).//1 .5e-07:122:33//HO- 
MO SAPIENS (HUMAN).//P10163 '.' 
45 F-HEMBA1006566//CELL DIVISION PROTEIN KINASE 2 (EC '2:7.1 .-) (CDC2 HOMOLOG EG1 PROTEIN Kl- 

NASE)y/0.63:53:37//XENOPUS LAEVIS (AFRICAN CLAWED FROG) y/P23437 

F-HEMBA1 006569//COLLAGEN ALPHA 2(l) CHAIN (FRAGMENT ).//4.4e-06:88:39//BOS TAURUS (BOVINE).// 
P02465 . 
F-HEMBA1 006579 \ P',V; 

50 F-HEMBA1006583//PROLINE-RICH PROTEIN MP-2 -PRECURSOR7/0.011 :61 :40//MUS MUSCULUS 

(MOUSE)7/P05142 „ - 

F-H EM BA1 006595//!!!! ALU SUBFAMILY SQ WARNING -iNTRY !!!!//5.6e-34:93:77//HOMO SAPIENS (HU- 
MANJ7/P39194 : «.f ij; V 

F-HEMBA1 006597//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//.1.9e-26:75:74//HOMO SAPIENS (HUMAN).// 
55 P39195 j V-/" 

F-HEMBA1 00661 2//SUPPRESSOR PROTEIN SRP40.//0. 026:221 :22//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) 7/P32583 ; ' [ ■• 

F-HEMBA1006617//!!!! ALU SUBFAMILY J WARNING EN TRY ! ! ! !/^6. 6e-20:73: 63//H O MO SAPIENS (HUMAN).// 

' .SI • " > 
• ♦/»•« • * 
_ - >. \i , * 

r 
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P39188 . ' . 

F-HEMBA1006624//HYPOTHETICAL41.9 KD PROTEIN IN SDS3:T^S1 INTERGENIC REGION7/2.6e-31:209: 
44//SACCHAROMYCES CEREVISIAE (BAKER'S YEASTJ7/P40506 ! 

F-HEMBA1 006631 //HYPOTHETICAL 62.8 KD PROTEIN IN TAF1.45-YOR1 INTERGENIC REGION 7/1 .5e-15: 
5 131 :41//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53331 

F-H EM BA1 006635 .->.;■ 

F-H EM BA1 006639//POLYADENYLATE-BINDING PROTEIN 1 (POLY(A) BINDING PROTEIN 1) (PABP 1)7/2.2e- 
11:48:75//MUS MUSCULUS (MOUSE).//P29341 

F-HEMBA1006643//LONG NEUROTOXIN CR1 PRECURSOR. (KAPPA NEUROTOXIN)7/0.28:48:27//BUNGA- 
10 RUS MULTICINCTUS (MANY-BANDED KRAIT).//P15817 >..' 

F-HEMBA1006648//ZINC FINGER PROTEIN 12 (ZINC FINGER PROTEIN KOX3) (FRAGMENT)7/0.26: 17:47// 
HOMO SAPIENS (HUMAN)7/P1 701 4 

F-HEMBA1006652//60S RIBOSOMAL PROTEIN L77/2.4e-44:206:47//MUS MUSCULUS (MOUSE).//P14148 
F-HEMBA1 006653 
is F-HEMBA1 006659 

F-HEMBA1006665//LINE-1 REVERSE TRANSCRIPTASE ; HOMO LOG 7/0.018:43 :58//HOMO SAPIENS (HU- 
MAN)7/P08547 . ■< , M > 

F-HEMBA1 006674//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) 
(TAFII-130) (TAFII130)7/2.9e-05:154:33//HOMO SAPIENS (HUMAN).//O00268 
20 F-HEMBA1 006676//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT)7/3.6e-09:52:51//OWENIA FUSI- 

FORM IS 7/P2 1260 < , i'VsV 

F-H EM BA1 006682 ' ♦ . 

F-HEMBA1006695//!!!! ALU SUBFAMILY J WARNING ENTRY.J! : !!//2.1e-06:35:65//HOMO SAPIENS (HUMAN).// 

P39188 \ f a*-C:i&v' : 

25 F-HEMBA1 006696 ' .• 

F-HEMBA1 006708//HYPOTHETICAL 46.4 KD TRP-ASP .REPEALS ^CONTAINING PROTEIN IN PMC1-TFG2 
INTERGENIC REGlON7/3.4e-19:104:45//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53196 
F-HEMBA1006709//RETINOIC ACID RECEPTOR RXR-BETA7/0.24:111:36//HOMO SAPIENS (HUMAN).// 
P28702 

30 F-HEMBA1006717 , . ^. . . 

F-HEMBA1 006737//ANKYRIN, BRAIN VARIANT 2 (ANKYRINB) (ANKYRIN, NONE RYTH RO I D) (FRAGMENT).// 
5.8e-09:111:40//HOMO SAPIENS (HUMAN)7/Q01485 , ,./•**.;.. y. r 

F-HEMBA1006744//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//1 .8e-32:84:78//HOMO SAPIENS (HU- 
MAN)7/P39191 

35 F-HEMBA1006754//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/1 .3e-75:220:62//HOMO SAPIENS (HU- 

MAN)7/P08547 

F-H EM BA1 006758//VASCU LAR ENDOTHELIAL-CADHERIN, PRECURSOR (VECADHERIN) (CADHERIN-5) 
(7B4 ANTIGEN) (CD144 ANT1GEN)7/0.024:110:29//HOMO SAPIENS.(HUMAN)7/P33151 
F-H EM BA1 006767 

40 F-HEMBA1006779//MITOCHONDRIAL RIBOSOMAL PROTEIN^SI 27/0.67: 19:42//LEISHMANIA TARENTOLAE 

(SAU ROLE ISH MAN I A TAR ENTO LAE) 7/Q34940 -~^[r 
F-H EM BA1 006780 

F-HEMBA1006789//PROLINE-RICH PROTEIN MP-3 .(FRAGMENT).//0.056:98:30//MUS MUSCULUS 
(MOUSE)7/P05143 =• ^V.,* . , 

45 F-HEMBA1006795//LINE-1 REVERSE TRANSCRIPTASE HO&iOLOG.//2.9e-1 1:1 43: 30//NYCTICEBUS COU- 

CANG (SLOW LORIS)7/P08548 ' r .-, , s 

F-HEMBA1 006796/AA/ISKOTT-ALDRICH SYNDROME P ROTE IN . H 6 M O LOG (WASP)7/0.16:38:42//MUS MUS- 
CULUS (MOUSE)7/P70315 '\ . . 1 

F-H EM B A 1 006807//H Y POTH ETIC AL 46.4 KD PROTEIN T-1 6Hlj2:j5 *IN CHROMOSOME lll.//4.4e-75:184:77// 
50 CAENORHABDITIS ELEGANS7/P34568 " i' r \ %t ;/?' 

F-HEMBA1006821//!!!! ALU SUBFAMILY SQ WARNING ENTRY mV/0.011 :20:85//HOMO SAPIENS (HUMAN).// 
P39194 t \>/' 

F-HEMBA1006824//PROTEIN B11 .//0.44:27:44//VACCINIA VIRUS:(STRAIN WR)7/Q01229 
F-H EM BA1 006832//H YPOTH ETIC AL 34.6 KD PROTEIN" C13G5. 2 IN CHROMOSOME 1117/1.0:46:36// 
55 CAENORHABDITIS ELEGANS7/P34327 

F-HEMBA1 006849 

F-HEMBA1 006865//ACROSIN INHIBITORS MA AND MB (BUSI-I1)7/1 .0:41 :31//BOS TAURUS (BOVINE)7/P01 001 
F-HEMBA1006877//OXYSTEROL-BINDING PROTEIN7/3.7e-26:239:36//ORYCTOLAGUS CUNICULUS (RAB- 
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BIT)7/P16258 ; , ; 

F-HEMBA1006885//HYPOTHETICAL 27.2 KD PROTEIN F09E5.8 IN CHROMOSOME ll.//4.5e-38:1 85:43// 
CAENORHABDITIS ELEGANS7/P52057 

F-HEMBA1006900 . " . \' , 

5 F-HEMBA1 00691 4//UBIQU IT IN- ACTIVATING ENZYME E1-LIKE (POLYMERASE-INTERACTING PROTEIN 2).// 

5.2e-27:269:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P52488 

F-HEMBA1006921//CYTOTOXIN 3 (COMPONENT 3.20).//0.99:32:37//NAJA MELANOLEUCA (FOREST CO- 
BRA) (BLACK-LIPPED COBRA). //P0 1473 ' " ... 

F-HEMBA1006926//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN).//0.0024:148: 
10 33//RATTUS NORVEGICUS (RAT)7/P54258 

F-H EM BA1 006929//HYPOTH ETIC AL PROTEIN M J0525. //0. 95 :35:20//METH AN 0 COCCUS JANNASCHM.// 
Q57945 

F-H EM BA1 006936//S ALI VARY ACIDIC PROLINE-RICH PHOSPHOPROTEIN 1/2 PRECURSOR (PRP-1 / PRP- 
3) (PRP-2/ PRP-4) (PIF-F/ PIF-S) (PROTEIN A/ PROTEIN C) [CONTAINS: PEPTIDE P-C].//0.074: 11 6:31//HOMO 
15 SAPIENS (HUMAN)7/P02810 

F-HEMBA1 006938 

F-HEMBA1006941//THIOREDOXIN H-TYPE 1 (TRX-H1)y/2.1.e-13:90:33//NICOTIANA TABACUM (COMMON 
TOBACCO).//P29449 ;." . 

F-HEMBA1 006949 

20 F-H EM BA1 006973//COLLAGEN ALPHA 1(XII) CHAIN (FRApMENTS).//0.75:29:55//BOS TAURUS (BOVINE).// 

P25508 

F-H EM BA1 0069 76//CM P-N-ACETYLNEU RAM INATE-BETA-GALACTOSAM IDE-ALPHA-2.3-SIALYLTRANS- 
FERASE (EC 2.4.99.-) (BETA-GALACTOSIDE ALPHA-2,3-SIALYLTRANSFERASE)(ST3GALIII) (ALPHA 2,3-ST) 
(GAL-NAC6S) (STZ) (SIAT4-C) (SAT-3) (ST-4).//3.9e-108:117:95//HOMO SAPIENS (HUMAN)V/Q11206 
25 F-HEMBA1 006993 ,' ' ' ' 

F-HEMBA1006996//HYPOTHETICAL 8.7 KD PROTEIN IN RPL22-RPL23 INTERGENIC REGION (ORF70).// 
0.12:51 :33//ASTASIA LONGA (EUGLENOPHYCEAN ALGA)':/(P34779 

F-HEMBA1007002//PLATELET GLYCOPROTEIN IX PRECURSOR (GPIX) (CD42A).//0.00096:60:33//HOMO SA- 
PIENS (HUMAN).//P1 4770 ■ * 
30 F-HEMBA1 00701 7//HYPOTHETICAL 7.2 KD PROTEIN IN CYAY-DAPF INTERGENIC REGION.//1 .0:25:56//ES- 
CHERICHIACOLI.//P39166 

F-HEMBA1 00701 8//DYNEIN LIGHT INTERMEDIATE CHAINJ ^CYTOSOLIC (LIC57/59) (DYNEIN LIGHT CHAIN 
A) (DLC-A)7/8.5e-120:278:80//GALLUS GALLUS (CHICKEN).//Q90828 

F-HEMBA1007045//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG P ROTE IN ).//2.1e- 12: 158:29// 
35 XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P 17437 ■• \ ; ' 

F-H EM BA1 007051 

F-HEMBA1007052//60S RIBOSOMAL PROTEIN L37-B (L35) (YP55). //0. 94:37 :35//SACCHARO MYCES CERE- 
VISIAE (BAKER'S YEAST)y/P51 402 , , • /• 

F-HEMBA1007062//ATP SYNTHASE PROTEIN 8 (EC 3,6.1 .34) (A6L)y/0.93:55:29//RHINOCEROS UNICORNIS 
40 (GREATER INDIAN RHINOCEROS).//Q96063 '■ 

F-HEMBA1007066//ECLOSION HORMONE PRECURSOR ;(ECDYSIS ACTIVATOR) ( EH) y/0. 58:49 :38//BOM- 
BYX MORI (SILK MOTH).//P25331 ' ' :? 

F-HEMBA1 007073//PUTATTVE SMALL MEMBRANE PROJEIIvl- (ORF 4).//0.86:46:34//CANINE ENTERIC 
CORONAVIRUS (STRAIN INSAVC-1) (CCV)y/P36696 ■ YA-;''i •• - 
45 F-HEMBA1 007078//!!!! ALU SUBFAMILY SP WARNING ENTRY M!!//8.6e-29:56:67//HOMO SAPIENS (HUMAN).// 

P39193 < 

F-HEMBA1007080//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN) y/0 .028:1 22:30//XE NO- 
PUS LAEVIS (AFRICAN CLAWED FROG).//P1 7437 • * > f 

F-HEMBA1007085//RTOA PROTEIN (RATIO-A).//7.4e-11 :221:31//DJCTYOSTELIUM DISCOIDEUM (SLIME 
50 MOLD).//P54681 ' . " ? 

F-HEMBA1 007087//HYPOTHETICAL PROTEIN MJ0162y/3.3e-29:173:36//METHANOCOCCUS JANNASCHM.// 
Q57626 

F-HEMBA1007112 t . 
F-HEMBA1007113 "" 
55 F-HEMBA1007121//INOSITOL POLYPHOSPHATE 1-PHOSPHATASE (EC 3.1.3.57) (lPP).//5.4e-07:90:28//HO- 

MO SAPIENS (HUMAN)y/P49441 • ' . 1 

F-HEMBA1007129//HIRUSTASINV/0.88:37:32//HIRUDO MEDICINALIS (MEDICINAL LEECH) y/P80302 

F-H EM BA1 0071 47//HYPOTH ETIC AL 12.0 KD PROTEIN IN DSJ1-HEM2 INTERGENIC REGION.//0.92:23:34// 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P531 82 , : 

F-HEMBA1 0071 49//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB1 7)7/0.0078: 17:70//ESCHERICHI A 
COLI.//P05834 

F-HEMBA1007151//WDNM1 PROTEIN PRECURSOR7/0.25:45:37//MUS MUSCULUS (MOUSE)7/Q62477 
5 F-HEMBA1 0071 74//HYPOTHETICAL 45.1 KD PROTEIN ;IN RPS5-ZMS1 INTERGENIC REGION7/6.9e-18:97: 

47//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P471 60 

F-HEMBA1007178//!!!! ALU SUBFAMILY SX WARNING ENTRY'!!!!/9.8e-06:38:65//HOMO SAPIENS (HUMAN).// 
P39195 

F-HEMBA1 0071 94//GLUCOSE-6-PHOSPHATE 1 -DEHYDROGENASE, CHOLOROPLASTISOFORM PRECUR- 
10 SOR (EC 1 .1.1.49) (G6PD).//1 .0:80:32//NICOTIANA TABACUM (COMMON TOBACCO).//Q43793 

F-HEMBA1007203//PROTEIN A22.//1 .0:115:26//VARIOLA VIRUS7/P33845 
F-HEMBA1 007206 

F-HEMBA1 007224//HYPOTHETICAL 35.7 KD PROTEIN C41C4.6 IN CHROMOSOME ll.//2.4e-05:92:30// 
CAENORHABDITIS ELEGANS7/Q09275 r - .3 - : 

15 F-HEMBA1007243//HYPOXANTHINE-GUANINE PHOSPHORIBOSYLTRANSFERASE (EC 2.4.2.8) (HGPRT) 

(HGPRTASE) (HPRT B)7/3.1e-74:205:67//MUS MUSCULUS (MOUSE).//P00493 

F-HEMBA1 007251//VITELLINE MEMBRANE PROTEIN VM26AB PRECURSOR (PROTEIN TU-4) (PROTEIN 
SV23).//0.52:108:30//DROSOPHILA MELANOGASTER ( FRU IT FLY) 7/P 1 3238 
F-H EM BA1 007256 

20 F-HEMBA1007267//CALICIN (FRAGMENT)7/0.060:88:31//HOMO SAPIENS (H U M AN) V/Q 13939 

F-H EM BA1 007273//H YPOTH ETIC AL 8.1 KD PROTEIN (ORF65)7/0.95:40:37//GUILLARDIA THETA (CRYPTO- 
MONAS PHI)7/078421 ? . v : 

F-HEMBA1 007279//!!!! ALU SUBFAMILY J WARNING ENTRY »!J I !//4.6e-24:98:64//HOMO SAPIENS (HUMAN) // 
P39188 ••' 
25 F-HEMBA1007281 - ' , ; ;y , u \ 

F-H EMBA1 00 7288//H YPOTH ETIC AL 13.5 KD PROTEIN INjZMS.r r MNSl INTERGENIC REGION7/0.88:11 :54// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P47162 ' 

F-HEMBA1007300//CGMP-SPECIFIC 3\5'-CYCLIC PHOSPHODIESTERASE (EC 3.1.4.17) (CGB-PDE)7/2.7e- 
43:220:41//BOS TAURUS (BOVINE)7/Q28156 
30 F-HEMBA1007301//PROCOLLAGEN ALPHA 1(111) CHAIN PRECURSOR.//3.3e-22:115:33//HOMO SAPIENS 

(HUMAN)7/P02461 A ; 

F-HEMBA1007319 > ■ \i . 

F-HEMBA1007320//HYPOTHETICAL 28.0 KD PROTEIN .IN GLdb-RNHA INTERGENIC REG I ON 7/1 .0:48:37// 
ESCHERICHIA COLI7/P75672 
35 F-HEMBA1007322//THREONINE DEHYDRATASE OPE RON ACTIVATOR PROTEIN7/1 .0:59:33//ESCHERICHIA 

COLI.//P11866 

F-HEMBA1 007327 v Jt.Ji^ - . 

F-HEMBA1 007341//!!!! ALU SUBFAMILY J WARNING ENTRY !H!//9.1e-12:37:62//HOMO SAPIENS (HUMAN).// 
P39188 . >;.- 

40 F-HEMBA1007342//PROBABLE E5 PROTEIN 7/0.89:96 :29//PYGMY CHIMPANZEE PAPILLOMAVIRUS TYPE 

17/Q02268 , f ;, i: . ., V . 

F-HEMBA1007347//INSUL1N-LIKE GROWTH FACTOR BINDING PROTEIN 2 PRECURSOR (IGFBP-2) (IBP-2) 
(IGF-BINDING PROTEIN 2)7/0.92:62:43//OVIS ARIES (SHEEP)7/Q29400 

F-HEMBB1000005//WEAK NEUROTOXIN 57/0.98 :30:33//NAJAiNAJ A (INDIAN COBRA)7/P29179 
45 F-HEMBB1 000008//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//2.7e-35:73:84//HOMO SAPIENS (HUMAN).// 

P39195 

F-HEMBB1 00001 8//H YPOTH ETIC AL BHLF1 PROTEIN7/0,39:6o:37//EPSTEIN-BARR VIRUS (STRAIN B95-8) 
(HUMAN HERPESVIRUS 4).//P03181 j jv 

F-HEMBB1000024//VIRE LOCUS 9 KD VIRULENCE PROtEIIM7/0:66:36:41//AGROBACTERIUM TUMEFA- 
50 CIENS7/P08061 

F-HEMBB1000025//MUSCARINIC TOXIN ALPHA (MT-ALPHA)7/0.46:32:40//DENDROASPIS POLYLEPIS 
POLYLEPIS (BLACK MAMBA)7/P80494 

F-HEMBB1 000030//SUPPRESSOR PROTEIN SRP407/6.7e-07:50:52//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) 7/P32583 ' 
55 F-HEMBB1 000036//H YPOTH ETIC AL 43.2 KD PROTEIN C34E10.1 IN CHROMOSOME IM7/2.5e-07:120:29// 

CAENORHABDITIS ELEGANS7/P46576 

F-HEMBB1 000037//HYPOTHETICAL 59.9 KD PROTEIN-IN SGA1-KTR7 INTERGENIC REGION7/1 .7e-05:71 : 
29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P404?2 
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F-HEMBB1000039//VERY HYPOTHETICAL 11.9 KD PROTEIN C4H3.12C IN CHROMOSOME 17/1.0:61:21// 
SCHIZOSACCHAROMYCES POMBE (FISSION Y E AS T).//Q 10219 4 
F-HEMBB1 000044 r 

F-HEMBB1000048//HYPOTHETICAL 15.7 KD PROTEIN IN IDK-DEOR INTERGENIC REGION. //1 .0:63:3 1//BA- 
5 CILLUS SUBTILIS7/P54942 

F-HEMBB1 000050//!!!! ALU SUBFAMILY SQ WARNING ENTRY ! ! ! !//9.0e- 1 4:34 :79//HOMO SAPIENS (HU- 
MAN)7/P39194 

F-HEMBB1 000054//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//5.9e-31 :45:73//HOMO SAPIENS (HUMAN).// 
P39193 

10 F-HEMBB1 000055//MUSCARINIC TOXIN ALPHA (MT-ALPHA).//1 .0:14:57//DENDROASPIS POLYLEPIS 

POLYLEPIS (BLACK MAMBA)7/P80494 

F-HEMBB1000059//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//1 .Oe-21 :82:59//HOMO SAPIENS (HUMAN).// 
P39195 

F-HEMBB1000083//CHROMOGRANIN A PRECURSOR (CGA) [CONTAINS: PANCREASTATIN; BETA-GRAN IN; 
15 WE-14]7/0.87:172:28//RATTUS NORVEGICUS (RAT).//P10354 •■: 

F-HEMBB1 000089//HYPOTHETICAL 9.5 KD PROTEIN IN SPEA-METK INTERGENIC REGION (F83).//1 .0:42: 
33//ESCHERICHIACOLI.//P46879 . • • 

F-HEMBB1 000099//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//7.7e-08:31 :87//HOMO SAPIENS (HUMAN).// 
P39189 

20 F-HEMBB1000103/LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/l .4e-38:136:58//HOMO SAPIENS (HU- 

MAN) 7/P08547 

F-HEMBB1000113//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.9e-13:57:64//HOMO SAPIENS (HUMAN).// 
P39188 • i. ■ 

F-HEMBB1000119//MAF PROTEIN 7/3. 6e-32: 1 95:43//BACILLUS SUBTILIS7/Q02169 
25 F-HEMBB1000136//HYPOTHETICAL 12.7 KD PROTEIN IN PCS60-ABD1 INTERGENIC REGION7/0.65:71 :32// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P38327 

F-HEMBB1000141//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD)7/0.00014:34:64//HOMO SAPI- 
ENS (HUMAN).//P20931 

F-HEMBB1000144//!!!! ALU SUBFAMILY SB2 WARNING :ENTRY !!!!//2.0e-26:81 :69//HOMO SAPIENS (HU- 
30 MAN)7/P39191 

F-HEMBB1000173//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//9.2e-29:91 :71//HOMO SAPIENS (HUMAN).// 
P39188 - 

F-HEMBB1 0001 75//ANTIMICROBIAL PEPTIDE ENAP-1 (FRAGMENT)7/0.97:41 :36//EQUUS CABALLUS 
(HORSE)7/P80930 ' * ' 

35 F-HEMBB1 0001 98//HYPOTHETICAL 7.7 KD PROTEIN YCF33. (ORF67) 7/0.9 1 :21 :52//PORPHYRA PURPU- 

REA7/P51329 

F-HEMBB1000215//!!!!ALU SUBFAMILY SC WARNING ENTRY !!!!//3.4e-08:39:76//HO MO SAPIENS (HUMAN).// 
P39192 

F-HEMBB1 00021 7//DNA DAMAGE TOLERANCE PROTEIN- RHC31 (RAD31 HOMOLOG).//2.9e-32: 174:40// 
40 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/Q06624 

F-HEMBB1000218//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34), (A6L).//0. 73:31 :38//MICROTUS PENNSYLVAN- 
ICUS (MEADOW VOLE)7/P24949 

F-HEMBB1 000226//HYPOTHETICAL 37.0 KD PROTEIN B0495.8 . IN CHROMOSOME ll.//6.5e-26:191 :34// 
CAENORHABDITIS ELEGANS7/Q09217 
45 F-HEMBB1 000240 .'. V - . 

F-HEMBB1 000244//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1\9.e-05:44:61//HOMO SAPIENS (HUMAN).// 
P39188 

F-HEMBB1000250 
F-HEMBB1000258 

50 F-HEMBB1000264//CUTICLE COLLAGEN SQT-1 7/0.1 5:89:33//CAENORHABDIT!S ELEGANS.//P12114 

F-HEMBB1000266//TRANSLATION INITIATION FACTOR IF-27/2.7e-06:167:22//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P39730 

F-HEMBB1000272//CYTOCHROME C OXIDASE POLYPEPTIDE VIB (EC 1 .9.3.1 ) (AED)7/0.75:30:43//BOS TAU- 
RUS (BOVINE).//P00429 /v -.. 
55 F-HEMBB1000274//CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL PROLINE-RICH SQUA- 
MOUS CELL MARKER) (SPRP)7/1 .0:38:36//SUS SCROFA (RIG)7/P35323 

F-HEM BB1 000284//CALTRI N (CALCIUM TRANSPORT INHrBlJOR)7/1.0:56:30//MUS MUSCULUS (MOUSE).// 
Q09098 - r4;-:*" ; ^.3.-: • 
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F-HEMBB1 000307 
F-HEMBB1000312 

F-HEMBB1 00031 7//THROMBOSPONDIN 1 PRECURSOR7/3.2e-32:135:43//HOMO SAPIENS (HUMAN).// 
P07996 ? s;; -* 

5 F-H EM BB1 00031 8//PUTATIVE SMALL MEMBRANE PROTEIN (NONSTRUCTURAL PROTEIN NS3) (NON- 

STRUCTURAL 9.5 KD PROTEIN).//0.41 :51 :31//HUMAN CORONAVIRUS (STRAIN OC43).//Q 04854 
F-HEMBB1000335//ZINC FINGER PROTEIN 13 (ZFP-13) (KROX-8 PROTEIN) ( FRAGMENT) 7/0. 82 :33:45//M US 
MUSCULUS (MOUSE)7/P1 0754 

F-HEMBB1000336//ALDEHYDE OXIDASE (EC 1.2.3.1) (FRAGMENIS)7/0.80:44:40//ORYCTOLAGUS CUNIC- 
10 ULUS (RABBIT)7/P80456 

F-HEMBB1000337//SPLICING FACTOR, ARGlNINE/SERINErRICH 4 (PRE-MRNA SPLICING FACTOR 
SRP75)7/0.94:118:22//HOMO SAPIENS (HUMAN).//Q08170 

F-HEMBB1000338//MALE SPECIFIC SPERM PROTEIN MSJ84DA.//0.042:33:39//DROSOPHILA MELA- 
NOG ASTER (FRUIT FLY) 7/Q0 1642 
15 F-HEMBB1000339//!!!! ALU SUBFAMILY J WARNING ENTPiy !!!!//2.2e-14:54:55//HOMO SAPIENS (HUMAN).// 

P39188 ri <*' 

F-HEMBB1000341//GENE 74 PROTEIN (GP74J7/1 .0:39:33//MYCOBACTERIOPHAGE L57/Q05289 
F-HEMBB1 000343 

F-HEMBB 1000354//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .1e-15:83:56//HOMO SAPIENS (HUMAN).// 
20 P39188 ; *.K '. \ 

F-HEMBB1000369//PROTEIN Q300.//0.99:27:40//MUS MUSCULUS (MOUSE).//Q02722 

F-HEMBB1 000374//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//4.7e-34:56:78//HOMO SAPIENS (HUMAN).// 
P39189 

F-H EM BB1 000376 "jit 
25 F-HEMBB1000391//COLLAGEN ALPHA 1 (XII) CHAIN (FRAGM ENTS) 7/0 . 00 1 3 : 79 :35//BO S TAURUS (BO- 

VINE). //P2550 8 fc , 

F-HEMBB1 000399//CH ECKPOINT PROTEIN RAQ^7J/^ } Qe^$:^ POMBE 
(FISSION YEAST)7/P50531 \ - 

F-HEMBB1 000402//NADH-UBIQUINONE OXIDO REDUCTASE CHAIN 5 (EC 1.6.5.3) (FRAGMENT).//0.027:60: 
30 38//LEISHMANIA TARENTOLAE (SAUROLEISHMANIA TAR ENTOLAE);.//P 15583 

F-HEMBB1000404//CYANELLE 50S RIBOSOMAL PROTEIN. L287/0.94:29:27//CYANOPHORA PARADOXA.// 
P48129 ; will'' • 

F-HEMBB1 000420//SPLICEOSOME ASSOCIATED PROT EIN-49 (SA?> 49) (SF3B53).//0.023:97:35//HOMO SA- 
PIENS (HUMAN)7/Q1 5427 , ; , 
35 F-HEMBB1 000434//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//4.8e-20:111 :54//HOMO SAPIENS (HU- 
MAN)7/P39194 * J . 

F-HEMBB1 000438//HYPOTHETICAL 7.9 KD PROTEIN IN GP55-NRDG INTERGENIC REG ION 7/0.93:24:50// 
BACTERIOPHAGE T47/P07076 

F-H EMBB1 000441//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.4e-23:85:70//HOMO SAPIENS (HUMAN).// 
40 P39188 

F-HEMBB1 000449//!!!! ALU SUBFAMILY SX WARNING ENTRY.!!!!//0.88:27:51//HOMO SAPIENS (HUMAN).// 
P39195 ; 
F-HEMBB1000455 
F-HEMBB1 000472 

45 F-HEMBB1000480//PROTEIN STBC7/1 .0:52:30//ESCHERICHIA COLI7/P11905 

F-HEMBB1000487//SHORT NEUROTOXIN 1 (NEUROTOXJN v $LPHA) (NEUROTOXIN !l).//0.93:29:34//NAJA 
OXIANA (CENTRAL ASIAN COBRA) (OXUS COBRA).//P01427; > , 

F-HEMBB1 000490//!!!! ALU SUBFAMILY SX WARNING ENT^:!!!!//^3e-1 6:50:80//HOMO SAPIENS (HUMAN).// 
P39195 . \7-\> r % : 

50 F-HEMBB1 000491 ; \'!7;v»\ 

F-HEMBB1000493//3A PROTEIN 7/1 .0:51 :35//AVI AN INFECTIOUS BRONCHITIS VIRUS (STRAIN BEAU- 
DETTE) (IBV).//P30237 ?* " [" * 

F-HEMBB1 00051 0//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/9.7e-27:132:45//HOMO SAPIENS (HU- 
MAN)7/P08547 *m V 'Vv 

55 F-HEMBB1 00051 8//CYTOCHROME C OXIDASE POLYPEPTIDE III (EC 1 .9.3.1)7/0.021:47:40//LEISHMANIA 

TARENTOLAE (SAUROLEISHMANIA TAR ENTOLAE).//P 14546' \ ■ 
F-HEMBB1 000523 \ *' 

F-HEMBB1 000530//COLLAGEN ALPHA 1(XIV) CHAIN PRECURSOR (UNDULIN).//9.8e-14:43:83//GALLUS 
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GALLUS (CHICKEN)7/P32018 

F-H EMBB1 000550//NADH-UBIQU INON E OXI DOR EDUCTASE CHAIN 5 (EC 1. 6.5.3)7/0. 19:97:30//TRYPANO- 
SOMA BRUCEI BRUCEI7/P04540 - ,v '" 

F-HEMBB1000554//MATERNAL B9.10 PROTEIN (P30 ; BSi:10);/^0.94:82:25//XENOPUS LAEVIS (AFRICAN 
5 CLAWED FROG)7/P40744 ^7' 

F-HEMBB1 000556//TRANSCRIPTION INITIATION FACTOR TFI ID 135 KD SUBUNIT (TAFII-135) (TAFII135) 
(TAFII-130) (TAFII130).//0.043:201:29//HOMO SAPIENS (HUMAN) : 7/000268 

F-HEMBB1000564//ATP SYNTHASE PROTEIN 8 (EC ie.iai) 1 (A6L)7/1 .0:5:2:34//METRIDIUM SENILE 
(BROWN SEA ANEMONE) (FRILLED SEA ANEMONE).//047493 , , 
10 F-HEMBB1 000573//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//2.3e-10:52:73//HOMO SAPIENS (HU- 

MAN)7/P39191 "V, : 

F-HEMBB1 000575//!!!! ALU SUBFAMILY SC WARNING ENTRY.! !!!//1 .8e-26:76:76//HOMO SAPIENS (HUMAN).// 
P39192 

F-HEMBB1 000586//NADH-UBIQUINONE OXIDOREDUCTASE' MLRQ SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) 
15 (COMPLEX l-MLRQ) (CI-MLRQ).//0.74:23:52//HOMO SAPIENS (HUtii AN). HO 00483 

F-HEMBB1 000589//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//2.9e-25:61 :75//HOMO SAPIENS (HUMAN).// 
P39193 

F-HEMBB1000591//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1.0:34:35//PETROMYZON MARINUS 
(SEA LAMPREY).//Q35537 

20 F-HEMBB1000592//SMALL PROLINE-RICH PROTEIN 2-1 .//0. 001 6:49:42//HOMO SAPIENS (HUMAN)7/P35326 

F-HEMBB1 000593//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENTS)y/0.0070:189:32//GALLUS GALLUS 
(CHICKEN)7/P12105 

F-HEMBB1000598//LINE-1 REVERSE TRANSCRIPTASE HOMpLOG.//5.7e-10:1 10:41//NYCTICEBUS COU- 
CANG (SLOW LORIS)7/P08548 '/ * ' ' ' 

25 F-HEMBB1 000623//HYPOTHETICAL 54.9 KD PROTEIN^C02F5.* IN CHROMOSOME lll.//0.0022:98:28// 

CAENORHABDITIS ELEGANSy/P34284 i 
F-HEMBB1 000630 t \ V . 

F-HEMBB1000631//ALPHA-2C-1 ADRENERGIC RECEPT0R A (ALPHA-2C-1 ADRENOCEPTOR) (SUBTYPE 
C4).//8.8e-06:59:40//HOMO SAPIENS (HUM AN). //P 18825 ^H%' : ' ' 
30 F-HEMBB1 000632//GUANINE NUCLEOTIDE RELEASING PBOT EIN. (GNRP).//7.3e-13:173:28//MUS MUSCU- 

LUS (MOUSE).//P27671 j . -l 

F-HEMBB1 000637//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//4.6e-41 :94:82//HOMO SAPIENS (HUMAN).// 
P39193 i # 

F-HEMBB1 000638//INVOLUCRIN.//1 .9e-06:144:29//HOMO SAPIENS (HUMAN).//P07476 
35 F-HEMBB1 000643//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//8.3e-30:77:76//HOMO SAPIENS (HUMAN).// 

P39195 •"[■ V 

F-HEMBB1 000649//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//2.5e-37:58:81//HOMO SAPIENS (HUMAN).// 
P39189 

F-HEMBB1 000652//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//2.2e-37:61 :77//HOMO SAPIENS (HUMAN).// 
40 P39193 . . • ; 

F-HEMBB1 000665//HYPOTHETICAL PROTEIN BBD247/0.83:.38:36//BORRELIA BURGDORFERI (LYME DIS- 
EASE SP!ROCHETE).//P70845 

F-HEMBB1000671//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/6.8e-51:74:71//HOMO SAPIENS (HU- 
MAN)y/P08547 

45 F-HEMBB1 000673//HEAT-STABLE ENTEROTOXIN A3/A4 PRECURSOR (STA3/STA4) (ST-IB) (ST-H).//0.012: 

37:37//ESCHERICHIACOLiy/P07965 - i : .if.f:- 

F-HEMBB1 000684//!!!! ALU SUBFAMILY SP WARNING ENTRY *!M!//3.l e-21 :66:72//HOMO SAPIENS (HUMAN).// 
P39193 . /.:•> . , 

F-HEMBB1000693//HUNTINGTIN ASSOCIATED PROTEIN 3;(HAP,1).//5.2e-26:121:49//RATTUS NORVEGICUS 
50 (RAT).//P54256 -vif,. ' 

F-H EMBB1 000705 'vj' V'-: 

F-HEMBB1 000706 , V 

F-HEMBB1000709//HYPOTHETICAL 5.8 KD P ROTE IN V/l'.O : 29 :44//C LOVER YELLOW MOSAIC VIRUS 
(CYMV)y/P16485 ' \ /, t \ 

55 F-HEMBB1 000725//RAS-R ELATED PROTEIN RAB-8B.//7.4e- r 1C)5':205:98//RATTUS NORVEGICUS (RAT).// 

P70550 ^Xii'jiiS 

F-HEMBB1 000726//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//! .4e-25:85:70//HOMO SAPIENS (HU- 
MAN)y/P39194 
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F-HEMBB1000738//50S RIBOSOMAL PROTEIN L33.//1 .0:41:31 //THERM US AQUATICUS (SUBSR THER- 
MOPHILUS).//P35871 . 

F-HEMBB1000749//!!!! ALU SUBFAMILY SQ WARNING • ENTRY .3e-29:42:85//HOMO SAPIENS (HU- 
MAN)7/P39194 ... ^ 

5 F-HEMBB1000763//NIFU PROTEIN.//0.089:63:36//FRANKIA ALNI'y/P46045 

F-HEMBB1 000770//CALTRIN-LIKE PROTEIN 117/0.98:13: 69//C AN/iX PORC E LLU S (GUINEA PIG)7/P22075 
F-HEMBB1000774//HIGH MOBILITY GROUP PROTEIN HMG-Y.//0.029:53:32//MUS MUSCULUS (MOUSE).// 
P17095 • 

F-HEMBB1 000781 //MAPK/ERK KINASE KINASE 2 (EC 2.7.1 (MEK KINASE 2) (MEKK 2 ).//3.5e-75: 144:98// 
10 MUS MUSCULUS (MOUSE).//Q61 083 

F-HEMBB1000789//PUTATIVE 90.2 KDZINC FINGER PROTEIN i.NCCA1-ADK2 INTERGENIC REGIONy/2.6e- 
49:232:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P39956 

F-HEMBB1000790//!!!! ALU SUBFAMILY J WARNING ENTRV I !!!//2.9e-1 6:93:51 //HOMO SAPIENS (HUMAN).// 
P39188 
15 F-H EM BB1 000794 

F-HEMBB1000807//MUSCARINIC ACETYLCHOLINE RECEPTOR M3.//0.54:111 :27//GALLUS GALLUS (CHICK- 

EN).//P49578 

F-HEMBB1 000810 

F-HEMBB1 000821 ' 
20 F-H EM BB1 000822//H Y POTH ETIC AL 10 KD PROTEIN (ORF 6)7/0.1 0:50:34//NARCISSUS MOSAIC VIRUS 

(NMV).//P 15099 

F-HEMBB1000826//B-CELL GROWTH FACTOR PRECURS.OR\<BCGF-12 KD)7/0.00025:73:39//HOMO SAPI- 
ENS (HUMAN).//P20931 / \" , 

F-HEMBB1 000827//HYPOTHETICAL 7.4 KD P ROTEI N r//0i'89 :23:52//TH E R MO P ROT E U S TENAX VIRUS 1 
25 (STRAIN KRA1) (TTV1).//P1 9302 

F-HEMBB1000831//MALE SPECIFIC SPERM P ROTEI N v ; M ST87 F.//0 . 98 : 35 :40//D ROSO P H I LA MELA- 
NOGASTER (FRUIT FLY)7/P08175 - VvM&i V 

F-HEMBB1000835//LINE-1 REVERSE TRANSCRIPTASE HOMO.LOG.//7.8e-31 :96:46//HOMO SAPIENS (HU- 
MAN)7/P08547 

30 F-HEMBB1000840//LINE-1 REVERSE TRANSCRIPTASE HQMpLOGy/0.00012:102:36//NYCTICEBUS COU- 

CANG (SLOW LORIS)y/P08548 

F-HEMBB1000848//LINE-1 REVERSE TRANSCRIPTASE HOMO.LOGy/7.3e-97:239:70//HOMO SAPIENS (HU- 
MAN) 7/P08547 'V • -V • 
F-HEMBB1 000852 ■M'V *A i* ' 
35 F-HEMBB1 000870 

F-HEMBB1000876//METALLOTHIONEIN (MT).//0.99:14:64//PERCA FLUVIATILIS (PERCH).//P52725 
F-HEMBB1 000883//HY POTH ETIC AL 7.8 KD PROTEIN (ORF62).//0.34:60:33//GUILLARDIA THETA (CRYPTO- 
MONAS PHI).//078459 

F-HEMBB1000887//HISTIDINE-RICH, METAL BINDING POLYP EPTIDE.//1.0:26:42//HELICOBACTER PYLORI 
40 (CAMPYLOBACTER PYLOR 1)7/048251 

F-HEMBB1 000888 
F-HEMBB1 000890 

F-HEMBB1 000893 / : ; \ 

F-HEMBB1 000908//!!!! ALU SUBFAMILY J WARNING ENTRVl!!!//b.0074:45:51//HOMO SAPIENS (HUMAN).// 

45 P39188 ■-•^KJ.'tS* .'■ 

F-HEMBB1 00091 0//PROBABLE E5 PROTEINy/1 .0:49:36//HUMAfvJ PAPILLOMAVIRUS TYPE 58.//P26552 
F-HEMBB1000913//!!!! ALU SUBFAMILY SX WARNING ENTRY ? !i!.|//0.29:56:46//HOMO SAPIENS (HUMAN).// 

P39195 1 \\ " 

F-H EMBB1 00091 5//CYTOCH ROME B (EC 1 .10.2.2)y/2.5e-24;62:90>/H^ SAPIENS (HUM AN) .//P00 156 
50 F-HEMBB1000917//!!!! ALU SUBFAMILY SP WARNING ENTW !!H//5ie-26:53:66//HOMO SAPIENS (HUMAN).// 

P39193 .: 

F-HEMBB1 000927//NEURONAL CALCIUM SENSOR 1 (NCSoy'(FREQUENlN)y/3.9e-44:182:45//XENOPUS 
LAEVIS (AFRICAN CLAWED FROG).//Q91614 : v ^ : v> , 

F-HEMBB1 000947//SMALL PROLINE-RICH PROTEIN 2-1 .//o'24:69:27//HOMO SAPIENS (HUMAN).//P35326 
55 F-HEMBB1 000959//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//3.0e-31 :89:68//HOMO SAPIENS (HUMAN).// 

P39195 ! - • " 

F-HEMBB1000973//CONNECTIVE TISSUE GROWTH FACTOR PRECURSOR y/0.96:66:36//BOS TAURUS (BO- 
VINE)y/018739 
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F-HEMBB1000975//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR (HISTIDINE-PROLINE RICH GLYCO- 
PROTEIN) (HPRG).//0.00042:77:41//HOMO SAPIENS (HUMAN)7/P04196 
F-HEMBB1 000981 « \ 

F-HEMBB1000985//MIPP PROTEIN (MURINE IAP-PROMOTED PLACENTA-EXPRESSED PROTEIN)7/1 .0e-1 8: 
5 178:30//MUS MUSCULUS (MOUSE) 7/P28575 • • " 

F-HEMBB1 000991 

F-HEMBB1000996//HYPOTHETICAL 10.1 KD PROTEIN IN RHSDrGCL INTERGENIC REGION (ORFD3)7/0.58: 
34:35//ESCHERICHIA COLI.//P33669 

F-HEMBB1001004//PROBABLE E4 PROTEIN 7/0.24: 110:35//HUMAN PAPILLOMAVIRUS TYPE 5B.//P26550 
10 F-HEMBB1001008 .-V 

F-HEMBB1001011//ZINC FINGER PROTEIN 7 (ZINC FINGER PROTEIN KOX4) (ZINC FINGER PROTEIN HF. 
16).//3.2e-17:104:47//HOMO SAPIENS (H U M AN ).//P 17097 

F-HEMBB1001014//EOTAXIN PRECURSOR (EOSINOPHIL CHEMOTACTIC PROTEIN).//1 .0:58:39//RATTUS 
NORVEGICUS (RAT).//P97545 
15 F-HEMBB1001020//HI! ALU SUBFAMILY SB WARNING ENTRY !!!!//1.4e-07:36:75//HOMO SAPIENS (HUMAN).// 

P39189 

F-HEMBB1001024 

F-HEMBB1001037//FERREDOXIN.//1.0:52:25//MOORELLA THERMOACETICA (CLOSTRIDIUM THER- 
MOACETICUM).//P00203 
20 F-HEMBB1001047 ... . 

F-HEMBB1001051//PROTEIN FAN (FACTOR ASSOCIATED WITH N-SMASE ACTIVATION).//3.4e-21 :50:100// 
HOMO SAPIENS (HUMAN).//Q92636 y r A :. %c >: 

F-HEMBB1001056//HYPOTHETICAL29.3 KD PROTEIN (ORF92) 7/0.0099: 1 1 5:35//ORGYIA PSEUDOTSUGATA 
MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) 7/01 0341 V 
25 F-HEMBB1001058//!!!! ALU SUBFAMILY SC WARNING ENTRY;)!!]^ 

P39192 . • '\.-iO 

F-HEM BB1 00 1 060//HYPOTH ETIC AL 8.2 KD PROTEIN ' ZC21 ,7 IN CHROMOSOME 1117/1.0:38:36// 
CAENORHABDITIS ELEGANS7/P34591 y ., v> (s.y^r- . 

F-HEMBB1001063 V: " : 

30 F-HEMBB1001068 . > , . 

F-HEMBB1001096//NOXIUSTOXIN (NTX) (TOXIN ll,11)'://0.99:36:38//CENTRUROIDES NOXIUS (MEXICAN 
SCORPION)7/P08815 /^:<vV r 

F-HEM BB1 0011 02//HYPOTH ETIC AL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME 17/1 .1e-27:1 15:36// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09701 
35 F-HEM BB1 001 1 05//CLASS II HISTOCOMPATIBILITY ANTIGEN, M ALPHA CHAIN PRECURSOR7/0.80:70:40// 

HOMO SAPIENS (HUMAN).//P28067 ' 

F-HEMBB1001112//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT7/1 .1 e-1 26:287:85//RATTUS 
NORVEGICUS (RAT)7/P38378 

F-HEMBB1 00 1 1 1 4//HYPOTHETICAL 9.6 KD PROTEIN (ORF2)7/0.84:62:27//BACTERIOPHAGE L27/P42537 
40 F-HEMBB1 001117 

F-HEMBB1001119//COLLAGEN ALPHA 1 (XII) CHAIN PRECURSOR7/1 .6e-21 :50:98//HOMO SAPIENS (HU- 
MAN)7/Q99715 \ • 

F-HEMBB1 001 1 26//HYPOTH ETICAL 55.9 KD PROTEIN EEED8.6 IN CHROMOSOME ll.//1.7e-50:184:53// 
CAENORHABDITIS ELEGANS7/Q09296 * ;^W-1 p 

45 F-HEMBB1001133//!!!! ALU SUBFAMILY SC WARNING EN JRY7!!!//i:4e-09:53:62//HOMO SAPIENS (HUMAN).// 

P39192 <. s ^,;. , , 

F-HEMBB1 001 1 37//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 
MENT)7/2.0e-05:206:27//CRICETULUSGRISEUS (CHINESE HAMSTER)7/P1 141 4 

F-HEMBB1001142//!!!!ALU SUBFAMILYSP WARNING ENTRY- !!!!//4.1e-05:46:56//HOMO SAPIENS (HUMAN).// 
50 P39193 

F-HEMBB1 001 1 5 1//HYPOTH ETICAL 33.5 KD PROTEIN C1D4,02C. IN CHROMOSOME l.//2.3e-23: 109:44// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)V/Q10:J49 : 

F-HEMBB1 001153//PROCOLLAGEN ALPHA 2(IV) CHAIN eRECUFlSOR7/0.75:76:34//ASCARIS SUUM (PIG 
ROUNDWORM) (ASCARIS LUMBRICOIDES)7/P27393 ** r V 
55 F-HEMBB1 001169//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//1 .4e-16:71 :59//HOMO SAPIENS (HUMAN).// 

P39195 ; 
F-HEMBB1001175//ANKYRIN7/3.2e-12:169:31//MUS MUSCULUS (MOUSE) 7/Q02357 

F-HEMBB1001177//PERIODIC TRYPTOPHAN PROTEIN 2 HOMOLOG7/9.4e-07:148:27//HOMO SAPIENS (HU- 
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MAN)7/Q15269 >' ! - 

F-HEMBB1 001 1 82//HYPOTHETICAL 36.0 KD PROTEIN 7/1 .3e-09: 11 0:31 //SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST).//P54858 . , : ':\ }> 

F-HEMBB1001199 

5 F-HEMBB1001208//HYPOTHETICAL PROTEIN LAMBDA-SP57/0.053:23:47//MUS MUSCULUS (MOUSE).// 

P15974 

F-HEMBB1001209 

F-HEMBB1001210//HYPOTHETICAL PROTEIN LAMBDA-SP57/0.14:40:37//MUS MUSCULUS (MOUSE).// 
P15974 

10 F-HEMBB1001218//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.4e-19:49:67//HOMO SAPIENS (HU- 

MAN) 7/P391 94 

F-HEMBB1 001 221 //CYTOCHROME C OXIDASE POLYPEPTIDE VIIA-LIVER PRECURSOR (EC 1.9.3.1)7/0.11: 
44:38//HOMO SAPIENS (HUM AN).//P1 4406 

F-HEMBB1001234//65 KD YES-ASSOCIATED PROTEIN-. (YAP65).//2.0e-45:192:53//MUS MUSCULUS 
15 (MOUSE)7/P46938 

F-HEMBB1001242//HYPOTHETICAL 143.3 KD TRP-ASP REPEATS CONTAINING PROTEIN C12G12.13C IN 
CHROMOSOME l7/5.5e-37:226:41//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09876 
F-HEMBB1001249//OXALOACETATE DECARBOXYLASE GAMMA CHAIN (EC 4.1 .1 .3)7/1 . 0:23 :43//KLEBSI EL- 
LA PNEUMONIAE7/P1 31 55 

20 F-HEMBB1001253//METALLOTHIONEIN-IH (MT-1H) (META.LLOTHIONEIN-0) (MT-0)7/0.14:16:43//HOMO SA- 

PIENS (HUMAN)7/P80294 ' " ; . i ' 

F-HEMBB1001254//HHALU SUBFAMILY SX WARNING ENTRYJW//1 .4e-12:40:75//HOMO SAPIENS (HUMAN).// 
P39195 is - 

F-HEMBB1001267//!!!! ALU SUBFAMILY SP WARNING ENTRY MH//J .0e-12:33:78//HOMO SAPIENS (HUMAN).// 
25 P39193 ^ T 

F-HEMBB1 001 271 //HYPOTHETICAL 25.1 KD PROTEIN B0302.5 IN CHROMOSOME X.//1 .0:58:37// 
CAENORHABDITIS ELEGANS 7/Q1 0928 

F-HEMBB1001282//ANKYRIN HOMOLOG PRECURSOR7/9.5e : : 13:206:31//CHROMATIUM VINOSUM7/Q06527 
F-HEMBB1001288//COPPER HOMEOSTASIS PROTEIN .CUJC7/4.6e-42:163:51//ESCHERICHIA COLI7/ 
30 P46719 

F-HEMBB1 00 1 289//HYPOTHETICAL PROTEIN ORF-11 377/1 .0e-05:106:26//MUS MUSCULUS (MOUSE).// 
P11260 

F-HEMBB1001294//GTP-BINDING PROTEIN TC107/1 .3e-34:58:94//HOMO SAPIENS (HUMAN).//P17081 
F-HEMBB1001302//HOMEOBOX PROTEIN CDX-2 (CAUDAL-TYPE HOMEOBOX PROTEIN 2) (CDX-3) 7/0.24: 
35 49:46//HOMO SAPIENS (HUMAN).//Q99626 - • . 

F-HEMBB1001304//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT)7/1 .0: 
1 7:70//LYCOPERSICON ESCULENTUM (TOMATO) 7/Q0 11 57 ; . . , . 

F-HEMBB1 001 31 4//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR.//0.21 :104:27//DROSOPHILA ERECTA 
(FRUIT FLY)7/P13730 ., ^W^: 

40 F-HEMBB1001315//!!!! ALU SUBFAMILY SX WARNING ENTRY UH//1 .3e-24:53:71//HOMO SAPIENS (HUMAN).// 

P39195 * ; J. ;..V... 

F-HEMBB1001317//HYPOTHETICAL 85.7 KD PROTe1n' T 'C13G6:03 IN CHROMOSOME 17/0.24:90:31// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09782 . 

F-HEMBB1001326//HYPOTHETICAL PROTEIN LAM BDA-SP57/;b. 36:26 :50//MUS MUSCULUS (MOUSE).// 
45 P15974 . '^v 'r v 

F-H EM BB 100 1331 //HYPOTHETICAL BHLF1 PROTEIN7/1 .0:127:33//iEPSTElN-BARR VIRUS (STRAIN B95-8) 
(HUMAN HERPESVIRUS 4)7/P03181 

F-H EM BB1 00 1 335//ESC ARGOT/SN Al L PROTEIN HOMOLOG (FRAGMENT).//0.85:44:29//SCIARA CO- 
PROPHILA (FUNGUS GNAT)7/Q01799 i : ■ ■ - 

50 F-HEMBB1001337//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//4.2e-20:62:62//HOMO SAPIENS (HU- 

MAN)7/P39194 

F-HEMBB1001339//HYPOTHETICAL 17.3 KD PROTEIN CY1 A1 1 .1 6C7/8.2e-07: 1 23:34//MYCOBACTERIUM 
TUBERCULOSIS7/Q50606 

F-HEMBB1001346//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/4.2e-14:60:45//HOMO SAPIENS (HU- 
55 MAN)7/P08547 *. .*\vV-.. 

F-HEMBB1001348//!!!! ALU SUBFAMILY J WARNING ENTRY, !!!!//5.6e-1 4:61 :62//HOMO SAPIENS (HUMAN).// 
P39188 * 
F-HEMBB1001356 , .„ 

r ' ; 4. K: ' • 
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F-HEMBB1001364 * ■ ! 

F-HEMBB1001366/HISTIDINE-RICH PROTEIN 7/0. 87:26:42//PLASMODIUM FALCIPARUM (ISOLATE FCM17 / 
SENEGAL)7/P14586 

F-HEMBB1001367//W! ALU SUBFAMILY SC WARNING ENTRY !!!!//8.6e-40:146:61//HOMO SAPIENS (HU- 
5 MAN)7/P39192 

F-HEMBB1001369 

F-HEMBB1001380//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!/1 .9e-25:49:83//HOMO SAPIENS (HUMAN).// 
P39193 

F-HEMBB1001384//BH3 INTERACTING DOMAIN DEATH AGONIST (BID).//0.80:95:29//MUS MUSCULUS 
10 (MOUSE).//P70444 . ■ 

F-HEMBB1 001 387//PEA2 PROTEIN (PPF2 PROTEIN)7/0.022:117:34//SACCHAROMYCESCEREVISIAE (BAK- 
ER'S YEAST)V/P40091 ' / 

F-HEMBB1001394//ALPHA-ADAPTIN A (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALPHA-A LARGE 
CHAIN) (1 00 KD COATED VESICLE PROTEIN A) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
15 A SUBUNIT)y/0.38:85:31//MUS MUSCULUS (MOUSE)7/P1 7426- . 

F-HEMBB1001410 

F-HEMBB1001424//PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR7/0.99:37:21// 
ORYZA SATIVA (RICE)Y/P12162 

F-HEMBB1001426//!!!! ALU SUBFAMILY SX WARNING E NT; RY ! ! ! I//0 .0035 : 40 : 60//H O M O SAPIENS (HUMAN).// 
20 P39195 

F-HEMBB1001429//CYTOSOL AMINOPEPTIDASE (EC 3.4.11-.1);(LEUCINE AMINOPEPTIDASE) (LAP) (LEU- 
CYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (EC 3.4.11.5) (PROLYL AMINOPEPTIDASE)7/1 .1e- 
99:21 :86//BOS TAURUS (BOVINE).//P00727 !r ' '/]-. 

F-HEMBB1001436//!!!!ALU SUBFAMILY SX WARNING ENTRY !!!!//3.4e-30:57:78//HOMO SAPIENS (HUMAN).// 
25 P39195 

F-HEMBB1 001 443//[PYRUVATE DEHYDROGENASE (LIPOAMIDE)]-PHOSPHATASE PRECURSOR (PDP) (EC 
3.1.3.43) (PYRUVATE DEHYDROGENASE PHOSPHATASE, CATALYTIC SUBUNiT (PDPC).//2.5e-79:1 55:97// 
BOS TAURUS (BOVINE).//P35816 
F-HEMBB1001449 

30 F-HEMBB1001454//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT)./^ .1 e-05:1 96:31//HOMO SAPIENS (HUMAN).//P1 01 61 , 

F-HEMBB1001458//24 KD ANTIGEN (FRAGMENT).//0.94:1 8:50//PLASMODIUM CHABAUDI7/P14592 
F-HEMBB1001463 

F-HEMBB1001464//PPF2L ANTIGEN (FRAGMENT)7/1 .0:45:28//RLASMODIUM FALCIPARUM (ISOLATE PALO 
35 ALTO / UGANDA).//P07765 J Tfc.^, y ■ . 

F-H EM BB 1 00 1 482//GASTRU LA ZINC FINGER PROTEIN "xLC.GFI 6.1 (FRAGMENT)7/4.2e-10:37:43//XENO- 
PUS LAEVIS (AFRICAN CLAWED FROG).//P18712 F-HEMBB1001500 

F-HEMBB1001521//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.4e-39:59:72//HOMO SAPIENS (HUMAN).// 
P39188 

40 F-HEMBB1001527//HOMEOBOX PROTEIN HOX-B5 (XLHBOX-^) (XHOX-1 B) (FRAGMENT).//0.21 :131 :25// 

XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P09019 ~" " 

F-HEMBB1001531//GENE 32 PROTEIN (GP32)7/0.88:95:30//MYCOBACTE RIO PHAGE L57/Q05241 
F-HEMBB1001535//ATP SYNTHASE PROTEIN 8 (EC 3.6.1:34) (A6L).//1.0:31:38//LUMBRICUS TERRESTRIS 
(COMMON EARTHWORM)7/Q34942 ;.'\ j. > 

45 F-HEMBB1001536 ' ■ 

F-HEMBB1001537//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//0. 0063: 52: 50//HOMO SAPIENS (HU- 
MAN)7/P39191 )} , 

F-HEMBB1001555//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.9e-23:69:63//HOMO SAPIENS (HUMAN).// 
P39188 

50 F-HEMBB1001562//RABPHILIN-3A7/0.087:147:27//RATTUS NORVEGICUS (RAT)7/P47709 

F-HEMBB1001564//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/5.9e-27:107:54//HOMO SAPIENS (HU- 
MAN)7/P08547 , , 

F-HEMBB1001565//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1.9e-1 2:51 :54//HOMO SAPIENS (HU- 
MAN)7/P39194 . 
55 F-HEMBB1001585 ;^ >v: ;, ... 

F-HEMBB1001586 ■ \ 

F-HEMBB1 001 588//HYPOTH ETICAL 1 2.3 KD PROTEIN IN gAp'1 -NAP1 INTERGENIC REGION.//0.0031 :31 :48// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P'3614() t .- ■. • 
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F-HEMBB1001603 

F-HEMBB1 001 61 8//RETROV I RUS- RELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); EN DO N UC LEASE] 7/0. 00076 :47:44//M US MUSCULUS (MOUSE)y/P11 369 
F-HEMBB1 001 61 9//SM ALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/1 .0:52 :32//HOMO SAPIENS 
5 (HUMAN).//P22531 
F-HEMBB1001630 

F-HEMBB1001635//METALLOTHIONEIN-LIKE PROTEIN TYPE 2 A.//1 .0:27:44//LYCOPERSICON ESCULEN- 
TUM (TOMATO).//Q40157 

F-HEMBB1001637//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0.0042:26:73//HOMO SAPIENS (HUMAN).// 
10 P39188 ». 

F-HEMBB1001641 

F-HEMBB1001653//SURVIVAL MOTOR NEURON PROTEIN 17/0.51 :36:47//C AN IS FAMILIARIS (DOG).// 

F-HEMBB1001665//HOMEOBOX PROTEIN ENGRAILED-1 '(HU-EN-1)7/0.0030:135:34//HOMO SAPIENS (HU- 
15 MAN)7/Q05925 . ' 

F-HEMBB1001 668//PROBABLE 60S RIBOSOMAL PROTEIN L39.//0.'99:25:44//CAENORHABDITIS ELEGANS.// 
P52814 

F-HEMBB1 001 673//HYPOTHETICAL 46.1 KD PROTEIN IN EFIP5-ORC6 INTERGENIC REGION7/0.0054:128: 
34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)Y/P38823. 
20 F-HEMBB1 001 684//SUPPRESSOR PROTEIN SRP40.//0.56:81 :34//SACCHAROMYCES CEREVISIAE (BAK- 

ER'S YEAST) V/P32583 * : 'V 

F-HEMBB1001685//CYTOCHROME C OXIDASE POLYPEPTIDE VJIMHEART PRECURSOR (EC 1 .9.3.1) (VIIIB) 
(IX).//1.0:21:47//BOS TAURUS (BOVINE).//P10175 

F-HEMBB1001695//MYOSIN IC HEAVY CHAIN. //8.9e-05:86 :40//AC AN TH AMOEBA CASTELLANII (AMOEBA).// 
25 P10569 ..*V t , 

F-HEMBB1001704//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//9.0e-08:35:71//HOMO SAPIENS (HUMAN).// 
P39195 

F-HEMBB1001706//CORNIFIN (SMALL PROLINE-RICH PROTEiN I) (SPR-I) (SMALL PROLINE-RICH SQUA- 
MOUS CELL MARKER) (SPRP)7/0.91 :39:41//SUS SCROFA (PIG).//P35323 
30 F-HEMBB1 001 707//FERREDOXIN-LIKE PROTEIN IN NIF REG[ON.//1 .0:43:23//BRADYRHIZOBIUM JAPONI- 

CUM.//P27394 :V\ 

F-HEMBB1 001 71 7//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4 (EC 1 .6.5.3) (FRAGMENT).//1 .0:71 :25// 
LEMUR CATTA (RING-TAILED LEMUR).//Q34878 • * ^ > 

F-HEMBB1001735//!!!! ALU SUBFAMILY SO WARNING ;ENTRY !!!!//9.0e-35:97:74//HOMO SAPIENS (HU- 
35 MAN)7/P39194 ] ' 

F-HEMBB1 001 736//EUKARYOTIC TRANSLATION INITIATION FACTOR 3 BETA SUBUNIT (EIF-3 BETA) (EIF3 

P116) (EIF3 P110).//0.00069:180:28//HOMO SAPIENS (HUMAN)7/f?55884 

F-HEMBB1001747 

F-HEMBB1 001749//!!!! ALU SUBFAMILY SX WARNING ENTRY { |!!!//1.i8e : 43:75:70//HOMO SAPIENS (HUMAN).// 
40 P39195 • 

F-HEMBB1001753//PROTEIN Q300.//0.00091 : 1 6:81//MUS .MUSCULUS (MOUSE).//Q02722 

F-HEMBB1 001 756//CYCLIN-DEPENDENT KINASES REGULATORY SUBUNIT 2 (XE-P9).//0.94:35:42//XENO- 

PUS LAEVIS (AFRICAN CLAWED FROG).//Q91879 - ; ' - ; v ... 

F-HEMBB1001760 

45 F-HEMBB1001762//GENE 35 PROTEIN (GP35).//0.76:21:47//MYCOBACTERIOPHAGE L5Y/Q05245 

F-HEMBB1001785 

F-HEMBB1 001 797//CHLOROPLAST 50S RIBOSOMAL PROTEiN;L357/0.99:41 :31//PORPHYRA PURPUREA.// 
P51270 

F-HEMBB1001802 ; - lVi \ 

50 F-HEMBB1001812//!!!!ALU SUBFAMILY SP WARNING ENTRY !!!!//2.2e-39:54:77//HOMO SAPIENS (HUMAN).// 

P39193 . .. .. 

F-HEMBB1001816//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .1e- 19:97 :57//HOMO SAPIENS (HU- 
MAN)7/P39194 ; < : \ r ... , . 

F-HEMBB1 001 831 //HYPOTHETICAL 45.6 KD PROTEIN IN COX5A-ALG11 INTERGENIC REGION7/0.62:204: 
55 23//SACC H AROMYC ES CEREVISIAE (BAKER'S YEAST) Y/j?5395,1 ■. 

F-HEMBB1001834//GLYCINE-RICH RNA-BINDING PROTEIN lf(FRAGMENT)Y/0.0014:40:45//SORGHUM VUL- 
GARE (SORGHUM)Y/Q99069 " if., t ^ { 

F-HEMBB1001836//!!!! ALU SUBFAMILY SB2 WARNING ENTRY- !!!!//7.1e-1 4:85:61 //HOMO SAPIENS (HU- 
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MAN)7/P39191 

F-HEMBB1 001 839//PROBABLE E4 PROTEIN 7/0.61 :49:34//HUMAN PAPILLOMAVIRUS TYPE 6C7/P20969 
F-HEMBB1001850 : v 

F-HEMBB1001863//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!H//2.7e-30:57:68//HOMO SAPIENS (HU- 
5 MAN)7/P39194 

F-HEMBB1001867 

F-HEMBB1001868//EXT ENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
0.00036:47:53//NICOTIANA TABACUM (COMMON TOBACCO)7/P 13983 

F-HEMBB1 001869//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//7.0e-11 :95:45//HOMO SAPIENS (HUMAN).// 
« P39188 .^u.-,,.j-!.. 

F-HEMBB1 001 872//HYPOTHETICAL 8.2 KD PROTEIN Yn/LEF8-FP INTERGENIC REGION.//1 .0:34:38// 

AUTOGRAPHA CALIFORNIA NUCLEAR POLYH EDROSIS' VIRUS (ACM NPV).//P41 459 

F-HEMBB1001874 \ S,.-*.. 

F-HEMBB1001875 : [ % 
15 F-HEMBB1001880 

F-HEMBB1001899//GENE 11 PROTEIN7/1 .0:45:3 1//SP IRQ RLAS MA VIRUS SPV1-R8A2 B.//P15902 

F-HEMBB1001905//HYPOTHETICAL 81.7 KD PROTEIN IN MOL1-NAT2 INTERGENIC REGION7/8.8e-54:216: 

51//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P48234 

F-HEMBB1001906 . 
20 F-HEMBB1001908//MONOCYTIC LEUKEMIA ZINC FINGER PROTEIN.//6.3e-51 :138:80//HOMO SAPIENS (HU- 

MAN)7/Q92794 

F-HEMBB1 001910 

F-HEMBB1001911 

F-HEMBB1001915//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 64E (EC 3.1.2.15) (UBIQUITIN THI- 
25 OLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING RROJEASE 64E) (DEUBIQUITINATING ENZYME 

64E).//2.3e-27:71 :70//DROSOPHILA MELANOGASTER (FRUIT FLY)7/Q24574 

F-HEMBB1001921//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//9.8e-13:75:53//HOMO SAPIENS (HU- 
MAN) 7/P08547 ):; 
F-HEMBB1001922 : T^h 

30 F-HEMBB1 001 925//EPITHELIAL MEMBRANE PROTEIN-;! .(EMP-1) (TUMOR- ASSOCIATED MEMBRANE PRO- 

TEIN).//1.0:55:30//MUSMUSCULUS(MOUSE).//P47801 ' ,^ • \Z 

F-HEMBB1001930//HYPOTH ETICAL 9.6 KD PROTEIN j|X1;p62.7. IN CHROMOSOME 1117/0.43:49:26// 
CAENORHABDITIS ELEGANS7/Q09412 ■: 

F-HEMBB1001944//!!!!ALU SUBFAMILY SB WARNING ENTRY !!!!//5.1e-34:63:85//HOMO SAPIENS (HUMAN).// 

35 P39189 j V r v „ 

F-HEMBB1001945//NONSPECIFIC LIPID-TRANSFER PROTEIN (LTP) (PHOSPHOLIPID TRANSFER PRO- 
TEIN) (PLTP)7/0.28:45:40//AMARANTHUS CAUDATUS (LQVE;LIES-BLEEDING) (INCA-WHEAT).//P80450 
F-HEMBB1001947//PROTEIN UL24.//0.48:42:47//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17).//P10208 
F-HEMBB1 001 950//HYPOTH ETICAL 42.6 KD PROTEIN IN GSI^B-ANSB INTERGENIC REGION (0378)7/1 .6e- 

40 24:162:36//ESCHERICHIACOLI7/P52062 . . ' ' ... 

F-HEMBB1001952 , T ', , : 

F-HEMBB1001953 " "* ' 

F-HEMBB1001957//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.7e-11 :51 :60//HOMO SAPIENS (HUMAN).// 
P39188 

45 F-HEMBB1001962//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//7.6e-24:163:42//HOMO SAPIENS (HUMAN).// 

P39188 

F-HEMBB1001967//HMALU SUBFAMILY SB WARNING ENTRY -!!!!//2.1e-35:55:80//HOMO SAPIENS (HUMAN).// 
P39189 

F-HEMBB1001973//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//2.1e-37:108:75//HOMO SAPIENS (HU- 
50 MAN)7/P39192 ' { :'<'' 

F-HEMBB1001983//LYSIS PROTEIN (E PROTEIN) (GPE).//0.$4:45:37//BACTERIOPHAGE ALPHA-37/P31280 
F-HEMBB1001988 ' 1 : 

F-HEMBB1001990 .' ' 

F-HEMBB1001996//LINE-1 REVERSE TRANSCRIPTASE HO MOLOG.//1 .4e- 14:98 :40//HOMO SAPIENS (HU- 
55 MAN)7/P08547 ' ;v M '-v^ :' . 

F-HEMBB1001997//!!!! ALU SUBFAMILY J WARNING ENTRY !!i!//4.1e-19:38:73//HOMO SAPIENS (HUMAN).// 
P39188 — ; i 

F-HEMBB1002002//CYTOCHROMEC BIOGENESIS PROTEIN. CCS A7/1 .0:1 50:25//PORPHYRA PURPUREA.// 
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P51369 

F-HEMBB1 002005//!!!! ALU SUBFAMILY SX WARNING ENTRY I! !!//7.6e-12:94:40//HOMO SAPIENS (HUMAN).// 
P39195 

F-HEMBB1 002009 

5 F-HEMBB1 00201 5//HYPOTHETICAL 7.7 KD PROTEIN IN MRR-TSR INTERGENIC REGION (F67).//1 .0:17:47// 

ESCHERICHIA COLI7/P39395 • \ 

F-HEMBB1 002042//CYTOCHROME P450 4C1 (EC 1.14.14.1) (CYPIVC 1 ).//2.4e-50: 1 39:55//BLABERUS DIS- 
COIDALIS (TROPICAL COCKROACH).//P29981 ' S ■ . <c- ■ • 

F-HEMBB1 002043//HYPOTH ETICAL 9.5 KD PROTEIN I N. DH FR '3' REG 10 N (ORF3)7/0.052:40:42//HERPESVI- 
10 RUS SAIMIRI (SUBGROUP C / STRAIN 488).//P22577 \ 1 | ( , . 

F-HEMBB1 002044//CELLULOSE COMPLEMENTING PROTEIN7/6.45:87:33//ACETOBACTER XYLINUM (AC- 
ETOBACTER PASTEUR I ANUS). //P37697 

F-HEMBB1002045//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) ( A6 L j 7/0 .78 : 1 8 : 55//H O M O SAPIENS (HUMAN).// 
P03928 ' • . ; v' 

15 F-HEMBB1 002049 

F-HEMBB1 002050//SALIVARY PROLINE-R!CH PROTEIN PRECURSOR (CLONE CP7) [CONTAINS: BASIC 
PEPTIDE P-F] (FRAGMENT)7/1.0e-06:188:27//HOMO SAPIENS (HUMAN).//P02812 

F-HEMBB1002068//HOMEOBOX PROTEIN HOX-A4 (CHOX-1 .4) 7/0.0023:56 :44//GALLUS GALLUS (CHICK- 
ENS/PI 7277 

20 F-HEMBB1 002069//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 

0.0074:134:33//NICOTIANATABACUM (COMMON TOBACCO).//P 13983 

F-HEMBB1002092//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: OUTER MEM- 
BRANE PROTEIN GP70; TRANSMEMBRANE PROTEIN,P20E].//2 ; 4e-07:75:40//BABOON ENDOGENOUS VI- 
RUS (STRAIN M7).//P10269 

25 F-HEMBB1002094//I!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//1 .9e-24:63:82//HOMO SAPIENS (HU- 

MAN)7/P39191 t 

F-HEMBB1002115//EC PROTEIN HOMOLOG (ZINC-METALLOTHIONEIN CLASS ll).//0.94:26:42//ZEA MAYS 
(MAIZE).//P43401 

F-HEMBB1 0021 34//ZINC- FINGER PROTEIN NEURO-D4.//4.6e- t 57:176:67//RATTUS NORVEGICUS (RAT).// 
30 P56163 \ 

F-HEMBB1 0021 39//CHLOROPLAST 50S RIBOSOMAL PROTEIN L357/1 .0:1 7:52//PORPHYRA PURPUREA.// 
P51270 ; ' 'jl^nh ' 

F-HEMBB1 0021 42//EARLY NODULIN 20 PRECURSOR (N-20)7/0.087:52:36//MEDICAGO TRUNCATULA (BAR- 
REL MEDIC).//P93329 ' ' x [ T l t \ i . 
35 F-HEMBB1 0021 52//HYPOTH ETICAL 12.3 KD PROTEIN IN GPL3-RPL33 INTERGENIC REGION (ORF102).// 
5.8e-05:61:37//CYANOPHORAPARADOXA7/P15811 

F-HEMBB1 0021 89//HYPOTH ETICAL PROTEIN UL125//.1 .0:77:32//HUMAN CYTOMEGALOVIRUS (STRAIN 
AD 169).//P 16835 , 
F-HEMBB1002190 , 
40 F-HEMBB1 0021 93//TYRbSINE- PROTEIN KINASE RECEPTOR TYR03 PRECURSOR (TYROSINE-PROTEIN 

KINASE RSE) (TYROSINE-PROTEIN KINASE SKY) (TYROSINE-PROTEIN KINASE DTK).//1 .2e-27:59:100// 
HOMO SAPIENS (HUMAN)7/Q0641 8 ■* 

F-HEMBB1 00221 7//ZINC FINGER PROTEIN 184 (FRAGMENT)-.//6.6e-22:106:50//HOMO SAPIENS (HUMAN).// 
Q99676 ■■ t 

45 F-HEMBB1 00221 8//PROTEIN 03007/0.85:1 9:52//MUS MUSCULUS (MOUSE).//Q02722 

F-HEMBB1 002232//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//9.6e-21 :56:71//HOMO SAPIENS (HUMAN).// 
P39195 

F-HEMBB1 002247 

F-HEMBB1002249//!!!! ALU SUBFAMILY SQ WARNING EISiTRY !!!!//7.2e-29:93:69//HOMO SAPIENS (HU- 
50 MAN)7/P39194 

F-HEMBB002254//!!!! ALU SUBFAMILY SQ WARNING t EN!TRY!!!!!//2.0e-29:1 01 :67//HOMO SAPIENS (HU- 
MAN)7/P39194 .n,^ v 

F-HEMBB1002255//NADH-UBIQUINONE OXI DO REDUCTASE {CHAIN 3 (EC 1 .6.5.3)7/1 .0:73:28//PARA- 
MECIUM TETRAURELIA7/P15579 . • ; 

55 F-HEMBB1 002266//GLUTAMIC ACID-RICH PROTEIN PRECURSOR.//0.0079:151 :26//PLASMODIUM FALCI- 

PARUM (ISOLATE FC27 / PAPUA NEW GUINEA)7/P13816: y f . 

F-HEMBB1002280//LINE-1 REVERSE TRANSCRIPTASE HOM6LOG7/5.2e-15:182:36//NYCTICEBUS COU- 
CANG (SLOW LORIS)7/P08548 
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F-HEMBB1 002300 

F-HEMBB1 002306//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//0.00011:26:84//HOMO SAPIENS (HU- 
MAN)7/P39195 V . 

F-HEMBB1 002327//!!!! ALU SUBFAMILY SB WARNING ENTRY. !!!!//4.ie-11 :41 :85//HOMO SAPIENS (HUMAN).// 
5 P39189 , . 

F-H EM BB1 002329//H Y POTH ETIC AL 74.0 KD PROTEIN IN"C'AJ1t'HOM3 INTERGENIC REGIONY/9.9e-1 7:232: 
30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40032 ,' . 
F-HEMBB1 002340 

F-HEMBB1002342//HYPOTHETICAL32.5 KD PROTEIN INMSH6-BMH2 INTERGENIC REG!ON//3.6e-40:102: 
10 57//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/Q03835 i: . 

F-HEMBB1 002358//THYMIDYLATE KINASE (EC 2.7.4.9) (DTMP KINASE)7/6.1e-30:63:96//HOMO SAPIENS 
(HUMAN).//P23919 

F-H EM BB1 002359//H Y POTH ETIC AL 7.1 KD PROTEIN C6G9.01C IN CHROMOSOME 17/0.97:28:46// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q92346 * 
15 F-H EM BB1002364//RETROV I RUS- RELATED POL POLYPROTEIN (FRAGMENT).//0.47:119:25//HOMO SAPI- 

ENS (HUMAN).//P 12895 

F-H EMBB1 002371 //HYPOTH ETIC AL 1 5.5 KD PROTEIN C2F7.12 IN CHROMOSOME I PRECURSOR7/3.0e-05: 
111:30//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q09703 

F-H EMBB1 002381 //PUTATIVE CUTICLE COLLAGEN C09G5.47/0.34:105:34^CAENORHABDITIS ELEGANS.// 
20 Q09455 

F-HEMBB1002383//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6)7/0.049:1 03:32//AQUIFEX AEOLI- 
CUS.//066566 

F-HEMBB1002387//10 KD CHAPERONIN (PROTEIN CPN10) (PROTEIN GROES) (HEAT SHOCK PROTEIN 
11).//0.18:75:28//RICKETTSIA TSUTSUGAMUSHI.//P16626 : .' . 
25 F-HEMBB1002409//HIGH MOBILITY GROUP PROTEIN, HMG-Y.//0.01 4:61 :36//MUS MUSCULUS (MOUSE).// 

P17095 ;;;/>■ . 

F-HEMBB1002415 :? ^' /Wv 

F-HEMBB1 002425//!!!! ALU SUBFAMILY SQ WARNING ENT^Y !!!!//3.8e-1 8:55:70//HOMO SAPIENS (HU- 
MAN) .//P39 194 " 
30 F-HEMBB1002442//LIN-10 PROTEINY/5.1e-15:121 :31//CAENp.RHABDITIS ELEGANS. //P34692 

F-HEMBB1 002453//!!!! ALU SUBFAMILY SB WARNING ENT^ji^1..2e^32:54:7S//HOMO SAPIENS (HUMAN).// 
P39189 - r- 

F-HEMBB1 002457//!!!! ALU SUBFAMILY J WARNING ENTRY MH//1 .5e -07:31 :64//HOMO SAPIENS (HUMAN) 7/ 
P39188 • v s ; : ~.\, • 

35 F-HEMBB1002458//MALE SPECIFIC SPERM PROTEIN, MST84DA.//0.92:28:53//DROSOPHILA MELA- 

NO GASTER (FRUIT FLY) J/Q 01 642 - 

F-H EM BB 1 002477//D N A-D I R ECTE D RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 
MENT)7/0.0066:198:27//CRICETULUS GRISEUS (CHINESE HAMSTER).//P1 1414 

F-HEMBB1002489//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53)7/0.030:182:28//HOMO SA- 
40 PIENS (HUMAN).//Q15427 * , " / 

F-HEMBB1 002492 

F-HEMBB1 002495//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//2.1e-08:41:75//HOMO SAPIENS (HUMAN).// 
P39192 

F-HEMBB1002502//RETROVIRUS-RELATED POL POLYPROTEIN (FRAGM ENT) 7/0.00030:31 :77//HOMO SA- 
45 PIENS (HUMAN).//P12895 : 

F-HEMBB1 002509 , . .'Jr.^]*, 

F-HEMBB1002510 • 

F-HEMBB1002520//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//6.8e-36:162:50//NYCTICEBUS COU- 
CANG (SLOW LORIS)7/P08548 ' U'iU ' 

50 F-HEMBB1002522//7 KD PROTEIN (ORF 4).//0.77:32:40//CHRYSANTHEMUM VIRUS B (CVB)7/P37990 

F-HEMBB1 002531 

F-HEMBB1 002534//!!!! ALU SUBFAMILY SX WARNING ENTRY T!!!//3.je^36:80:73//HOMO SAPIENS (HUMAN).// 
P39195 • " 

F-HEMBB1 002545 ! h t 

55 F-HEMBB1002550//HOMEOBOX PROTEIN HOX-D11 (HOX-4:6) (HOX-5.5)7/3.8e-05:83:34//MUS MUSCULUS 

(MOUSE)7/P23813 .. 
F-HEMBB1 002556 "* * 

F-HEMBB1 002579//SPLICING FACTOR U2AF 35 KD SUBUNIT (U2 AUXILIARY FACTOR 35 KD SUBUNIT) (U2 
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SNRNP AUXILIARY FACTOR SMALL SUBUNIT) (FRAGMENT).//5.0e-06:27:77//SUS SCROFA (PIG).//Q29350 
F-HEMBB1 002582//PROTEINASE INHIBITOR.//1 .0:27:40//SOLANUM MELONGENA (EGGPLANT) (AUBER- 
GINE)7/P01078 

F-HEMBB1 002590//HYPOTHETICAL PROTEIN IN MMSB 3'REGION (ORF1) (FRAGMENT) 7/1 .9e-20:90:54// 
5 PSEUDOMONAS AERUGINOSA.//P28812 • '. ,- t ; : 

F-HEMBB1 002596 

F-HEMBB1002600//NOVEL ANTIGEN 2 (NAG-2).//1 .9e-60:1 87:5?//HOMO SAPIENS (HUMAN).//014817 
F-HEMBB1002601//M PROTEIN, SEROTYPE 6 PRECURSOR7/i'.6:71 :35//STREPTOCOCCUS PYOGENES.// 
P08089 

10 F-H EMBB1 002603 •' r ..' 

F-HEMBB1 002607//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) 7/0.0032: 142 :33//HOMO SAPIENS (HUMAN )7/P 101 62 : 

F-HEMBB1002610//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//2.0e-11 :79:49//HOMO SAPIENS (HU- 
MAN)7/P08547 

15 F-HEMBB1002613//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.9e-08:41 :60//HOMO SAPIENS (HUMAN) 7/ 

P39188 

F-H EMBB1 00261 4//HYPOTHETICAL 9.5 KD PROTEIN7/1 .0:40:35//VACCINIA VIRUS (STRAIN COPENHA- 
GEN)7/P20553 

F-HEMBB1 00261 7//INSECT TOXIN 1 (BOT IT1)7/1 .0:44:29//BUTHUS OCCITANUS TUNETANUS (COMMON 
20 EUROPEAN SCORPION)7/P55902 

F-HEMBB1 002623//HYPOTHETICAL 9.7 KD PROTEIN (ORF88)- (PUTATIVE DNA-BINDING PROTEIN) 7/0.42: 
31:54//BACTERIOPHAGE P47/P12552 , .... 

F-H EM BB1002635//STR ESS- ACTIVATED PROTEIN KINASeXjNK3 (EC 2.7.1.-) (C-JUN N-TERMINAL KINASE 
3) (MAP KINASE P49 3F12).//6.2e-17:44:95//HOMO SAPIENS. (HUMAN)7/P53779 
25 F-HEMBB1002664//SMALL NUCLEAR RIBONUCLEOPROTEIN ASSOCIATED PROTEIN B (SM-B) (SNRNP-B) 

(SM11) (FRAGMENT) 7/1 .0:57:36//RATTUS NORVEGICUS (RAT)7/P17136 

F-HEMBB1002677//LINE-1 REVERSE TRANSCRIPTASE 'HbMOLOG7/1.9e-06:194:34//NYCTICE BUS COU- 
CANG (SLOW LORIS)7/P08548 ^ ■: \< 

F-HEMBB1 002683//NADH-UBIQUINONE OXIDOREDUCTASE'CHAIN 5 (EC 1.6.5.3) (FRAGMENT) 7/0.96:56: 
30 35//LEMUR CATTA (RING-TAILED LEMUR) 7/Q34879 

F-HEMBB1002684//SILLUCIN7/1.0:16:50//RHIZOMUCOR PUSILLUS7/P02885 
F-H EMBB1 002686 ['"if; ' 

F-H EMBB1 002692 " v ' 

F-HEMBB1 002697//H E LIX-D ESTAB ILIZI NG PROTEIN (SINGLE-STRANDED DNA BINDING PROTEIN) (GPV)7/ 
35 0.57:36:38//BACTERIOPHAGE FD, BACTERIOPHAGE F1 , AND BACTERIOPHAGE M13.//P03669 

F-H EMBB1 002699 

F-HEMBB1 002702 . •• 

F-HEMBB1 002705//HYPOTHETICAL 34.8 KD PROTEIN C4H3.04C IN CHROMOSOME 1 7/3. 6e-40: 180:37// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q10212 
40 F-HEMBB1002712 

F-MAMMA1000009//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//1 .2e-32:95:75//HOMO SAPIENS (HU- 
MAN)7/P39189 _ ( /,/.,. 

F-MAMMA1000019 : * 

F-MAMMA1000020//DIMETHYL7\N1UNEMONOOXYGENASE [N : OXIDE FORMING] 5 (EC 1.14.13.8) (HEPATIC 
45 FLAVIN-CONTAINING MONOOXYGENASE 5) (FMO 5) (DIM ETfl YLAN I L I N E OXIDASE 5)7/5.2e-1 2:24: 1 00//HO- 

MO SAPIENS (HUMAN)7/P49326 . : . ■ -\}^\ ^ ' 

F-MAMMA1000025//BETA-2-MICROGLOBULIN PRECURSp;R-/yi-.0:73:26//BRACHYDANIO ■ RERIO (ZE- 
BRAFISH) (ZEBRA DAN IO).//Q04475 "y&'t 

F-MAMMA1 000043//HYPOTHETICAL PXBL-I PROTEIN (FRAGMENT)7/0.057:130:31//BOVINE LEUKEMIA VI- 
50 RUS (JAPANESE ISOLATE BLV-1) (BLV)7/P03412 i -;\ ? .- 

F-MAMMA1 000045 ' * 

F-MAMMA1000055//TESTIN 2 (TES2) [CONTAINS: TESTIN G (TESl)]7/7.5e-44:138:55//MUS MUSCULUS 
(MOUSE).//P47226 

F-MAMMA1 000057//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .2e-39:92:69//HOMO SAPIENS (HU- 
55 MAN)7/P39194 

F-MAMMA1 000069//HYPOTHETICAL 29.3 KD PROTEIN (ORF92)7/0.0044:96:34//ORGYIA PSEUDOTSUGATA 
MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) 7/01 0341 

F-MAMMA1 000084//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//5.4e-28:94:73//HOMO SAPIENS (HU- 
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MAN)7/P39195 / ' — 

F-MAMMA1 000085//PUTATIVE CYSTE IN YL-TRNA SYNTHETASE C29E6.06C (EC 6.1.1.16) (CYSTEINE-- 
TRNA LIGASE) (CYSRS).//6.6e-38:90:51//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09860 
F-MAMMA1000092//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//6.4e-30:43:86//HOMO SAPIENS (HU- 
5 MAN)7/P39192 

F-MAMMA1000103//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.038:1 7:52//HO MO SAPIENS 
(HUMAN).//P22531 

F-MAMMA1000117//50S RIBOSOMAL PROTEIN L24E (HL21/HL22)7/0.90:25:48//HALOARCULA MARISMOR- 
TUI (HALOBACTERIUM MARISMORTUI).//P14116 
10 F-MAMMA1000129//HYPOTHETICAL BHLF1 PROTEIN7/0.0016:75:40//EPSTEIN-BARR VIRUS (STRAIN 

B95-8) (HUMAN HERPESVIRUS 4)7/P03181 
F-MAMMA1 000133 

F-MAMMA1 0001 34//HYPOTHETICAL PROTEIN MJ06477/1 .0:41 :41//METHANOCOCCUS JANNASCHII7/ 
Q58063 . < 

15 F-M AM M A1 000 1 39//G U AN IN E NUCLEOTIDE-BINDING PROTEIN G(l)/G(S)/G(0) GAM MA- 3 SUBUNIT7/0.99: 

69:28//BOS TAURUS (BOVINE), AND MUS MUSCULUS (MOUSE)7/P29798 

F-MAMMA1000143//CALPAIN INHIBITOR (CALPASTATIN) k (FRAGMENT)7/0.023:111 :27//MUS MUSCULUS 
(MOUSE) 7/P51 125 

F-MAMMA1 0001 55//PUTATIVE CUTICLE COLLAGEN C09G5.57/0.01 8:1 25:34//CAENORHABDITIS ELE- 

20 GANS7/Q09456 * ^[ \ 

F-MAMMA1000163//MERCURIC TRANSPORT PROTEIN PERIPLASMIC COMPONENT PRECURSOR (PERI- 
PLASMIC MERCURY ION BINDING PROTEIN) (MERCURY SCAVENGER PROTEIN).//0.11 :88:25//SHEWAN EL- 
LA PUTREFACIENS (PSEUDOMONAS PUTREFACIENS).//Q54463 , 
F-MAMMA1000171 , *>j ijj - 

25 F-MAMMA1 0001 73//DREBRIN E.//7.6e-41 :197:43//HOMO SAPIENS (HUMAN)7/Q 16643 

F-MAMMA1000175//GAMMA-THIONIN HOMOLOG PPT PRECURSOR.//0.92:39:38//PETUNIA INTEGRIFOLIA 
(VIOLET-FLOWERED PETUNIA) (PETUNIA INFLATA)7/Q40901 

F-MAMMA1000183//2INC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/2.4e-106:249:61//HOMO SA- 
PIENS (HUMAN)7/P51 523 j • 
30 F-MAMMA1000198//MALE SPECIFIC SPERM PROTEIN MST84DD7/0.0014:35:42//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q01 645 
F-MAMMA1 000221 

F-MAMMA1000227//6.8 KD MITOCHONDRIAL PROTEOLIPID7/1 .0:30:40//MUS MUSCULUS (MOUSE).// 
P56379 : : . 

35 F-M AM MA1 000241 //PHOTOSY STEM I REACTION CENTRE SUBUNITX(PSI-K)7/1 .0:40:37//PORPHYRA PUR- 

PUR EA7/P5 1370 y ; l ;„ ( 

F-MAMMA1 000251//HYPOTHETICAL 6.8 KD PROTEIN IN FIG-pPI A INTERGENIC REGION 7/0. 99 :29:48//SAL- 
MONELLA TYPHIMURIUM.//P37771 ' •/ l -. i S ' 

F-MAMMA1 000254//HYPOTHETICAL 6.0 KD PROTEIN IN THI12 5'REGION7/1.0:20:50//SACCHAROMYCES 
40 CEREVISIAE (BAKER'S YEAST)7/P53820 • , ^ ; . 

F-MAMMA1 000257//HYPOTHETICAL 50.0 KD PROTEIN IN /HEMl: 3'REGION (ORF2) 7/0.22 :50:44//PSEU- 
DOMONAS AERUGINOSA7/Q51470 

F-MAMMA1000264//GASTRIN-RELEASING PEPTIDE RECEPTOR v (GRP-R) (GRP-PREFERRING BOMBESIN 
RECEPTOR).//0.80:39:43//HOMO SAPIENS (HUMAN)7/P30550 ^ * 
45 F-M AMMA1 000266 [ \ .' 

F-MAMMA1 000270//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//9 . 5e-42 : 95 : 84//H O M O SAPIENS (HU- 
MAN)7/P39189 

F-MAMMA1 000277//PRO COLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHONDROCALCIN]7/ 
0.0062:90:34//MUS MUSCULUS (MOUSE) 7/P28481 !' -\ 

50 F-MAMMA1000278//C-HORDEIN (CLONE PC HOR1-3) (FRAGMENT) 7/0.00096:59:33//HORDEUM VULGARE 

(BARLEY) 7/P1 7991 ] J( 

F-MAMMA1 000279//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//8.4e-1 7:56 :76//HOMO SAPIENS (HU- 
MANJ7/P39195 

F-MAMMA1 000284//ARYL HYDROCARBON RECEPTOR NUCLEAR TRANSLOCATOR 2 (ARNT PROTEIN 2)7/ 
55 0.017:146:30//MUS MUSCULUS (MOUSE)7/Q61324 

F-MAMMA1000287//!!!! ALU SUBFAMILY SB WARNING ENTRY,!!! !//1 .5e-32:84:58//HOMO SAPIENS (HU- 
MAN)7/P39189 1*;/ * 

F-MAMMA1000302//C-HORDEIN (CLONE PC-919) ( FR AG^ EN Tj) 7/1 .0 :42 :33//HO RD E U M VULGARE (BAR- 
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LEY).//P17992 

F-MAMMA1 000307//PROBABLE E4 PROTEIN7/0.21 :71 :30//RHESUS PAPILLOMAVIRUS TYPE 1 (RHPV 1)7/ 
P24832 

F-MAMMA1 000309//COLLAGEN ALPHA 1(VIII) CHAIN PRECURSOR (ENDOTHELIAL COLLAGEN) 7/0.0026: 
5 141:36//HOMO SAPIENS (HUM AN)7/P27658 

F-MAMMA1000312 

F-MAMMA1000313//DNA REPAIR PROTEIN RADC HOMOLOG (25 KD PROTEIN) (FRAGMENT)7/0.76:52:32// 
STAPHYLOCOCCUS AUREUS7/P31 337 
F-MAMMA1 000331 

W F-MAMMA1000339//50S RIBOSOMAL PROTEIN L29P7/0. 78:32 :46//METH AN OBACTERIUM THERMOAU- 

TOTROPHICUM 7/0261 17 

F-MAMMA1 000340//HYPOTHETICAL 29.4 KD PROTEIN IN STE6-LOS1 INTERGENIC REGION7/1 .0:29:58// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P36039 '/■ 

F-MAMMA1000348//!!!! ALU SUBFAMILY J WARNING ENTRY !J!!//7,5e-09:63:60//HOMO SAPIENS (HUMANJ7/ 
is P39188 ' 

F-MAMMA1 000356//!!!! ALU SUBFAMILY J WARNING ENTRY !!H//3.3e : 05:42:52//HOMO SAPIENS (HUMAN).// 
P39188 • * 

F-MAMMA1 000360 

F-MAMMA1 000361//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//4.4e-33:84:72//HOMO SAPIENS (HU- 
20 MAN)7/P39189 *V« ". 

F-MAMMA1 000372//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//6.6e-21 :53:71//HOMO SAPIENS (HU- 
MAN)7/P39193 , r * i) . 

F-MAMMA1 000385 . 

F-MAMMA1000388//OX40L RECEPTOR PRECURSOR (ACT35 ANTIGEN) (TAX-TRANSCRIPTIONALLY ACTI- 
25 VATED GLYCOPROTEIN 1 RECEPTOR) (CD134 ANTIGEN) 7/0.40:72 :36//HOMO SAPIENS (HUMAN).//P43489 

F-MAMMA1000395//RABPHILIN-3A (FRAGMENT).//0.032:125:25//MUS MUSCULUS (MOUSE).//P47708 
F-MAMMA1000402//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//3.1e-28:266:40//HOMO SAPIENS (HU- 
MANJ7/P08547 , ^ ; i. 

F-MAMMA1 00041 0//NADH-UBIQUINONE OXIDOREDUCTASE 13 KD-B SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) 
30 (COMPLEX I-13KD-B) (CI-13KD-B) (B1 3) 7/5. 9e-06:32:68//HOMO SAPIENS (HUMAN)7/Q16718 

F-MAMMA1 00041 3//RETROVI RUS-RELATED POL POLYPRQTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE]7/6.7e-05:93:31//MUS MUSCULUS (MOUSE)7/P11369 
F-MAMMA1000414 4 o 

F-MAMMA1 00041 6//HYPOTHETICAL 32.0 KD PROTEIN ^Cb?F5. 2 IN CHROMOSOME lll.//4.1e-28:1 19:53// 
35 CAENORHABDITIS ELEGANS 7/Q09232 } ^ l^y : . 

F-MAMMA1 000421//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//2.7e-23:68:76//HOMO SAPIENS (HU- 
MAN)7/P39194 , l^ t \ . 

F-MAMMA1 000422//METALLOTH ION El N (MT) 7/0. 037:42 :42//GADUS MORHUA (ATLANTIC COD)7/P51902 
F-MAMMA1 000423 

40 F-MAMMA1000424//!!!! ALU SUBFAMILY SB WARNING ENTRYj !!.!!//0. 048:23 :73//HO MO SAPIENS (HUMAN).// 

P39189 * ; 

F-MAMMA1 000429//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS57/2.7e-05:110:30//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST)7/Q92331 j 

F-MAMMA1000431//!!!! ALU SUBFAMILY SQ WARNING .ENTRY !!!!//9.4e-15:85:58//HOMO SAPIENS (HU- 
45 MAN)7/P39194 ^ 

F-MAMMA1000444//!!II ALU SUBFAMILY SQ WARNING ENTRY !!!!//4.3e-25:65:76//HOMO SAPIENS (HU- 
MAN)7/P39194 . ; . 

F-MAMMA1000446//ZYXIN.//0.79:155:29//GALLUS GALLUS (CHICKEN)7/Q04584 

F-MAMMA1 000458//HYPOTHETICAL 37.7 KD PROTEIN C18B11. 06 IN CHROMOSOME 17/0.0048:46:43// 
50 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) J/Q0971 3, 

F-MAMMA1000468//PERIOD CLOCK PROTEIN (FRAGMENT)7/0.50:20:55//DROSOPHILA ROBUSTA (FRUIT 
FLY)7/Q03296 

F-MAMMA1000472//!!!! ALU SUBFAMILY J WARNING ENTRY m/ti .5e-1 7:106:55//HOMO SAPIENS (HUMAN).// 
P39188 

55 F-MAMMA1000478//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//3.9e-35:80:68//HOMO SAPIENS (HU- 

MAN)7/P39195 ' ^ "t : \ 

F-MAMMA1 000483//!!!! ALU SUBFAMILY SP WARNING ENtpV,!!!!//2.8e-24:74:77//HOMO SAPIENS (HU- 
MAN)7/P39193 
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F-MAMMA1 000490//TYROSIN E-P ROTE IN KINASE TXK (EC 2.7.1 .112) (PTK-RL-18) (RESTING LYMPHOCYTE 
KINASE)7/0.43:21:57//MUS MUSCULUS (MOUSE).//P42682 

F-MAMMA1000500//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN).//0.61 :33:54//HUMAN IM- 
MUNODEFICIENCY VIRUS TYPE 1 (Z2/CDC-Z34 ISOLATE) (HIV-1).//P12506 
5 F-MAMMA1 000501//!!!! ALU SUBFAMILY SQ WARNING - ENTRY !!!!//! .1 e-32:43:83//HOMO SAPIENS (HU- 

MAN)7/P39194 : 
F-MAMMA1000516 

F-MAMMA1000522//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.0015:113:32//HOMO SAPIENS (HU- 
MAN)y/P08547 '' : 
10 F-MAMMA1 000524//HYPOTHETICAL HOST RANGE 8.5 KD PflOTEIN.//1 .0:63:31/A/ACCINIA VIRUS (STRAIN 

WR)7/P17359 ''I A':*' " 

F-MAMMA1000559//METALLOTHIONEIN-I (MT-I) (MT-IB/MT-IA)..//0.31:16:50//CALLINECTES SAPIDUS (BLUE 
CRAB)7/P55949 * : *" " ■ 

F-MAMMA1 000565//FERREDOXIN-TYPE PROTEIN NAPF7/0.98:37:35//ESCHERICHIA COLI7/P33939 
15 F-MAMMA1 000567//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//5.5e-37:95:76//HOMO SAPIENS (HU- 

MAN)7/P39195 

F-MAMMA1000576//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//4.!e-07:34:64//HOMO SAPIENS (HU- 
MAN)y/P39191 

F-MAMMA1 000583 * 
20 F-MAMMA1000585//!!!! ALU SUBFAMILY SQ WARNING ENTRY MM//1 .5e-28:89:75//HOMO SAPIENS (HU- 

MAN)y/P39194 . - : ' 

F-MAMMA1 000594//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//4.8e-24:38:71//HOMO SAPIENS (HU- 
MAN)y/P39195 

F-MAMMA1 000597//!!!! ALU SUBFAMILY SX WARNING ENTRY !!H//1.1e-25:74:77//HOMO SAPIENS (HU- 
25 MAN)y/P39195 *-! : . . 

F-MAMMA1 000605//!!!! ALU SUBFAMILY SX WARNING .ENTRY !!!!//2.1e-1 8:83:50//HOMO SAPIENS (HU- 
MAN)y/P39195 v /• 

F-MAMMA1000612//HYPOTHETICAL 34.0 KD TRP-ASP REPEATS CONTAINING PROTEIN IN SIS1-MRPL2 
INTERGENIC REGION .//4.0e-42:166:48//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P41318 
30 F-MAMMA1000616 ' 

F-MAMMA1 000621 

F-MAMMA1000623//METALLOTHIONEIN-IK (MT-1 K)y/0.6o45:^'5f48//HOMO SAPIENS (HUMAN).//P80296 
F-MAMMA1000625//PROLINE-RICH PROTEIN MP-3 (ER^GMENT).//0.00078:79:35//MUS MUSCULUS 
(MOUSE).//P05143 ' ^r^- 3 ' 

35 F-MAMMA1000643//HYPOTHETICAL 9.3 KD PROTEINy/1 .0:25:28//MAGUARI VIRUS.//P16607 

F-MAMMA1 000664 4? 

F-MAMMA1000669//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/4.2e-05:186:30//HOMO SAPIENS (HU- 
MAN)y/P08547 ...""L-nI frf 

F-MAMMA1000670//PROLINE-RICH PROTEIN MP-3 ' (FRAGMENT).//! .6e-06:1 95:30//MUS MUSCULUS 
40 (MOUSE) .//P05! 43 

F-MAMMA1 000672//VITELLOGENIC CARBOXYPEPTIDASE,. PRECURSOR (EC 3.4. 16.-).//3.8e-28: 184:35// 
AEDES AEGYPTI (YELLOWFEVER MOSQUITO) y/P42660 

F-MAMMA1 000684//DNA-BINDING PROTEIN (VMW21)y/l .le-07:55:56//HERPES SIMPLEX VIRUS (TYPE 1 / 
STRAIN 17).//P04487 

45 F-MAMMA1 000696//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!/1 .2e-31 :97:74//HOMO SAPIENS (HU- 

MAN)y/P39194 " J • 

F-MAMMA1000707//METALLOTHIONEIN-II (MT-II) (MT-IIB/MT^IIA)y/0.31 :19:42//CALLINECTES SAPIDUS 
(BLUE CRAB).//P55950 ,. '•' t 

F-MAMMA1 00071 3//XYLULOSE KINASE (EC 2.7.1.17) (XYLULOKINASE).//1 .6e-05:88:35//LACTOBACILLUS 
50 PENTOSUS.//P21939 

F-MAMMA1 00071 4//PROTEIN-LYSINE 6-OXIDASE PRECURSOR (EC 1.4.3.13) (LYSYL OXIDASE)y/0.44:126: 
30//RATTUS NORVEGICUS (RAT) y/Pl 6636 . . , . 

F-MAMMA1 00071 8//METALLOTHIONE1N-IIE (MT-2E).//1 !6:5j :3!#ORYCTOLAGUS CUNICULUS (RABBIT).// 
P80292 . % 

55 F-MAMMA1000720//!!!! ALU SUBFAMILY SP WARNING ENTRY ! ! ! !//3.3e-2 8 :60: 7 1 //H O MO SAPIENS (HU- 

MAN)y/P39!93 ^t^,, 

F-MAMMA!000723//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/3.7e-14:63:53//HOMO SAPIENS (HU- 
MAN)y/P08547 
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F-MAMMA1000731//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 2 (CHD-2).//1 .Se-43:258:43//HO- 
MO SAPIENS (HUMAN).//014647 

F-MAMMA1 000732//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//9.9e-12:76:55//HOMO SAPIENS (HUMAN).// 
P39188 

5 F-MAMMA1 000733 1 *§V ' 

F-MAMMA1000734//NPL1 PROTEIN (SEC63 PROTEIN).//2.5e-1 8:181 :39//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) 7/P1 4906 ij^ ,, 

F-MAMMA1 000738//HYPOTHETICAL 116.5 KD PROTEIN C20'G8. 09 C IN CHROMOSOME l.//5.4e-52:1 96:58// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//P871:'1^; i : 
10 F-MAMMA1000744//!!!! ALU SUBFAMILY SB1 WARNING ENTRY !j!!//6.3e-36:144:47//HOMO SAPIENS (HU- 

MAN)7/P39190 :v.a = 

F-MAMMA1 000746 
F-MAMMA1 000752 

F-MAMMA1 000760//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//6.6e-29:75:72//HOMO SAPIENS (HU- 
15 MAN)7/P39195 

F-MAMMA1 000761//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.6e-09:59:64//HOMO SAPIENS (HU- 
MAN)V/P39194 f " 

F-MAMMA1 000775 

F-MAMMA1 000776//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//3.3e-35:99:74//HOMO SAPIENS (HU- 
20 MAN)7/P39193 

F-MAMMA1 000778//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//2.1e-1 9:65:70//HOMO SAPIENS (HU- 
MAN)7/P39195 

F-MAMMA1 000782 "i . {' 

F-MAMMA1 000798//HYPOTHETICAL PROTEIN ORF,1 1377/6:01 5:59:37//MUS MUSCULUS (MOUSE).// 
25 P11260 

F-MAMMA1000802//MYOSIN IC HEAVY CHAIN7/0.35:94:41//ACANTHAMOEBA CASTELLAN 1 1 (AMOEBA).// 
P10569 j /. .. 

F-MAMMA1000824//ACTIN 1 7/0.046:60:3 1//2EA MAYS (MAIZE)7/P02582 

F-MAMMA1000831//PROBABLE NI/FE-HYDROGENASE .1 B^YRE CYTOCHROME SUBUNIT//1 .0:30:46//ES- 
30 CHERICHIACOLI.//P19929 . '^0^ ";l 

F-MAMMA1 000839//!!!! ALU SUBFAMILY J WARNING ENTRY J!l!# .1 e-28:80:58//HOMO SAPIENS (HUMAN).// 
P39188 - -V: r; 

F-MAMMA1 000841 //PUTATIVE AMIDASE (EC 3.5.1 .4)7/1 .5e-39:130:36//METHANOBACTERIUM THERMOAU- 
TOTROPHICUM7/O27540 

35 F-MAMMA1000842//C-HORDEIN (CLONE PC-919) (FRAGMENT)7/0.064:43:41//HORDEUM VULGARE (BAR- 

LEY)7/P17992 r 
F-MAMMA1 000843 

F-MAMMA1 000845//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 (EC 1 .6.5,3)7/0.43:58:34//DROSOPHI- 
LA YAKUBA (FRUIT FLY) 7/P03895 
40 F-MAMMA1 000851//CUTICLE COLLAGEN 347/0.01 9:1 07:29//CAENORHABDITIS ELEGANS7/P34687 

F-MAMMA1 000855//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66) 7/0.00098:1 49 :32//HOMO 
SAPIENS (HUMAN)7/Q1 5428 J - 

F-MAMMA1000856//METALLOTHIONEIN (MT)7/0.63:39:41//PQTAMON POTAMIOS7/P55952 

F-MAMMA1 000859//GLYCOPROTEIN X PRECURSOR7/0.01 ! 4:192:28//EQUINE HERPESVIRUS TYPE 1 

45 (STRAIN AB4P)(EHV-1)7/P28968 . 

F-MAMMA1 000862//DISINTEGRIN KISTRIN (PLATELET AGGREGATION ACTIVATION INHIBITOR)7/1 .0:66: 
27//AGKISTRODON RHODOSTOMA (MALAYAN PIT VI PER), (C ALLO S E LAS MA RHODOSTOMA)7/P17494 
F-MAMMA1 000863//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//5.4e-1 6:41 :68//HOMO SAPIENS (HUMAN).// 
P39188 vi^i.. j: t r 

50 F- MAMMA 1 000865//SALIVARY PROUNE-RICH PROTEIN ll- : rV(FRAGMENT)7/0.030:100:32//HOMO SAPIENS 

(HUMAN).//P81489 ' >--\ S 

F-MAMMA1000867//APTOTOXIN IX (PARALYTIC PEPTIDE^ (PP iX)7/0.98:43:32//APTOSTICHUS SCHLIN- 
GERI (TRAP-DOOR SPIDER)7/P49272 "* "'■ 7*\:, v 

F-MAMMA1000875//PROLINE-RICH PEPTIDE P-B.//0.1 8:21 :47//HOMO SAPIENS (HUMAN).//P02814 
55 F-MAMMA1 000876//!!!! ALU SUBFAMILY SB WARNING ENTRY HH//1 .5e-22:85:71//HOMO SAPIENS (HU- 

MAN)7/P39189 c . , s 

F-MAMMA1 000877//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .2e-38:62:74//HOMO SAPIENS (HUMAN).// 
P39188 
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F-MAMMA1 000880//COLLAGEN ALPHA 1 (XII) CHAIN (FRAGMENTS) 7/0. 49: 79:32//BOS TAURUS (BOVINE).// 
P25508 

F-MAMMA1 000883//HYPOTHETICAL 6.1 KD PROTEIN . C03B1 .1 0 IN CHROMOSOME X.//0.87:1 5:60// 
CAENORHABDITIS ELEGANS7/Q11116 > . , 1^. •-,.> . 

5 F-MAMMA1000897//INTER-ALPHA-TRYPSIN INHIBITOR HE AW CHAIN H4 PRECURSOR (ITI HEAVY CHAIN 

H4) (INTER-ALPHA-TRYPSIN INHIBITOR FAMILY HEAVY CHAIN-RELATED PROTEIN) (PLASMA KALLIKREIN 
SENSITIVE GLYCOPROTEIN 120) (PK-120)7/5.3e-17:130:40//HOMO SAPIENS (HUMANJ7/Q14624 
F-MAMMA1 000905 
F-MAMMA1 000906 

10 F-MAMMA1000908//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//8.0e-17:70:62//HOMO SAPIENS (HU- 

MAN)7/P08547 

F-MAMMA1 00091 4//HYPOTHETICAL 6.2 KD PROTEIN7/0.97:36:36//THERMOPROTEUS TENAX VIRUS 1 
(STRAIN KRA1 ) (TTV1 ).//P1 9299 
F-MAMMA1 000921 

15 F-MAMMA1 000931//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//5.6e-10:49:65//HOMO SAPIENS (HUMAN).// 

P39188 

F-MAMMA1 000940//MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L327/0.42:22:54//RECLINOMONAS 
AMERICANA.//021281 

F-MAMMA1 000941 //!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.3e-25:55:69//HOMO SAPIENS (HUMAN).// 
20 P39188 

F-MAMMA1 000942//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.3e-08:36:75//HOMO SAPIENS (HU- 
MAN)7/P39194 4M| -. 
F-MAMMA1 000943 "'^v 7 

F-MAMMA1 000956//SMALL HISTIDINE-ALANINE-RICH PROTEIN, PRECURSOR (SHARP) (ANTIGEN 57).// 
25 0.041 :122:25//PLASMODIUM FALCIPARUM ( ISOLATE. FC27 / PAPU A NEW GUINEA). //P04930 

F-MAMMA1 00095 7//H EAT-STABLE ENTEROTOXIN A2 •RRECURSOR (STA2).//0.024:37:37//ESCHERICHIA 
COLI.//Q47185 "• M^i^'Y 

F-MAMMA1 000962//!!!! ALU SUBFAMILY SB WARNING : ENTRY !H!//6.0e-39:61 :78//HOMO SAPIENS (HU- 
MAN)7/P39189 ''.X X'.'-- " 

30 F-MAMMA1000968//UII ALU SUBFAMILY SQ WARNING ENTRY !!!!//0:0054:29:72//HOMO SAPIENS (HUMAN).// 

P39194 ; , 

F-MAMMA1 000975//CUTICLE COLLAGEN DPY-2 PRECURSOR7/V.0:93:30//CAENORHABDITIS ELEGANS.// 
P35799 , / ,r. , 

F-MAMMA1000979//PROLINE-RICH PEPTIDE P-B.//0.012:12:66//HOMO SAPIENS (HUMAN)7/P02814 
35 F-MAMMA1 000987//HYPOTHETICAL PROTEIN LAMBDA-SP347/1 .0:47:40//MUS MUSCULUS (MOUSE).// 

P15973 

F-MAMMA1 000998 

F-MAMM A1 001 003//P ROBABLE E5 PROTEIN7/1 .0:52:42//HUMAN PAPILLOMAVIRUS TYPE 33.//P06426 
F-MAMMA1001008//PROGASTRICSIN PRECURSOR (EC3.4.23.3) (PEPSINOGEN C) (FRAGMENT)7/3.2e-14: 
40 131 :35//MACACA FUSCATA FUSCATA (JAPANESE MACAQUE)7/P03955 

F-MAMMA1 001 021 //HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN45567/0.016:61 :42//STREPTO- 

MYCES FRADIAE7/P20186 

F-MAMMA1001024 

F-MAMMA1 001 030//LUTROPIN-CHORIOGONADOTROPIC "HORMONE RECEPTOR (LH/CG-R) (LSH-R) 
45 (LUTEINIZING HOROMINE RECEPTOR) (FRAGMENT).//2.4e-20:234:29//GALLUS GALLUS (CHICKEN).// 

Q90674 r * 

F-MAMMA1001035//!!!! ALU SUBFAMILY SP WARNING EfsLTRY'!!!!//l .7e-1 5:52:78//HOMO SAPIENS (HU- 
MAN)7/P39193 1 VK^u 

F-MAMMA1001038//NEUROTOXIN II (TOXIN RP-II) (SODIUM CHANNEL TOXIN ll)7/0.53:25:48//RADIANTHUS 
50 PAUMOTENSIS (SEA ANEMONE) (HETERACTIS PAUMOTENSIS)'://P6l534 

F-MAMMA1 001 041//SPECTRIN BETA CHAIN, ERYTHROCYTE 7/6.3e-1 8: 112:43//M US MUSCULUS 
(MOUSE).//P15508 " 
F-MAMMA1001050 * 

F-MAMMA1 001 059//PUTATIVE ATP-DEPENDENT RNA H ELI CASE C12C2.06.//1.3e-34:187:47//SCHIZOSAC- 
55 CHAROMYCES POMBE (FISSION YEAST)7/Q09747 - <■ : '. 

F-MAMMA1001067//PROTEIN Q3007/0.36:1 2:75//MUS MUSCULUS (MOUSE)7/Q02722 

F-MAMMA1 001 073//HEPATOCYTE NUCLEAR FACTOR 3 FORKHEAD HOMOLOG 1 (HFH-1)7/1 .0:70:37//RAT- 

TUS NORVEGICUS (RAT).//Q63244 
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F-MAMMA1 001 074//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.00067:1 63:32//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-MAMMA1 001 075//RETINOBLASTOMA BINDING PROTEIN 1 (RBBP-1).//0.53:72:34//HOMO SAPIENS (HU- 
MAN)7/P29374 

5 F-MAMMA1001078//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/5.0e-79:184:73//HOMO SAPIENS (HU- 

MAN)7/P08547 

F-MAMMA1001080//IG HEAVY CHAIN PRECURSOR V-lll REGION (VH26).//1 .7e-27:82:71//HOMO SAPIENS 

(HUMAN).//P01764 

F-MAMMA1001082 

10 F-MAMMA1 001 091 //HYPOTHETICAL BHLF1 PROTEIN.//3..1e-05:198:32//EPSTEIN-BARR VIRUS (STRAIN 

B95-8) (HUMAN HERPESVIRUS 4)7/P03181 

F-MAMMA1001092//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//7.1e-21 :65:72//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-MAMMA1001105//OVO PROTEIN (SHAVEN BABY PRO.TEIN)y/1.0e-18:68:48//DROSOPHILA MELA- 
'S NOGASTER (FRUIT FLY)y/P51 521 

F-MAMMA1 001 1 1 0//PROCOLLAGEN ALPHA 1 (IV) CHAIN PRECURSOR7/0. 080:1 08:37//MUS MUSCULUS 
(MOUSE)7/P02463 

F-MAMMA1001126//!!!! ALU SUBFAMILY SB WARNING .'ENTRY !!!!//2.3e-07:66:45//HOMO SAPIENS (HU- 
MAN)y/P39189 - : v. * v "' 

20 F-MAMMA1001133//HYPOTHETICAL 13.2 KD PROTEIN IN RRS4A-BAT2 INTERGENIC REGION 7/0.96:43:25// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P47174 . . ' 

F-MAMMA1 001 1 39//HYPOTHETICAL 36.7 KD PROTEIN AH6.2 ; IN CHROMOSOME ll.//5.4e-42:81:62// 
CAENORHABDITIS ELEGANSy/Q09201 , ' '. 

F-MAMMA1001143//!!!! ALU SUBFAMILY J WARNING ENTRY !!I!//0.00014:36:66//HOMO SAPIENS (HUMAN).// 
25 P39188 

F-MAMMA1001145 -\>> it • 

F-MAMMA1001154//CSBA PROTEIN.//1 .0:39:38//BACILLUS SUBTILIS.//P37953 

F-MAMMA1001161//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//5.2e-23:53:64//HOMO SAPIENS (HUMAN).// 
P39188 

30 F-MAMMA1001162//CD27L RECEPTOR PRECURSOR (T-CELL ACTIVATION ANTIGEN CD2 7) 7/0. 69: 86:31// 

MUS MUSCULUS (MOUSE).//P41 272 r 

F-MAMMA1 001 1 81 //HYPOTHETICAL 81.0 KD PROTEIN C35D10.4 IN CHROMOSOME 1117/0.00010:74:47// 
CAENORHABDITIS ELEGANS.//Q1 8486 » . „ 

F-MAMMA1001186//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//9.0e-32 : 44: 86//HOMO SAPIENS (HU- 
35 MAN)y/P39194 , ,.^;/ r 

F-MAMMA1001191//OCTAMER-BINDING TRANSCRIPTION FACTOR 1 (OTF-1) (NF-A1) (FRAGMENT) 7/0.096: 
40:40//MACROPUS EUGENII (TAMMAR WALLABY)7/Q28466:^; j 

F-MAMMA1 0011 98//EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN 
EPS15) (AF-1P PROTEIN)7/2.5e-75:204:70//HOMO SAPIENS. (HUMAN)7/P42566 
40 F-MAMMA1001202//METALLOTHIONEIN-II (MT-II). (MT-IIB/MT-IIA)y/0.52:46:32//CALLINECTES SAPIDUS 

(BLUE CRAB)7/P55950 , ^i^A .] 

F-MAMMA1001203//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//7.3e-11 :82:58//HOMO SAPIENS (HU- 
MAN)y/P39192 

F-MAMMA1001206//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1.9e- 17:67:71 //HOMO SAPIENS (HUMAN).// 
45 P39188 / :r ' * . 

F-MAMMA1001215//9 KD PROTEIN7/1.0:51:33//HOMO SALENS 5 (HUMAN)7/P1 3994 

F-MAMMA1001220//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//3.4e-37:55:87//HOMO SAPIENS (HU- 
MAN)7/P39189 r ...'!?. 

F-MAMMA1001222//HYPOTHETICAL 73.6 KD PROTEIN CY49^21 y/3.7e-06:168:38//MYCOBACTERIUM TU- 
50 BERCULOSIS.//Q10690 
F-MAMMA1001243 

F-MAMMA1001244//TRP OPERON LEADER PEPTIDE.//1 .0:18:55//SERRATIA MARCESCENS.//P03055 
F-MAMMA1001249//HYPOTHETICAL 7.2 KD PROTEIN IN RPSb 3'REGION (ORF57)7/0.57:23:34//ASTASIA 
LONGA (EUGLENOPHYCEAN ALGA)7/P34774 
55 F-MAMMA1001256//M!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.3e-07:79:44//HOMO SAPIENS (HUMAN).// 

P39188 : >r ., 

F-MAMMA1001259//PUTATIVE DNA HELICASE II HOMOLOG (EG 3.6.1 .-) 7/0.046: 86 :32//MYCO PLASM A GEN- 
ITALIUMy/P47486 ; , 

* . ' TV . » _ , 
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F-MAMMA1001260//MYOSIN HE AW CHAIN, PERINATAL SKELETAL MUSCLE7/2.7e-05:219:27//HOMO SAPI- 
ENS (HUM AN).//P 13535 

F-MAMMA1001268//LINE-1 REVERSE TRANSCRIPTASE HO.MOLOG7/9.7e-27:89:67//HOMO SAPIENS (HU- 
MAN) 7/P08547 

5 F-MAMMA1001271//ATROPHIN-1 (DENTAT0RUBRAL-PALLID6lU YSI AN ATROPHY PROTEIN)7/4.0e-06: 126: 

38//HOMO SAPIENS (HUMAN).//P54259 

F-MAMMA1001274/!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//7.4e-29:57:66//HOMO SAPIENS (HU- 
MAN)7/P39194 

F-MAMMA1 001 280//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB17).//0.27:24:54//ESCHERICHIA CO- 
10 LI7/P05834 

F-MAMMA1 001 292//HYPOTHETICAL PROTEIN KIAA0176 (FRAGMENT)7/1 .3e-73:208:69//HOMO SAPIENS 
(HUMAN)7/Q14681 

F-MAMMA1001296//!!!! ALU SUBFAMILY SP WARNING ENTRY Ml !//6.9e-22:41 :80//HOMO SAPIENS (HU- 
MAN) 7/P391 93 

15 F-MAMMA1 001 298//HYPOTHETICAL PROTEIN HI0371 y/0.?9:29:37//HAEMOPHILUS INFLUENZAE7/P44668 

F-MAMMA1 001 305//GTPASE- ACTIVATING PROTEIN RHOGAP (RHO-RELATED SMALL GTPASE PROTEIN 
ACTIVATOR) (CDC42 GTPASE-ACTIVATING PROTEIN) (P50-RHOGAP)7/9.9e-62:222:54//HOMO SAPIENS 
(HUMAN).//Q07960 *.'. V-.. 

F-MAMMA1001322//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD)7/2.1e-09:46:60//HOMO SAPI- 
20 ENS (HUMAN).//P20931 

F-MAMMA1 001 324//POL POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-); REVERSE TRANSCRI PTASE 
(EC 2.7.7.49); RIBONUCLEASE H (EC 3.1 .26.4)].//2.5e-43:128;50//FRIEND MURINE LEUKEMIA VIRUS (ISO- 
LATE PVC-211)(F-MULV).//P26808 ' ' ' 

F-MAMMA1001330//HEMOGLOBIN ZETA CHAIN (FRAGM ENTSj 7/0.30:51 :37//MACROPUS EUGENII (TAM- 
25 MAR WALLABY) 7/P81 044 . . 1. 

F-MAMMA1 001 341//TRISTETRAPROLINE (TTP) (TIS11A) (TIS11 j (ZFP-36) (GROWTH FACTOR- INDUCIBLE 
NUCLEAR PROTEIN NUP475)7/0.024:89:39//HOMO SAPIENS (HUMAN).//P26651 

F-MAMMA1001343//PROBABLE E5 PROTEIN.//0.60:64:29//HUMAN PAPILLOMAVIRUS TYPE 167/P06927 
F-MAMMA1001346//PROTEINASE INHIBITOR MB (FRAGMENT S)7/0.97:33:45//SOLANUM TUBEROSUM (PO- 
30 TATO).//P01082 . < ';. < 

F-MAMMA1001383//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .2e-30:86:77//HOMO SAPIENS (HU- 
MAN).//P39194 ' " 

F-MAMMA1 001 388//LEUCINE-RICH ALPHA-2-GLYCO PROTEIN (LRG).//9.2e-91 :195:92//HOMO SAPIENS 
(HUMAN) 7/P02750 r ,C* 
35 F-MAMMA1 001397//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.5e-19:55:69//HOMO SAPIENS (HUMAN).// 

P39188 ' ' . 

F-MAMMA1 001 408//SALI VARY GLUE PROTEIN SGS-7 ;P^EdURSOR.//0.60:45:35//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P02841 * ' r i r : >. . 

F-MAMMA1001411//GLUCOAMYLASE S1/S2 PRECURSOR (EC. 3" 2.1 .3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
40 DASE) (1,4-ALPHA-D-GLUCAN GJ.UCOHYDROI^SE)7/5;8e.tp6;153:26//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST) 7/P08640 

F-MAMMA1001419//!!!! ALU SUBFAMILY SQ WARNING ENTRY. !!!!//2.3e-1 6:99:51 //HOMO SAPIENS (HU- 
MAN)7/P39194 1 C,]-'. 

F-MAMMA1001420//!!!! ALU SUBFAMILY SB1 WARNING;' ENTRY !!!!//0.0018:23:65//HOMO SAPIENS (HU- 
45 MAN)7/P39190 -.^ 

F-MAMMA1001435//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//1 .7e-22:60:58//HOMO SAPIENS (HU- 
MANJ7/P39195 - ; , f 

F-MAMMA1 001442 

F-MAMMA1001446//!!!! ALU SUBFAMILY SQ WARNING ENTRY HH//1 .2e-23:48:75//HOMO SAPIENS (HU- 
50 MAN)7/P39194 

F-MAMMA1001452//GENE 35 PROTEIN (GP35)7/0.61 :31 :45//MYCO BACTERIOPHAGE L5.//Q05245 

F-M AMM A 1 00 1 465//H YPOTH ETICAL PROTEIN E-1 157/0. 0026: 68:38//HUM AN ADENOVIRUS TYPE 27/ 

P03290 

F-MAMMA1001476//URIDINE KINASE (EC 2.7.1.48) (URIDINE MONOPHOSPHOKINASE) (FRAGMENT).// 
55 3.7e-94:201 :92//MUS MUSCULUS (MOUSE)7/P52623 ' . , 

F-MAMMA1001487//LINE-1 REVERSE TRANSCRIPTASE ( HOMQLOG7/4.6e-16:89:41//NYCTICEBUS COU- 
CANG (SLOW LORIS)7/P08548 

F-MAMMA1001501//CALPAIN 1, LARGE [CATALYTIC] SUBUNIREC-3.4.22.17) (CALCIUM -ACTIVATED NEU- 
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TRAL PROTEINASE) (CANP) (MU-TYPE)7/6.2e-59:86:97//HOMO SAPIENS (HUMAN).//P07384 

F-MAMMA1 001 502//HYPOTHETICAL 11.4 KD PROTEIN (ORF1 ; )://0.21 :79:30//STREPTOMYCES FRADIAE.// 

P26800 

F-MAMMA1001510 * 
5 F-MAMMA1001522//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN45567/0.67:98:31//STREPTO- 

MYCES FRADIAE.//P20186 ^ 5 

F-MAMMA1 001 547//PROBABLE MOLYBDENUM-PTERIN ' BINDING PROTEIN.//0.97:35:42//HAEMOPHILUS 
I N FLU ENZAE 7/P45 1 83 • L ] ' 

F-MAMMA1 001 551 //HYPOTHETICAL PROTEIN MJ0458.1 7/6.038:31 :41//METHANOCOCCUS JANNASCHII.// 
10 P81308 

F-MAMMA1001575 

F-MAMMA1001576/mJBULIN GAMMA CHAIN.//1 .6e-86:162:99//XENOPUS LAEVIS (AFRICAN CLAWED 
FROG).//P23330 ' ' :v 

F-MAMMA1001590//!!!! ALU SUBFAMILY SX WARNING ENTRYf?!!!!//0.0035:38:55//HOMO SAPIENS (HUMAN).// 
15 P39195 - f* V ut . 

F-MAMMA1001600//CONNECTIVE TISSUE GROWTH FACTOR "PRECURSOR7/0.85:53:33//HOMO SAPIENS 
(HUMAN).//P29279 

F-MAMMA1 001 604//HYPOTHETICAL 11.1 KD PROTEIN C30D11.02C IN CHROMOSOME 17/0.14:82:29// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09902 
20 F-MAMMA1001606//HIGH MOBILITY GROUP PROTEIN HMGI-C.//8.2e-05:77:37//HOMO SAPIENS (HUMAN).// 

P52926 'v v 

F-MAMMA1001620//!!!! ALU SUBFAMILY SX WARNING ENTRY;N!!//5.5e-05:24:66//HOMO SAPIENS (HU- 
MAN).//P39195 ■ ^ ^ 

F-MAMMA1 001 627//CUTICLE COLLAGEN 407/0.82:131 :31//CAENORHABDITIS ELEGANS 7/P34804 
25 F-MAMMA1001630//!!!! ALU SUBFAMILY SQ WARNING ENTRY H!!//8.6e-26:57:78//HOMO SAPIENS (HU- 

MAN)7/P39194 

F-MAMMA1001633//ZINC FINGER PROTEIN 1657/6.9e-38:160:55//HOMO SAPIENS (HUMAN)7/P49910 
F-MAMMA1001635 

F-MAMMA1 001 649//S PERM PROTAMINE P1 7/0.39:31 :41//TACHf.GLOSSUS ACULEATUS ACULEATUS (AUS- 

30 TRALIAN ECHIDNA)7/P35311 ,H < 

F-MAMMA1 001 654//NON- RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .112) (TYROSINE- PRO- 
TEIN KINASE 1)7/5.6e-06:99:28//DICTYOSTELIUM DISCOIDEUM (SLIME MOLD).//P18160 
F-MAMMA1001663/A/ERY HYPOTHETICAL XYLU PROTEIN7/0;99:27:37//ESCHERICHIA COLI.//P05056 
F-MAMMA1 001 670//CUTICLE COLLAGEN 1 7/0.033:97:37//CAENORHABDITIS ELEGANS 7/P08 124 

35 F-MAMMA1001671 . \ 

F-MAMMA1 001 679//PROCOLLAGEN ALPHA 2(IV) CHAIN PRECURSOR7/0.92:32:50//HOMO SAPIENS (HU- 
MAN)7/P08572 — :VV^ 

F-MAMMA1 001 683//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556 7/0.00026: 147:34//STREP- 
TOMYCES FRADIAE7/P201 86 ■ 
40 F-MAMMA1001686 . . • , ^ ' 

F-MAMMA1 001 692//SMALL HYDROPHOBIC PROTEIN (SMALL- PROTEIN 1 A)7/1 .0:34:26//BOVINE RESPIRA- 
TORY SYNCYTIAL VIRUS (STRAIN A51908) (BRS)7/P24616 "< ' ■ 

F-MAMMA1001711//!!!! ALU SUBFAMILY SQ WARNING ENTRY..! !!!//1 .1 e-28:56:69//HOMO SAPIENS (HU- 
MAN).//P39194 J. ;'. 

45 F-MAMMA1001715//!!!! ALU SUBFAMILY J WARNING ENWH!H//1,6e-08:39:71//HOMO SAPIENS (HUMAN).// 

P39188 -• 

F-MAMMA1001730//METALLOTHIONEIN-B (MTB) 7/1 .0:17: 64//STRONGYLOCENTROTUS PURPURATUS 
(PURPLE SEA URCHIN)7/Q27287 

F-MAMMA1001735//TUBULIN BETA- 5 CHAIN (CLASS-V).//5.1e-121 :213:97//GALLUS GALLUS (CHICKEN).// 
50 P09653 . • t J" / 

F-MAMMA1001740 ;\ \ 

F-MAMMA1001743//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!i//1 .3e-09:100:42//HOMO SAPIENS (HU- 
MAN)7/P39195 

F-MAMMA1001744//POU DOMAIN PROTEIN 27/0.97:59:38//BRACHYDANIO RERIO (ZEBRAFISH) (ZEBRA 
55 DANIO)7/Q90270 3/ ^>">** 

F-MAMMA1001745//LINE-1 REVERSE TRANSCRIPTASE HQMOLOG7/2.1e-43:199:42//HOMO SAPIENS (HU- 
MAN)7/P08547 : ; 

F-MAMMA1001751//TWK-8 PROTEIN7/2.9e-15:77:36//CAENORHABDITIS ELEGANS7/P3441 0 
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F-MAMMA1001754//MALE SPECIFIC SPERM PROTEIN • MST84DD7/0.019:20:45//DROSOPHILA MELA- 
NOG ASTER (FRUIT FLY) 7/Q0 1645 [ : 

F-MAMMA 1 001 757//HYPOTHETICAL 9.2 KD PROTEIN IN RNPA 3'REGION7/0.94:30:43//PSEUDOMONAS 
PUTIDA7/P25753 

5 F-MAMMA1001760//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//4.6e-34:103:59//HOMO SAPIENS (HU- 

MAN)7/P39191 

F-MAMMA1001764 ".. 1 f * 

F-MAMMA1001768//HYPOTHETICAL PROTEIN UL61 7/0.042:1 67:33//HUMAN CYTOMEGALOVIRUS (STRAIN 
AD169).//P16818 

10 F-MAMMA1001769//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//2.0e-29:97:69//HOMO SAPIENS (HU- 

MAN) 7/P391 94 ■ •'■t^H 

F-MAMMA 100 1771 //TRANS MEMBRANE PROTEIN SEX PRECURSOR7/3.3e-09:123:32//HOMO SAPIENS 
(HUMAN).//P51805 : ->( ^ x - 

F-MAMMA1001783//!!!! ALU SUBFAMILY J WARNING ENTHYIIWfl .1e-09:55:61//HOMO SAPIENS (HUMAN).// 
is P39188 * V 

F-M AMM A 1 001 785//R AS-RELATED PROTEIN RABC//1 .9e r 06:120:25//DICTYOSTELIUM DISCOIDEUM 
(SLIME MOLD).//P34143 

F-MAMMA1001788//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/9.3e-29:46:76//HOMO SAPIENS (HU- 
MAN)7/P08547 

20 F-MAMMA1001790//!!!! ALU SUBFAMILY J WARNING ENTRY : i!!!!//4.7e-24:69:69//HOMO SAPIENS (HUMAN).// 

P39188 v 

F-MAMMA1001806//HYPOTHETICAL 21 .2 KD PROTEIN IN TOR2-MNN4 INTERGENIC REGION.//0.95:58:36// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36042 *- . 

F-MAMMA1001812//!!!! ALU SUBFAMILY SX WARNING ENjTRY !!!!//8.8e-12:53:69//HOMO SAPIENS (HU- 
25 MAN)7/P39195 

F-MAMMA1001815//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.11 :30:70//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-MAMMA1001817//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.9e-16:86:55//HOMO SAPIENS (HUMAN).// 
P39188 ., -Wi : . 

30 F-MAMMA1001818 

F-MAMMA1001820//VITTELLINE MEMBRANE PROTEIN VM26AB PRECURSOR (PROTEIN TU-4) (PROTEIN 
SV23).//0.0030:63:42//DROSOPHILA MELANOGASTER (FRUJTli FLY) .//P1 3238 

F-MAMMA1001824//APTOTOXIN VII (PARALYTIC PEPTIDE yVlj^PP, VI l).//0.99:26:34//APTOSTICHUS SCHLIN- 
GERI (TRAP-DOOR SPIDER). //P49271 J , . .. t 

35 F-MAMMA1 001836//!!!! ALU SUBFAMILY SX WARNING |ENJRY !!!!//2.6e-35:77:88//HOMO SAPIENS (HU- 

MAN)7/P39195 ! .Vl'.^-V,.^ 

F-MAMMA1001837//ZINC FINGER PROTEIN 1917/1 .3e-27:1 06:58//HOMO SAPIENS (HUM AN) 7/01 4754 
F-MAMMA1001848//!!!! ALU SUBFAMILY J WARNING ENTRY .!H!//1 .0e-19:92:58//HOMO SAPIENS (HUMAN).// 
P39188 ^ : v ^ 

40 F-MAMMA1001851 

F-MAMMA1001854 - ^ } 

F-MAMMA1001858//ISOTOCIN-NEUROPHYSIN IT1 PR ECU RSOR7/0. 93:42 :38//CATOSTOMUS COMMERSO- 
Nl (WHITE SUCKER)7/P15210 ; r ; 

F-MAMMA1001864//PROBABLE ABC TRANSPORTER PERMEASE, PROTEIN MG1 897/0.77:1 61 :27//MYCO- 
45 PLASMA G EN ITALIUM.//P 47435 ' i v * v. 

F-MAMMA1001868//FK506-BINDING NUCLEAR PROTEIN (PEPTIDYL-PROLYL CIS-TRANS ISOMERASE) 
(PPIASE) (EC 5.2.1.8) (PROLINE ROTAMASE) (NUCLEOLAR PROLINE ISOMERASE) (FKBP-70)7/0.00013: 
219:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)-//P38911 

F-MAMMA1001874//SPERM HISTONE P2 PRECURSOR (PROTAMINE MP2)7/0.0075:76:31//MUS MUSCULUS 
50 (MOUSE)7/P07978 ! . 

F-MAMMA1001878//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT).// 
0.020: 10:80//LYCOPERSICON ESCULENTUM (TOMATO)7/Q01157 
F-MAMMA1001880 .\> ~ h 

F-MAMMA1001890//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//5.1e-34:56:83//HOMO SAPIENS (HU- 
55 MAN)7/P39192 ~' : 

F-MAMMA1001907//!!!! ALU SUBFAMILY SQ WARNING EN TRY • l!!!//2.7e-1 2:44 :68//HO MO SAPIENS (HU- 
MAN)7/P39194 ' 

F-MAMMA 1 00 1908//HYPOTHETICAL 16.2 KD PROTEIN IN PRP24-Rf?N9 INTERGENIC REGION7/0.00013:77: 
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37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q03525 

F-MAMMA 100 1931 //HYPOTHETICAL 118.2 KD PROTEIN F43C1.1 IN CHROMOSOME 1117/0.41:106:29// 
CAENORHABDITIS ELEGANS 7/Q09564 

F-MAMMA1001956//OCTAPEPTIDE-REPEAT PROTEIN T2 7/0. 00053:1 49 :30//M US MUSCULUS (MOUSE).// 
5 Q06666 v ;, 

F-MAMMA1 001 963//HYPOTHETICAL PROTEIN IN NAC 5'REGION (ORF X) (FRAGMENT).//1 .0:46 ^//KLEB- 
SIELLA AEROGENES7/Q08600 ,' ■: I 

F-MAMMA1001969//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/1 ,7e-34:97:68//HOMO SAPIENS (HU- 
MAN)7/P08547 

10 F-MAMMA1001970//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//6.2e-07:67:37//HOMO SAPIENS (HU- 

MAN) 7/P08547 \. :> 

F-MAMMA1001992//PROTEIN 03007/0.53:1 4:71//MUS MUSC^LUS (MOUSE).//Q02722 
F-MAMMA1 002009//PROBABLE E5 PROTEIN.//0.1 7:56:32//H(JMAN PAPILLOMAVIRUS TYPE 31.//P17385 
F-MAMMA 1 00201 1//MYRISTOYLATED ALANIN E-RICH C;KINASE SUBSTRATE (MARCKS) (PROTEIN KINASE 

15 C SUBSTRATE, 80 KD PROTEIN, LIGHT CHAIN) (PKCSL) (8bk-L PROTEIN) 7/1 .0:1 00:31 //HOMO SAPIENS 

(HUMAN).//P29966 

F-MAMMA1 002032//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.1e-21 :86:65//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1 002033//!!!! ALU SUBFAMILY J WARNING ENTRY J!!!//8.5e-20:67:58//HOMO SAPIENS (HUMAN).// 
20 P39188 

F-MAMMA1002041//MALE SPECIFIC SPERM PROTEIN MST84DC 7/1 .0:17:52//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q01644 , „ ■ v 

F-MAMMA1002042//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//0. 1 9:45:46//HOMO SAPIENS (HUM AN) 7/ 
P39192 

25 F-MAMMA1002047//TYROSINE AMINOTRANSFERASE (EC 2:6.1.5) (L-TYROSINE:2-OXOGLUTARATE AMI- 

NOTRANSFERASE) (TAT)7/0.0017:50:46//RATTUS NORVEGICUS (RAT)7/P04694 

F-MAMMA1 002056//!!!! ALU SUBFAMILY SQ WARNING .ENTR/ !M!//3.2e-37:70:77//HOMO SAPIENS (HU- 
MAN).//P39194 

F-MAMMA1 002058//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .1e-08:26:76//HOMO SAPIENS (HUMAN).// 
30 P39188 

F-MAMMA1002068//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/2.0e-11 :78:46//HOMO SAPIENS (HU- 
MAN).//P08547 * ; ' 

F-MAMMA1002078//ATP SYNTHASE PROTEIN 8 (EC 3.6^,34) -(A6L)7/0.96:26:46//COTURNIX COTURNIX 
JAPONICA (JAPANESE QUA1L).//P50682 '"i ^?y? 

35 F-MAMMA1 002082//S UP PRESSOR PROTEIN SRP40.//6.23:95:32//SACCHAROMY^ CEREVISIAE (BAK- 

ER'S YEAST) 7/P32583 : ' l '.• 

F-MAMMA 1 002084//HYPOTHETICAL 7.5 KD PROTEIN.//1.6:40:35/A/ACCINIA VIRUS (STRAIN COPENHA- 

GEN)7/P20520 

F-MAMMA1 002093 

40 F-MAMMA1 0021 08//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSROSON TN45567/0.00079:143:33//STREP- 

TOMYCES FRADIAE7/P20186 \ 

F-MAMMA1002118//ATP SYNTHASE PROTEIN 8 (EC .3.6.1.34). (A6L)7/1 .0:43:34//METRIDIUM SENILE 
(BROWN SEA ANEMONE) (FRILLED SEA ANEMONE) 7/047493 

F-MAMMA1002125//!!!! ALU SUBFAMILY SC WARNING ENTFIY !!!!//1.9e-14:60:68//HOMO SAPIENS (HU- 
45 MAN)7/P39192 

F-MAMMA1002132 

F-MAMMA1002140//!!!! ALU SUBFAMILY J WARNING ENTRY .4e-24:69:65//HOMO SAPIENS (HUMAN).// 
P39188 . V \ V - 

F-MAMMA 1 0021 43//SERUM PROTEIN MSE557/2.1e-16:166:43//HOMO SAPIENS (HUMAN).//Q00587 
50 F-MAMMA1002145//36.4KDPROLINE-RICHPROTEIN.//0.00014:84:29//LYCOPERSICONESCULENTUM(TO- 
MATO).//Q00451 
F-MAMMA1002153 

F-MAMMA1002155 . 

F- MAMMA 1 0021 56//METALLO PROTEINASE INHIBITOR PRECURSOR7/0.90:58:34//STREPTOMYCES Nl- 
55 GRESCENS.//P01077 ' ■ r : ' 

F-MAMMA1002158 , 

F-MAMMA1002170//40S RIBOSOMAL PROTEIN S2 (S4HLL # REP3 : RROTEIN)7/6.0e-66:157:70//HOMO SAPI- 
ENS (HUM AN)7/P 15880 
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F-MAMMA1002174//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//6.5e-25:56:64//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1002198//THIOREDOXIN PEROXIDASE 1 (THIOREDOXIN-DEPENDENT PEROXIDE REDUCTASE 
1) (THIOL-SPECIFIC ANTIOXIDANT PROTEIN) (TSA) (PRP) (NATURAL KILLER CELL ENHANCING FACTOR 
5 B) (NKEF-B)7/9.0e-09:28:100//HOMO SAPIENS (HUMAN)7/P3211 9 

F-MAMMA1 002209//TRANSCRIPTION INITIATION FACTOR TFHD 135 KD SUBUNIT (TAFII-135) (TAFII135) 
(TAFII-130) (TAFII130).//0.0023:132:33//HOMO SAPIENS (HUMAN) 7/O00268 

F-MAMMA1 00221 5//PROCOLLAG EN ALPHA 1(1) CHAIN PRECURSO,R7/0.00032:68:35//HOMO SAPIENS (HU- 
MAN) 7/P02452 : 
io F-MAMMA1 00221 9//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 7/0.0079 :224 :24//SACCH A RO- 

MYCES CEREVISIAE (BAKER'S YEAST) 7/P25386 .■ 
F-MAMMA1 002230 

F-MAMMA1 002236//TRANSLATION INITIATION FACTOR EIF-2B GAMMA SUBUNIT (EIF-2B GDP-GTP EX- 
CHANGE FACTOR)7/1 .4e-118:151:94//RATTUS NORVEGICUS (RAT)7/P70541 
15 F-MAMMA1 002243//WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP) 7/0.028:1 12:33//MUS 

MUSCULUS (MOUSE)7/P70315 

F-MAMMA1002250//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11)7/0.001 2:80 :32//ORYCTOLA- 
GUS CUNICULUS (RABBIT) 7/P06333 

F-MAMMA1002267//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6)7/0.1 7:1 39 :28//TRY PAN OSO MA 
20 BRUCEI BRUCEI7/P24499 

F-MAMMA1002268//60S RIBOSOMAL PROTEIN L227/0.00026:163:30//DROSOPHILA MELANOGASTER 
(FRUIT FLY).//P50887 r - - 

F-MAMMA1002269//HISTIDINE-RICH, METAL BINDING POLYPEPTIDE7/0.35:14:57//HELICOBACTER PY- 
LORI (CAMPYLOBACTER PYLORI) 7/Q48251 7* ■-. . 
25 F-MAMMA1 002282//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//6.1e-05:32:65//HOMO SAPIENS (HU- 
MAN) 7/P391 92 

F-MAMMA1002292//TROPOMYOSIN 27/1 .4e-05:100:30//SAGCHAROMYCES CEREVISIAE (BAKER'S 
YEAST)7/P40414 ,i f % 

F-MAMMA1 002293//!!!! ALU SUBFAMILY J WARNING ENIRy : 4 ! ^ ; 8e-25:127:44//HOMO SAPIENS (HUMAN).// 
30 P39188 ' f\ii"t 

F-MAMMA1 002294//ALPHA TRANS-INDUCING PROTEIN (AUPHA-TIF) 7/0.0001 1:1 38:38//BOVINE HERPESVI- 
RUS TYPE 1 (STRAIN P8-2).//P30020 • y-ffr? '.}, ■ 

F-MAMMA1 002297//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR7/0.15:144:30//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST)7/P32323 - 
35 F-MAMMA1002298//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) 7/1 .0e-05:40:50//MUS MUSCULUS 

(MOUSE)7/P05143 ' .^yr^U ! . 

F-MAMMA1 002299//NADH-UBIQUINON E OXIDOREDUCTASE CHAIN 4L (EC 1 .6.5.3)7/0.84:65:32//STRUTHIO 
CAMELUS (OSTRICH)7/O21405 ^ 

F-MAMMA1 002308//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.3e-29:61 :73//HOMO SAPIENS (HUMAN) 7/ 
40 P39188 . r 

F-MAMMA1 00231 0//S PERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS)7/0.00016:70:38//MUS 
MUSCULUS (MOUSE)7/P15265 

F-MAMMA1 002311//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//9.4e-09:84:54//HOMO SAPIENS (HU- 
MAN)7/P39189 . * \. . 

45 F-MAMMA1 00231 2//HYPOTHETICAL 10.8 KD PROTEIN IN Ge30-RIII INTERGENIC REGION (URF Y)7/0.48: 

48:33//BACTERIOPHAGE T47/P33084 " - -}.' 

F-MAMMA1002317 

F-MAMMA1 00231 9//RETRO VIRUS- RELATED POL POLYPRQTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE]7/0.011 :128:27//MUS MUSCULUS (MOUSE).//P11369 
50 F-MAMMA1 002322//!!!! ALU SUBFAMILY SX WARN IN G t EN JRY ! ! ! !//5 .2e-20:92 : 57//HOMO SAPIENS (HU- 

MAN) 7/P39 195 " 

F-MAMMA1002329//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 ,34) t (A6L) 7/0.051 :33:36//XENOPUS LAEVIS (AFRI- 
CAN CLAWED FROG) 7/P03931 V/!:"' ..- 

F-MAMMA1002332//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/6.5e-20:116:51//HOMO SAPIENS (HU- 
55 MAN)7/P08547 

F-MAMMA1 002333//COLLAGEN ALPHA 1(1) CHAIN ( FRAGILE NTS). //0. 001 7:21 4:31 //BOS TAURUS (BO- 
VINE)7/P02453 ( ' 

F-MAMMA1002339//COPPER-METALLOTHIONEIN (CU-MT)>/6.59:42:38//HELIX POMATIA (ROMAN SNAIL) 
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(EDIBLE SNAIL).//P55947 ■ 

F-MAMMA1 002347//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0.43:26:61//HOMO SAPIENS (HUMAN).// 
P39188 / " 5 -'- ? •. 

F-MAMMA1 002351//H YPOTHETICAL PROTEIN MJ03047/2.3e-07:139:25//METHANOCOCCUS JANNAS- 
5 CHII.//Q57752 ; * // .v ' ■ 

F-MAMMA1 002352 , r 

F-MAMMA1 002353//!!!! ALU SUBFAMILY J WARNING ENTRY- !M!//6.00028:31 :80//HO MO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1 002355//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//4.2e-28:87:73//HOMO SAPIENS (HU- 
10 MAN)7/P39193 

F-MAMMA1002356//RELAXIN.//0. 95:31 :35//SQUALUS ACANTHI AS (SPINY DOGFISH)7/P11953 

F-MAMMA1 002359//CHLOROPLAST SOS RIBOSOMAL PROTEIN L337/0.93:44:36//GUILLARDIA THETA 

(CRYPTOMONAS PHI)7/078487 

F-MAMMA1002360//LATE L2 MU CORE PROTEIN PRECURSOR (PROTEIN X) 7/0.94:30 :43//BO VINE ADENO- 
15 VIRUS TYPE 2 (MASTADENOVIRUS BOS2).//Q 96626 

F-MAMMA1 002361//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.0e-08:45:68//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1 002362//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L).//0.58:23:26//LUMBRICUS TERRESTRIS 
(COMMON EARTHWORM).//Q34942 y'U 
20 F-MAMMA1 002380//SALIVARY GLUE PROTEIN SGS-3 J?RECU RSOR 7/0.23:1 00 :27//DROSOPH I LA SIMU- 

LANS (FRUIT FLY).//P13729 : V >; ' 

F-MAMMA1 002384 .* ... 

F-MAMMA1002385//HYPOTHETICAL40.9 KD PROTEIN IN DRC2-JIP1 INTERGENIC REGION7/3.8e-14:125: 
37//SACCHAROMYCES CEREVISIAE (BAKER'S YEASf)7/F?38241; > r i . 
25 F-MAMMA1002392//ATP SYNTHASE PROTEIN 8(EC 3.6.1. 34) (A6L)://1. 0:17:58//BRANCHIOSTOMALANCEO- 

LATUM (COMMON LANCELET) (AM PHIOXUS) 7/021 003 . > ■ 

F-MAMMA1 00241 1//30S RIBOSOMAL PROTEIN S177/0.85:49:32//SYNECHOCYSTIS SP. (STRAIN PCC 
6803)7/P73311 ■'. <^iv 3ti*a 

F-MAMMA1002413//NADH-UBIQUINONE OXI DO REDUCTASE CHAIN 1 (EC 1.6,5.3) (FRAGMENT) 7/0.97:41 : 
30 39//DROSOPHILA AFFINIS (FRUIT FLY)7/P51926 • . ft ., t V, . 

F-MAMMA1 00241 7//RFBJ PROTEIN 7/0.99:31 :35//SHIGELLA" FLEXNERI.//P37786 

F-MAMMA1002427//!!!! ALU SUBFAMILY SQ WARNING ENTRY- ! ! ! !//1 .6e-33: 1 35:59//HOMO SAPIENS (HU- 
MAN) 7/P391 94 

F-MAMMA1002428//H YPOTHETICAL PROTEIN C18.//0,97:34:44//SWINEPOX VIRUS (STRAIN KASZA) 
35 (SPV)7/P32217 

F-MAMMA1 002434//!!!! ALU SUBFAMILY SB WARNING ENTRY M!!//3.1e-36:56:78//HOMO SAPIENS (HU- 
MAN)7/P39189 - ' t ,**v'r 

F-MAMMA1 002446 

F-MAMMA1 002454//EARLY NODULIN 20 PRECURSOR (N-20).//0.77:57:45//MEDICAGO TRUNCATULA (BAR- 
40 RELMEDIC).//P93329 

F-M AM M A1 002461 //VASODI LATO R-STI MULATED PHOSPHQ PROTEIN (VASP)7/1.3e-05:193:32//CANIS FA- 
MILIARIS (DOG).//P50551 

F-MAMMA1 002470//H YPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGION7/1 .0e-75:231 : 
60//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P.387?5 , 
45 F-MAMMA1002475//POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L4 (SNF2-BETA) (BRG-1 PRO- 

TEIN) (MITOTIC GROWTH AND TRANSCRIPTION ACTIVATOR^BRAHMA PROTEIN HOMOLOG 1)7/0.013: 
99:30//HOMO SAPIENS (HUMAN).//P51532 

F-MAMMA1 002480//NONSTRUCTURAL PROTEIN 5B7/1 .0:23 :43//HU MAN CORONAVIRUS (STRAIN 229E).// 
P19741 . 
50 F-MAMMA1 002485//STANN IOCALC IN PRECURSOR7/2.1e : 23:88:46//HOMO SAPIENS (HUMAN)7/P52823 

F-MAMMA1 002494//MOLT-INHIBITING HORMONE (MIH)7/1 .0:32:'37//PROCAMBARUS CLARKII (RED SWAMP 
CRAYFISH)7/P55848 ' '.' ; '] \ . 

F-MAMMA1002498//6.7 KD PROTEIN (ORF 5)7/1 .0:26:42//BARLEY YELLOW DWARF VIRUS (ISOLATE PAV) 
(BYDV)7/P09517 

55 F-MAMMA1 002524//HYPOTHETICAL 1 1 7.8 KD PROTEIN IN STE2-FRS2 INTERGENIC REGION7/5.0e-26:222: 

35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P43571 

F-MAMMA1002530//CYTOSOLIC PHOSPHOLIPASE A2 (EC^.1.1.4) (CPLA2) (PHOSPHATIDYLCHOLINE 
2-ACYLHYDROLAS E) / LYSOPHOSPHOLIPASE (EC 3.1.1.5).//4.5e-12:88:44//HOMO SAPIENS (HUMAN)7/ 
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P47712 *-''-:< v 

F-MAMMA1 002545//!!!! ALU SUBFAMILY SX WARNING ENTRY HH//4. 3e-29:97: 71 //HOMO SAPIENS (HU- 
MAN) 7/P391 95 

F-MAMMA1 002554//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 27.7.6) (RPB1) (FRAG- 
5 MENT),//0.46:54:40//CRICETULUS GRISEUS (CHINESE HAMSTER)7/P1141 4 

F-MAMMA1002556//METALLOTHIONEIN 20-I ISOFORMS A AND B (MT-20-IA AND MT-20-IB).//0.99:21 :47// 
MYTILUS EDULIS (BLUE MUSSEL).//P80251 

F-MAMMA1002566//TRANSCRIPTION FACTOR P65 (NUCLEAR FACTOR NF-KAPPA-B P65 SUBUNIT)7/0.70: 
130:30//MUS MUSCULUS (MOUSE)7/Q04207 

10 F-MAMMA1 002571//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (FRAGMENT).// 

0.54:45:51//DICTYOSTELIUM DISCOIDEUM (SLIME MOLD).//P35084 
F-MAMMA1002573//PARATHYMOSIN7/1.5e-07:69:46//HOMO SAPIENS (HUMAN).//P20962 
F-MAMMA1002585//MYOSIN LIGHT CHAIN 1 , SLOW-TWITCH MUSCLE B/VENTRICULAR ISOFORM (FRAG- 
MENT) 7/0.38:36 :36//M US MUSCULUS (MOUSE)7/P09542 ; ;. .' 

15 F-MAMMA1002590//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//0.99:22:77//HOMO SAPIENS (HUMAN).// 

P39195 

F-MAMMA1 002597//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//2.1e-18:44:70//HOMO SAPIENS (HU- 
MANJ7/P39194 . 

F-MAMMA1002598//60S RIBOSOMAL PROTEIN L77/1 .8e-16:40:100//HOMO SAPIENS (HUMAN)7/P18124 
20 F-MAMMA1 002603 • . . • 

F-MAMMA1 00261 2//30S RIBOSOMAL PROTEIN S16 (FRAGMENT) 7/1 .0:29:37//THERMUS AQUATICUS.// 
007348 "V:'/- : 

F-MAMMA1 00261 7//ACIDIC PROLINE-RICH PROTEIN- PRECURSOR (CLONE PRP25) (FRAGMENT).// 
0.00041 :81 :34//RATTUS NORVEGICUS (RAT)7/P1 01 64 
25 F-MAMMA1 00261 8//ESCARGOT/SNAIL PROTEIN HOMOLOGY FRAGMENT) 7/0. 11 :18:50//PSYCHODA CINE- 

REA7/Q02027 /V;--^ ! 

F-MAMMA1 00261 9//P ROB ABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE K02C4.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
ZYME)7/1.8e-13:110:40//CAENORHABDITIS ELEGANS.//Q09931 • 
30 F-MAMMA1002622//!!II ALU SUBFAMILY J WARNING ENTRY !!!!//8.4e-05 :53:58//HO MO SAPIENS (HUMAN).// 

P39188 

F-MAMMA1 002623//P EPTI DYL-GLYC I N E ALPHA-AMIDATING MONOOXYGENASE PRECURSOR (EC 
1.14.17.3) (PAM)7/2.6e-07:37:78//HOMO SAPIENS (HUMAN).//P19021 
F-MAMMA1 002625 i ..' J 

35 F-MAMMA1 002629//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.4e-19:49:73//HOMO SAPIENS (HUMAN).// 

P39188 ;. 

F-MAMMA1 002636//COLLAGEN ALPHA 2(VI) CHAIN (FRAGMENT)7/1.7e-07:189:32//HOMO SAPIENS (HU- 
MAN)7/P12110 . •,■{•: 

F-MAMMA1002637//KINESIN LIGHT CHAIN (KLC).//7.7e-54:227:52//RATTUS NORVEGICUS (RAT).//P37285 
40 F-MAMMA1 002646//N EURO FILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 

0.034: 199:25//MUS MUSCULUS (MOUSE)7/P1 9246 '^.J 

F-MAMMA1 002650//TRANSCRIPTION REGULATOR PROTEIN;BACH2 (BTB AND CNC HOMOLOG 2)7/1. 7e- 
07:104:32//MUS MUSCULUS (MOUSE)7/P97303 V" v * 

F-MAMMA1 002655//SMALL PROLINE-RICH PROTEIN II (SPR:ll),-(CLONE 1 74N)7/1 .0:25:44//HOMO SAPIENS 
45 (HUMAN)7/P22532 ' ''' / " 

F-MAMMA1 002662 

F-MAMMA1 002665//!!!! ALU SUBFAMILY SQ WARNING ENTRY M!!//2.3e-07:54:57//HOMO SAPIENS (HU- 
MAN)7/P39194 <>; 

F-MAMMA1 002671//ACETYL-COENZYME A SYNTHETASE (EC &:2;1- 1) (ACETATE-COA LIGASE) (ACYL- AC- 
50 TIVATING ENZYME)7/1 .4e-10:144:31//ESCHERICHIA COLI7/P27550 

F-MAMMA1 002673//BREVICAN CORE PROTEIN PRECURSOR.//0.76:64:39//BOS TAURUS (BOVINE).// 
Q28062 

F-MAMMA1 002684//HYPOTHETICAL 11.8 KD PROTEIN IN GP55-NRDG INTERGENIC REGION 7/0.094:77: 
27/BACTERIOPHAGE T47/P07079 /. \ 

55 F-MAMMA1 002685//COLLAGEN ALPHA 1(1) CHAIN (FR^GMENTS)7/0.0017:1 77:34//RATTUS NORVEGICUS 

(RAT)7/P02454 M ' /, ' 

F-MAMMA1 002698 

F-MAMMA1002699//HYPOTHETICAL45.1 KD PROTEIN IN RPS5 ZMS1 INTERGENIC REGION7/1 .2e-28:127: 
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47//S ACC H AROM YC ES CEREVISIAE (BAKER'S YEAST)7/P47160 5 

F-MAMMA1 002701//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//! .0:1 4:92//HOMO SAPIENS (HUMAN).// 
P39188 ' 

F-MAMMA1002708//HI! ALU SUBFAMILY SP WARNING ENTRY !!!!//7.9e-27:52:65//HOMO SAPIENS (HU- 
5 MAN)7/P39193 * ; \ \ 

F-MAMMA1002711//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.7e-24:54:75//HOMO SAPIENS (HUMAN).// 
P39188 *! ■ 

F-MAMMA1 002721 ^ \ ' 

F-MAMMA1002727//SOX-13 PROTEIN (FRAGMENT).//0.70:36:38//MUS MUSCULUS (MOUSE)7/Q04891 
10 F-MAMMA1 002728//HYPOTHETICAL 6.0 KD PROTEIN.//1 .0:25:44//THERMOPROTEUS TENAX VIRUS 1 

(STRAIN KRA1 ) (TTV1 ).//P1 9305 

F-MAMMA1 002744//HYPOTHETICAL 13.4 KD PROTEIN IN ACT5-YCK1 INTERGENIC REGION.//1 .0:52:34// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38834: - 

F-MAMMA1 002746//HYPOTHETICAL 5.6 KD PROTEIN (ORF A-45)7/1 .0:22:40//SULFOLOBUS VIRUS-LIKE 
15 PARTICLE SSV1 .//P201 98 

F-MAMMA1 002748 

F-MAMMA1 002754//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//5.1e-21 :56:64//HOMO SAPIENS (HUMAN).// 
P39188 t'J V" .. 

F-MAMMA1002758//MALE SPECIFIC SPERM PROTEIN MST84DD7/0.37:14:64//DROSOPH I LA MELA- 
20 NOGASTER (FRUIT FLY)7/Q01645 . **-V- •'' 

F-MAMMA1 002764//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//4.7e-32:79:60//HOMO SAPIENS (HU- 
MAN)7/P39194 .V/" 
F-MAMMA1002765//PARATHYMOSIN.//0.79:63:28//BOS TAURUS (BOVINE).//P08814 

F-MAMMA1 002769//GAR2 PROTEIN.//0.00037:1 92:27//SCHIZOSACCHAROMYCES POMBE (FISSION 
25 YEASTJ.//P41891 - K^jvv'v 

F-MAMMA1 002775//HYPOTHETICAL 36.7 KD PROTEIN C2R7. : 14C IN CHROMOSOME l.//5.4e-54:240:49// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q09704 ; - ■ 
F-MAMMA1 002780 ' 1 ; V ; 

F-MAMMA1 002782//M ARGATOXIN (MGTX).//1 .0:31 :38//CENTRUROIDES MARGARITATUS (SCORPION).// 
30 P40755 

F-MAMMA1002796//ICE NUCLEATION PROTEIN.//0.001 8:100:41//PSEUDOMONAS FLUORESCENS.// 
P09815 ... : t 

F-MAMMA1002807//W! ALU SUBFAMILY J WARNING ENTRY !!!!//9.3e-23:100:59//HOMO SAPIENS (HUMAN).// 
P39188 m% . .-..< * 

35 F-MAMMA1002820//NEUROTOXIN IV (LQQ IV).//1 .0:18:50//LEIURUS QUINQUESTRIATUS QUINQUESTRIA- 

TUS (EGYPTIAN SCORPION).//P01489 

F-MAMMA1 002830//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!l//4.7e-24:55:74//HOMO SAPIENS (HU- 
MAN)7/P39195 . i 

F-MAMMA1 002833//!!!! ALU_ SUBFAMILY SB WARNING ENTRY '-\ !! !//2.6e-31 :95:73//HOMO SAPIENS (HU- 
40 MAN)7/P39189 . . ■>.-;-.. 

F-MAMMA1 002835//HYPOTHETICAL 42.1 KD P ROTE IN 0 F ?3G3 .3 IN CHROMOSOME 17/1.0:54:37// 
CAENORHABDITIS ELEGANS7/Q19417 [' s 

F-MAMMA1 002838//!!!! ALU SUBFAMILY SP WARNING ENTRY.! !!!//2.5e-27:99:70//HOMO SAPIENS (HU- 
MAN)7/P39193 • ^V/r^f , 

45 F-MAMMA1 002842//!!! I ALU SUBFAMILY SX WARNING ENTRYJ!!!//2.3e-13:65:63//HOMO SAPIENS (HU- 

MAN)7/P39195 " : "T>'' . 

F-MAMMA1002843//METALLOTHIONEIN-II (MT-1 1)7/0.97:1 9 :47//MiJS MUSCULUS (MOUSE).//P02798 
F-MAMMA1002844//HYPOTHETICAL24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGION.//4.9e-08:1 19:36// 
AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV)7/P41 479 
50 F-MAMMA1002858//ATP SYNTHASE PROTEIN 8 (EC. 3.6.1,34) (A6L)7/0.98:37:37//PAN TROGLODYTES 

(CHIMPANZEE)7/Q35647 

F-MAMMA1 002868//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.8e-10:51 :62//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1002869//PINCH PROTEIN ( PARTI CU LA RY INTERESTING NEWCYS-HIS PROTEIN).//1 .8e-95:194: 
55 78//HOMO SAPIENS (HUMANJ7/P48059 ; 1 * ; 

F-MAMMA1002871//G-PROTEIN COUPLED RECEPTOR HOMOLOG R337/1.0:51:35//RAT CYTOMEGALOVI- 
RUS (STRAIN MAASTRICHT) 7/0 12000 
F-MAMMA1 002880 
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F-MAMM A1002881//GLIOMA PATHOGENESIS- RELATED PROTEIN (RTVP-1 PROTEIN). //3.3e-22:180:35//HO- 
MO SAPIENS (HUMAN).//P48060 

F-MAMMA1002886//MYOSIN HEAVY CHAIN IB (MYOSIN HEAVY CHaIN I L) 7/0. 0001 1 :1 48 :39//ACANTH AMOE- 
BA CASTELLANI I (AMOEBA) .//P1 9706 "y* .*;/:.' 

5 F-MAMMA1 002887 « r " " 

F-MAMMA1 002890//A -AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR7/0.030:142:25//SACCHAROMY- 

CES CEREVISIAE (BAKER'S YEAST).//P32323 

F-MAMMA1 002892 . - * - 

F-MAMMA1 002895//HYPOTHETICAL PROTEIN UL61 7/0 . 00099:1 43 :35//H U M AN CYTOMEGALOVIRUS 
10 (STRAIN AD169)7/P16818 

F-MAMMA1002908//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11).//0.12:44:43//ORYCTOLAGUS 
CUNICULUS (RABBIT).//P06333 

F-MAMMA1 002909//!!!! ALU SUBFAMILY J WARNING ENTRYl!!!//0.0001 1 :28:75//HOMO SAPIENS (HUMAN).// 
P39188 

15 F-MAMMA1002930//BOMBYXIN A-7 PRECURSOR (BBX-A7) ! (4K-PROTHORACICOTROPIC HORMONE) (4K- 

PTTH)7/0.99:45:46//BOMBYX MORI (SILK MOTH).//P26730* 

F-MAMMA1002937//ZINC FINGER PROTEIN 42 (MYELOID ZINC*FINGER 1) (MZF-1)7/6.5e-24:147:34//HOMO 
SAPIENS (HUMAN)7/P28698 

F-MAMMA1 002938//CERULOPLASMIN PRECURSOR (EC 1:i&3.1) '(FERROXIDASE).//4.7e-11 :44:68//MUS 
20 MUSCULUS(MOUSE)7/Q61147 ., : 

F-MAMMA1002941//PROTEIN 03007/0.0076:21 :61//MUS MUSCULUS (M O US E)7/Q 02722 

F-MAMMA1 002947//HYPOTHETICAL 35.5 KD PROTEIN INTFtANSPOSON TN45567/1 .9e-08:152:38//STREP- 

TOMYCES FRADIAE7/P201 86 ' i ,V 

F-MAMMA1 002964 .yf ' 

25 F-MAMMA1 002970//!!!! ALU SUBFAMILY SB WARNING ENTRY : !!!!//0:0057:55:43//HOMO SAPIENS (HUMAN).// 

P39189 " r < ' ^ .-. 

F-MAMMA1002972//BRAIN-SPECIFIC HOMEOBOX/POU DOMAIN PROTEIN 3A (BRN-3A) (OCT-T1) (HOME- 
OBOX/POU DOMAIN PROTEIN RDC-1).//0.84:53:41//HOMO SAPIENS (HUMAN)7/Q01851 
F-MAMM A1 002973//! ! I! ALU SUBFAMILY SC WARNING ENTRY !!!!//4.6e-11 :54:68//HOMO SAPIENS (HU- 
30 MAN)7/P39192 * ( T - 

F-MAMMA1 002982 ' , 

F-MAMMA1 002987//HYPOTHETICAL 11.9 KD PROTEIN IN RRC8-MFA2 INTERGENIC REGION.//0. 17:47:29// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53906 

F-MAMMA1003003//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//8.6e-09:30:73//HOMO SAPIENS (HU- 
35 MANJ7/P39195 

F-MAMMA1 003004//!!!! ALU SUBFAMILY SX WARNING ENTRY j! !! I//0.007 1 :41:58//HO MO SAPIENS (HUMAN).// 
P39195 • ' 

F-MAMMA1 00300 7//S PERM PROTAMINE P1 7/0.0076:51 :37//TACHYGLOSSUS ACULEATUS ACULEATUS 

(AUSTRALIAN ECHIDNA).//P35311 
40 F-MAMMA1003011//HISTONE MACRO-H2A.1 7/1 .8e-60:175:70//RATTUS NORVEGICUS (RAT).//Q02874 

F-MAMM A1 00301 3//ACTIN BINDING PROTEIN7/0.097:83:31//SACCHAROMYCES EXIGUUS (YEAST).// 

P38479 : rjiJ v -. ur ., ; 

F-MAMMA1003015 i .^ya^P- - 

F-MAMMA1003019//MYOTUBUL^RIN7/0.022:56:37//HOMO r SAPIENS (HUMAN).//Q13496 
45 F-MAMM A1003026//HYPOTHETICAL 29.3 KD PROTEIN (ORF r 92)7/0.0014:208:27//ORGYIA PSEUDOTSUGA- 

TA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV)7/01 034.1 -V. 7 

F-MAMM A1003031//PROBABLE E4 PROTEIN (E1*E4)V/0.14:49:32//HUMAN PAPILLOMAVIRUS TYPE 6B.// 
P06459 

F-MAMMA1 003035//HYPOTHETICAL 24.4 KD PROTEIN IN LPD 3'REGION (ORF4).//5.1e-12:112:34//ZY- 
50 MOMONASMOBILIS7/066114 

F-MAMMA1003039//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.4e-07:68:54//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1003040//!!!! ALU SUBFAMILY SB1 WARNING'. ENTRY !!!!//2.8e-39:90:57//HOMO SAPIENS (HU- 
MAN)7/P39190 
55 F-MAMM A1 003044 

F-MAMM A1 003047//S PERM HISTONE P2 PRECURSOR (PROTAMINE 2)7/0.1 8 :25:44//BOS TAURUS (BO- 
VINE)7/P19782 WWif**;. J 

F-MAMMA1 003049//P ROB ABLE E4 PROTEIN V/0.50:67:29//HUMAN PAPILLOMAVIRUS TYPE 6C.//P20969 

''/ft*- 1 -;: 
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F-MAMMA1003055//WEAK TOXIN CM-2.//0.99:23:30//NAJA HAJ.E HAJE (EGYPTIAN COBRA).//P01415 
F-MAMMA1 003056//EXPORTED PROTEIN 7 (FRAGMENT) 7/1 .0:52:32//STREPTOCOCCUS PNEUMONIAE.// 
P35597 

F-MAMMA1003057//MD6 PROTEIN.//1 .5e-85:168:95//MUS MUSCULUS (MOUSE) 7/060584 
5 F-MAMMA1003066//REGB PROTEIN.//1 .0:62:27//PSEUDOMONAS AERUGINOSA7/G03381 

F-MAMMA1 003089//!!!! ALU SUBFAMILY SB1 WARNING ENTRY WI//5.1 e-1 5:44:77//HOMO SAPIENS (HU- 
MANJ7/P39190 , 

F-MAMMA1 003099//EN DOTH ELI AL ACTIN-BINDING PROTEIN (ABP-280) (NONMUSCLE FILAMIN) (FILAMIN 

1)7/4.8e-20:80:62//HOMO SAPIENS (HUMAN)7/P21333 

10 F-MAMMA1 0031 04//PHOTOSYSTEM I REACTION CENTRE SUBUNIT VIII.//0.98:22:40//SYNECHOCOCCUS 

ELONGATUS NAEGELI7/P25900 

F-MAMMA1 0031 1 3//PROCOLLAGEN ALPHA 2(l) CHAIN PRECURSOR (FRAGMENTS)7/0.67:35:45//GALLUS 
GALLUS (CHICKEN)7/P02467 

F-MAMMA1003127//MYOSIN I ALPHA (MMI-ALPHA)7/5.2e-34:14f:56//MUS MUSCULUS (MOUSE)7/P46735 
15 F-MAMMA1 0031 35//HYPOTHETICAL 1 82.0 KD PROTEIN IN NMD5-HOM6 INTERGENIC REGlON7/3.6e-05:91 : 

34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P47170 .. 
F-MAMMA1003140 

F-MAMMA1 003146//MALE SPECIFIC SPERM PROTEIN MST87FY/1 .6:33:36//DROSOPHILA MELANOGASTER 
(FRUIT FLY)7/P081 75 • ./ \i; • 

20 F-MAMMA1 0031 50//HYPOTHETICAL 84.3 KD PROTEIN ZK945.10 IN CHROMOSOME 1 1 7/4.4e-1 0:254:30// 

CAENORHABDITIS ELEGANS7/Q09625 , . ; \ 

F-MAMMA1003166//BRAIN PROTEIN H57/4.0e-42:182:48//HOMG> SAPIENS (HUMAN) 7/043236 
F-NT2RM1 000001 //HYPOTHETICAL 8.7 KD PROTEIN IN RPL22-RPL23 INTERGENIC REGION (ORF70).//0.1 5: 
38:34//ASTASIA LONGA (EUGLENOPHYCEAN ALGA)7/P34779 
25 F-NT2RM1000018 

F-NT2RM1000032//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) .(A6L) 7/0.51 :17:41//CYPRINUS CARPIO (COM- 
MON CARP). //P24948 • | ' 

F-NT2RM1 000035//3-HYDROXY-3-METHYLGLUTARYL-COENZYME A REDUCTASE (EC 1.1 .1.34) (HMG-COA 
REDUCTASE)7/0.00011 :114:27//BLATTELLA GERMANICA (GERMAN COCKROACH)7/P54960 
30 F-NT2RM1000037//METALLOTHIONEIN-II (MT-I I) 7/0.025: 1 9:47//SCYLLA SERRATA (MUD CRAB)7/P02806 

F-NT2RM1 000039//VITELLINE MEMBRANE VM34CA PROTEIN PRECURSOR7/0.00083:84:33//DROSOPHILA 
MELANOGASTER (FRUIT FLY)7/Q06521 

F-NT2RM1000055//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR7/1 .1e-07:34:55//PLASMODIUM LOPHU- 
RAE7/P04929 

35 F-NT2RM1000059//MYOCYTE-SPECIFIC ENHANCER FACTOR 2B (SERUM RESPONSE FACTOR-LIKE PRO- 

TEIN 2) (XMEF2) (RSRFR2)7/0.18:83:36//HOMO SAPIENS (H UM AN )7/Q 02080 
F-NT2RM1000062//PROUNE-RICH PEPTIDE P-B.//0.54:34:44tf HOMO SAPIENS (HUMAN)7/P02814 
F-NT2RM1000080//HYPOTHETICAL 35.7 KD PROTEIN SLRli 287/2.1 e-20:119:40//SYNECHOCYSTIS SP. 
(STRAIN PCC 6803)7/P72655 . - . r ; . ; : • 

40 F-NT2RM1000086//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT)7/0.20:56:35//HOMO SAPIENS (HUMAN).//P1 01 62 

F-NT2RM1 000092//COLLAGEN-LIKE PROTEIN7/0.0017:44:45//HERPESVIRUS SAIMIRI (SUBGROUP C / 
STRAIN 488).//P22576 ;\ . .> 

F-NT2RM1 0001 1 8//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT) (CAL- 
45 CINEURIN REGULATORY SUBUNIT).//5.7e-07:109:28//NEURbSPORA CRASSA.//P87072 

F-NT2RM1 0001 ^//TRANSCRIPTIONAL REGULATOR IE63 (VMW63) (ICP27) 7/0.0050: 135:32//HERPES SIM- 
PLEX VIRUS (TYPE 2 / STRAIN HG52)7/P28276 .:,„;. 

F-NT2RM1000127//EXTENSIN PRECURSOR (PROLINE-RiCH GLYCOPROTEIN)7/0.032:68:32//SORGHUM 
VULGARE (SORGHUM)7/P24152 
50 F-NT2RM1000131//METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) (GIF) 7/0.82 :33:39//BOS 

TAURUS (BOVINE)7/P37359 

F-NT2RM1 0001 32//NADH-UBIQUINONE OXIDOREDUCTASE v 13 KD-A SUBUNIT PRECURSOR (EC 1.6.5.3) 
(EC 1.6.99.3) (COMPLEX I-13KD-A) (CM3KD-A)7/2.7e-59:124:91//HOMO SAPIENS (HUMAN ).//0 75380 
F-NT2RM1000153//CYTOSOLIC PURINE 5'-NUCLEOTIDASE (EC, 3.1 .3.5).//2.5e-08:148:29//HOMO SAPIENS 
55 (HUMAN)7/P49902 

F-NT2RM1 0001 86//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT) (CAL- 
CINEURIN REGULATORY SUBUNIT)7/1 .9e-07:109:27//NEUROS^dRA CRASSA7/P87072 
F-NT2RM1000187//PUTAT1VE PRE-MRNA SPLICING FACTOR.' ATP-DEPENDENT RNA HELICASE 
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SPAC10F6.02C7/1 .0e-12:94:46//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/042643 
F-NT2RM1000199//CUTICLE COLLAGEN 12 PRECURSOR7/b.46:130:33//CAENORHABDITIS ELEGANS.// 
P20630 ":. ui-" i 

F-NT2RM1000242//PUTATIVE ATP SYNTHASE J CHAIN, MITOCHONDRIAL (EC 3.6.1.34)7/0.85:38:36// 
5 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/0 13931 

F-NT2RM1 000244//HYPOTH ETICAL 131.5 KD PROTEIN C02F12.7 IN CHROMOSOME X.//0.0055:98:36// 
CAENORHABDITIS ELEGANS7/Q11102 

F-NT2RM1000252//TR!CHOHYALINy/2.9e-06:88:36//OVIS ARIES (SHEEP)7/P22793 

F-NT2RM1000256//GLUCOSAMINE--FRUCTOSE-6-PHOSPHATEr AMINOTRANSFERASE [ISOMERIZING] 
10 (EC 2.6.1 .1 6) (HEXOSEPHOSPHATE AMINOTRANSFERASE) (D-FRUCTOSE-6- PHOSPHATE AMIDOTRANS- 

FERASE) (GFAT)7/2.9e-54:153:67//MUS MUSCULUS (MOUSE)7/P47856 

F-NT2RM1000257//MAGONASHIPROTEIN.//5.9e-64:136:89//DROSOPHILAMELANOGASTER (FRUIT FLY).// 
P49028 

F-NT2RM1 000260 . • 

?5 F-NT2RM1 000271 //GALACTOKI NASE (EC 2.7.1.6)7/0.99:41 :39//BACILLUS SUBTILIS7/P39574 

F-NT2RM1000272//HYPOTHETICAL 55.5 KD PROTEIN ZK1128.2 IN CHROMOSOME lll.//8.8e-25:131 :45// 
CAENORHABDITIS ELEGANS 7/Q09357 

F-NT2RM1000280/A/ACUOLAR ATP SYNTHASE SUBUNIT D (EC 3.6.1.34) (V-ATPASE D SUBUNIT) (V- AT- 
PASE 28 KD ACCESSORY PROTEIN)7/2.5e-63:121 :94//BOS TAURUS (BOVINE).//P39942 
20 F-NT2RM1 000300//TREACLE PROTEIN (TREACHER COLLINS SYNDROME PROTEIN)7/0.51 :145:26//HOMO 

SAPIENS (HUMAN)7/Q13428 

F-NT2RM 100031 4 . ■■ 

F-NT2RM1 00031 8//50S RIBOSOMAL PROTEIN L237/0.83:28:35//AQU I FEX AEOLICUS 7/066433 
F-NT2RM 1000341 v"U£* , 

25 F-NT2RM 1 000354//HYPOTH ETICAL 5.8 KD PROTEIN IN PUHA 5'REGION (O RF55) 7/0. 95:43 :37//RHO DO- 

BACTER CAPSULATUS (RHODOPSEUDOMONAS CAPSULATA).//P26159 

F-NT2RM1000355//SPERM-SPECIFIC PROTEIN PHI-1 7/0.Q016:73:43//MYTILUS EDULIS (BLUE MUSSEL).// 
Q04621 ( ( v v ? ":r- 

F-NT2RM1 000365//HYPOTH ETICAL PROTEIN KIAA01407/3.5e-T0:83:49//HOMO SAPIENS (HUMAN).// 
30 Q14153 

F-NT2RM1000377//DUAL SPECIFICITY PROTEIN PHOSPHATE *9 (EC 3.1.3.48) (EC 3.1.3.16) (MITOGEN- 
ACTIVATED PROTEIN KINASE PHOSPHATASE 4) (MAP kTn^E >RH OS PH ATAS E 4) (MKP-4)7/4.9e-18:113: 
38//HOMO SAPIENS (HUMAN).//Q99956 ' . ^. 

F-NT2RM1000388//HYPOTH ETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC REGION7/0.00023:67: 

35 31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53915 

F-NT2RM1000394//HISTONE H3.3 (H3.B) (H3.3Q)7/4.7e-52:71 :91//HOMO SAPIENS (HUMAN), MUS MUSCU- 
LUS (MOUSE), RATTUS NORVEGICUS (RAT), ORYCTOLAGUS CUNICULUS (RABBIT), GALLUS GALLUS 
(CHICKEN), SPISULASOLIDISSIMA (ATLANTIC SURF-CLAM), DROSOPHILAMELANOGASTER (FRUIT FLY), 
AND DROSOPHILA HYDEI (FRUIT FLY)7/P06351 v ■ ... \\ 

40 F-NT2RM1000399//ENDOTHELIN-2 PRECURSOR (ET-2) (FRAGMENT).//0.92:24:45//CANIS FAMILIARIS 

(DOG)7/P12064 

F-NT2RM1000421//CUTICLE COLLAGEN 2C (FRAGMENT)7/0.12:93:33//HAEMONCHUS CONTORTUS.// 
P16252 

F-NT2RM1000430//PISTIL-SPECIFIC EXTENSIN-LIKE PROTEIN PRECURSOR (PELP)7/0.13:86:31//NICO- 
45 TIANATABACUM (COMMON TOBACCO)7/Q03211 

F-NT2RM1 000499//HYPOTH ETICAL PROTEIN KIAA0041 (FRXGMENT)7/2.9e-17:75:49//HOMO SAPIENS 
(HUMAN).//Q15057 

F-NT2RM1 000539//HYPOTH ETICAL 10.4 KD PROTEIN IN FffrU;SPT15 INTERGENIC REGION7/2.9e-16:82: 
51//SACCHAROMYCES CEREVISIAE (BAKERS YEAST)7/P40089 
50 F-NT2RM1000553//GLYCOLIPID TRANSFER PROTEIN " (GLTP) 7/6. 4e-06:103:33//SUS SCROFA (PIG).// 

P17403 * -X'.V,V 

F-NT2RM1000555//UNRPROTEIN7/8.7e-77:105:95//RATTU§^^ (RAT)7/P18395 
F-NT2RM1000563//DNA-BINDING P52/P100 COMPLEX, 10p/KD;£UBUNIT (FRAGMENTS) 7/0. 15:20:50//HO- 
MO SAPIENS (HUMAN).//P30808 S 
55 F-NT2RM1000623//CLARACELLPHOSPHOLIPID-BINDINGP r R'6TElNF?RECURSOR(CCPBP)(CLARACELLS 
10 KD SECRETORY PROTEIN) (CC1 0)7/0.1 7:70 :34//HOMO*SAP J ENS (HUMAN)7/P11684 
F-NT2RM1000648//GLYCOSYLTRANSFERASE ALG2 (EC 2 4.1 .-)7/2:0e-22:133:42//SACCHAROMYCES CER- 
EVISIAE (BAKER'S YEAST)7/P43636 " [ [ . 

• " i *t *;* * 
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F-NT2RM1000661//METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) (GIF) (GIFB)7/0.0060:24: 
33//HOMO SAPIENS (HUMAN).//P25713 7 ; :, ;J 

F-NT2RM1000666//COLD SHOCK PROTEIN SCOF7/9:ie-07:67:41//STREPTOMYCES COELICOLOR.// 
P48859 . ; 

5 F-NT2RM1 000669//CHLOROPLAST SOS RIBOSOMAL PROTEIN L31 7/0.071 :69:31//PORPHYRA PURPU- 

REA7/P51290 . \7?te$?-i 

F-NT2RM1000672//SIGNAL RECOGNITION PARTICLE SEG65 ;SUBUNIT (FRAGMENT) 7/0.27:42:42//KLUY- 
VEROMYCES LACTIS (YEAST) 7/01 3475 

F-NT2RM 1000691 //RETINOBLASTOMA BINDING PROTEIN '2 (RBBP-2)7/4.3e-42:241 :42//HOMO SAPIENS 
10 (HUMAN)7/P29375 ? V r. - 

F-NT2RM1 000699//N2.N2-DIMETHYLGUANOSINE TRNA > METHYLTRANSFERASE PRECURSOR (EC 
2.1 .1 .32).//0.94:48:37//SACCHAROMYCES CEREVISIAE (BAKER'S Y E AST) 7/P 15565 

F-NT2RM1000702//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 1 7/0.001 3:1 39:25//DRO- 
SOPHILA MELANOGASTER (FRUIT FLY)7/P26308 
15 F-NT2RM1000725//BASIC PROLINE-RICH PEPTIDE P-E (IB-9).//1 .0:15:60//HOMO SAPIENS (HUMAN).// 

P02811 

F-NT2RM1000741//STATHMIN (CLONE XO20) (FRAGMENT).//1 .0:53:32//XENOPUS LAEVIS (AFRICAN 
CLAWED FROG)7/Q09005 

F-NT2RM1000742//HYPOTHETICAL24.1 KD PROTEIN (N.DHFR 3'REGION (ORF2).//1 .0:54:42//HERPESVI- 
20 RUS SAIMIRI (STRAIN 484-77) 7/P25049 

F-NT2RM1 000746//HYPOTHETICAL 16.8 KD PROTEIN C29E6.04 IN CHROMOSOME 17/0.11:87:21// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09858 

F-NT2RM1000770//DXS6673E PROTEIN 7/2.0e-38:190:48//HOMO SAPIENS (HUM AN). //Q1 4202 
F-NT2RM1 000772//VEGETATIBLE INCOMPATIBILITY PROTEIN, HET-E-1 7/4.3e-12:141 :30//PODOSPORA AN- 
25 SERIN A7/Q00808 '.' . 

F-NT2RM1000780//MALE SPECIFIC SPERM PROTEIN^ MST87F7/0.98:34:38//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P081 75 £ X 
F-NT2RM1 000781 ; ~vJfc&*& . 

F-NT2RM1000800//24.1 KD PROTEIN IN VMA12-APN1 INTER&ElSlTc R EG I ON 7/7. 9e- 11 :135:34//SACCHARO- 
30 MYCES CEREVISIAE (BAKER'S YEAST)7/P28707 . r - r .?•" 

F-NT2RM1000802//ALPHA-AMYLASE INHIBITOR PAIM I (PIG PANCREATIC ALPHA-AMYLASE INHIBITOR OF 

MICROBES l)7/0.43:62:35//STREPTOMYCES OLIVACEOVIRlblS- (STREPTOMYCES CORCHORUSII).// 

P09921 j- V 

F-NT2RM1 000811 . V; * ' 

35 F-NT2RM1000826//UNR PROTEIN.//1.1e-110:144:83//RATTUS NORVEGICUS (RAT)7/P18395 

F-NT2RM1000829//ATP SYNTHASE PROTEIN 8 (EC 3:6.1. 34) '(A6L)7/1.0:38:34//DROSOPHILA SIMULANS 

(FRUIT FLY)7/P50270 

F-NT2RM1000833//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT7/1 .4e-62: 1 45: 841 /CAN IS FA- 
MILIARIS (DOG)7/P38377 

40 F-NT2RM1000850//TESTIS-SPECIFIC PROTEIN KINASE 1 (EC 2.7.1 .-)7/6.1e-08:136:33//RATTUS NORVEGI- 

CUS (RAT) 7/Q63572 . , 

F-NT2RM1 000852//ATP-DEPENDENT RNA HELICASE ROK1 7/.1 .6e-34:212:43//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P45818 

F-NT2RM1000857//HISTONEH1.M6.1 7/0.76:31 :48//TRYPAN0SOMA CRUZI7/P40273 
45 F-NT2RM1000867//MICROSOMAL SIGNAL PEPTIDASE^ 0.8 KD SUBUNIT (EC 3.4.-.-).//0.0082:76:25//SAC- 

CHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P46965 

F-NT2RM1000874//DNA-BINDING P52/P100 COMPLEX ,-100:'KD : SUBUNIT (FRAGMENTS)7/0.38:12:58//HO- 
MO SAPIENS (HUMAN)7/P30808 m ■' 

F-NT2RM1000882//CYTOCHROME B57/9.0e-13:92:38//SAcbHAROMYCES CEREVISIAE (BAKER'S 
50 YEAST)7/P40312 . : \ 

F-NT2RM1000883//DNA-BINDING P52/P100 COMPLEX, 10*0 KQ. SUBUNIT (FRAGMENTS).//0.79:22:59//HO- 
MO SAPIENS (HUMAN)7/P30808 ; * ^ 

F-NT2RM1 000885//HYPOTHETICAL 5.8 KD PROTEIN.//a76"l8:38//CLOVER YELLOW MOSAIC VIRUS 
(CYMV)7/P16485 \' -\ 

55 F-NT2RM1 000894//DNA-DIRECTED RNA POLYMERASE M35 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 

POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE I 1-27»KD SUBUNIT).//6.2e-70:153:88//RATTUS 
NORVEGICUS (RAT)7/054888 ... I 

F-NT2RM1000898//ACTIN, CYTOPLASMIC (ACTIN, MICRONUCLEAR)7/4.3e-12:159:28//OXYTRICHA FAL- 
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F-NT2RM1 000905//GLUTATHIONE S-TRANSFERASE 1 -1 (EC 2.5/1 .18) (CLASS-THETA)7/0.98:39:35//LUCILIA 
CUPRINA (GREENBOTTLE FLY) (AUSTRALIAN SHEEP BLOWFLY) .//P42860 

F-NT2RM1 000924//HYPOTH ETICAL 39.7 KD PROTEIN C34E10.2 IN CHROMOSOME I M.//1 ,3e-1 1 :1 69:28// 
5 CAENORHABDITIS ELEGANS7/P46577 ' * ; ' ' , " * 

F-NT2RM1000927//CUTICLE COLLAGEN 1 7/0.00048:141:31 //CAEN QRHABDITIS ELEGANS.//P08124 
F-NT2RM1 000962//HYPOTHETICAL 35.8 KD PROTEIN C4F8.04 IN CHROMOSOME 17/7.1 e-1 3:1 69:31// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//O14180 

F-NT2RM1000978//HYPOTHETICAL20.2 KD PROTEIN IN MNN4-PTK1 INTERGENIC REGI ON 7/0.6 1 :82:34// 
10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P36045 

F-NT2RM1001003//ALPHA-2 CATENIN (ALPHA N-CATENIN) (NEURAL ALPHA-CATENIN)7/1 .6e-21 :21 1 :31// 
GALLUS GALLUS (CHICKEN).//P30997 

F-NT2RM1 001 008//HYPOTH ETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME l.//3.2e-1 5:11 9:36// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09701 
15 F-NT2RM1001043//ENDOTHELIN-1 (ET-1) (FRAGMENT) 7/0.78 :32:34//MACACA FASCICULARIS (CRAB EAT- 

ING MACAQUE) (CYNOMOLGUS MONKEY) 7/Q28469 
F-NT2RM1001044 ■;.<* A v* '•• 

F-NT2RM1001059//LORICRIN7/8.6e-08:108:39//HOMO SAPIENS (HUMAN)7/P23490 

F-NT2RM1 001 066//METALLOTHIONEIN-LIKE PROTEIN 'TYPE :27/0.99:24:50//LYCOPERSICON ESCULEN- 
20 TUM(TOMATO).//Q43513 . .^Vv . '. 5 

F-NT2RM1001072//1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE GAMMA 1 
(EC 3.1.4.11) (PLC-GAMMA-1) (PHOSPHOLIPASE C-GAMMA-I.).(RLC-II) (PLC-148)7/4.7e-15:148:33//HOMO 
SAPIENS (HUMAN)7/P19174 v , , .; ,-\ v ; \ . 

F-NT2RM1 001 074//HYPOTH ETICAL PROTEIN F-2157/8.6e-Q5:126:30//HUMAN ADENOVIRUS TYPE 27/ 
25 P03291 S 

F-NT2RM1001082//!!!! ALU SUBFAMILY SXWARNING ENTRY H!!//6.5e-1 9:75:54//HOMO SAPIENS (HUMAN).// 
P39195 7-. T . C 

F-NT2RM1001085//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.49:29:41//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q01643 
30 F-NT2RM1001092//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)7/2.8e-42:200:38//HOMO SA- 

PIENS (HUMAN)7/P51 522 • 

F-NT2RM1 001 102//HYPOTH ETICAL 62.8KD PROTEIN INTAF1^5-YOR1 INTERGENIC REGION7/1 .7e-18:161 : 
36//S ACC H ARO M YC ES CEREVISIAE (BAKER'S YEAST) 7/P53331. 

F-NT2RM1 001 1 05//HYPOTH ETICAL 35.5 KD PROTEIN IN TRANSPOSON TN45567/4.0e-05:157:35//STREP- 
35 TOMYCES FRADIAE7/P20186 ,av>. } 

F-NT2RM1001112//NONHISTONE CHROMOSOMAL PROTEIN) HMG-1 77/0.1 8:20:55//BOS TAURUS (BO- 
VINE)7/P02313 

F-NT2RM1001115 - i.j : f "/. 

F-NT2RM1001139//GLYCINE-RICH CELL WALL STRUCTURAL RROTEIN 1.8 PRECURSOR (GRP 1 .8)7/2.0e- 
40 25:156:46//PHASEOLUS VULGARIS (KIDNEY BEAN) (FRENCH BEAN) 7/P1 0496 

F-NT2RM2000006//MITOCHONDRIAL RIBOSOMAL P ROTEI N: : S 12 7/0:76 :45 : 35//LE I SH M AN I A TARENTOLAE 
(SAUROLEISHMANIA TARENTOLAE)7/Q34940 

F-NT2RM2000013//DNA-DIRECTED RNA POLYMERASE JM .128 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 
POLYMERASE III SUBUNIT 2)7/3.9e-87:238:65//DROSOPHILA MELANOGASTER (FRUIT FLY)7/P25167 
45 F-NT2RM2000030//TOXINS 1 AND 27/0.98:21 :42//TRIMERESURUS WAGLERI (WAGLER'S PIT VIPER) 

(TROPIDOLAEMUS WAGLERI)7/P24335 ■ 

F-NT2RM2000032//!!!! ALU SUBFAMILY J WARNING ENTRY,! !!!//0- 00059: 53 :49//HO MO SAPIENS (HUMAN) 7/ 
P39188 

F-NT2RM2000042//SMALL PROLINE-RICH PROTEIN II (SPR-H) '(CLONE 174N)7/1.0:68:26//HOMO SAPIENS 
50 (HUMAN)7/P22532 

F-NT2RM2000092//HYPOTHETICAL 67.5 KD PROTEIN IN PRPS4-STE20 INTERGENIC REGION7/7.0e-11 :80: 
40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P38748 

F-NT2RM2000093//OVARY MATURATING PARSIN (OMP)7/V-Q':26:38//LOCUSTA MIGRATORIA (MIGRATORY 
LOCUST)7/P80045 

55 F-NT2RM20001 01 //HYPOTHETICAL 39.3 KD PROTEIN C02B8.6 IN CHROMOSOME X7/3.3e-09:56:35// 

CAENORHABDITIS ELEGANS7/Q11096 t . 

F-NT2RM2000124//C AMP-DEPENDENT PROTEIN Kl N AS E | ' All P|H A-C ATALYTI C SUBUNIT (EC 2.7.1 .37) (PKA 
C-ALPHA)//3.1e-35:77:96//MUS MUSCULUS (MOUSE)7/P05132 ~ 

* .* 
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F-NT2RM2000191//3',5 , -CYCLIC-NUCLEOTIDE PHOSPHODIESTERASE REGA (EC 3.1.4.17) (PDEASE RE- 
GA)7/3.3e-05:181:27//DICTYOSTELIUM DISCOIDEUM (SLIME MOLD).//Q23917 

F-NT2RM2000192//REPLICATION PROTEIN E1 (FRAGMENTS)7/0.01 9:148:25//COTTONTAIL RABBIT 
(SHOPE) PAPILLOMAVIRUS (STRAIN WASHINGTON B) (CRPV)7/P51894 
5 F-NT2RM2000239//PROLINE-RICH PROTEIN MP-3 ' (FRAG ME NT) 7/0. 00032:1 1 1 :32//MUS MUSCULUS 

(MOUSE).//P05143 

F-nnnnnnnnnnnn//METALLOTHIONEIN-LIKE PROTEIN TYPE 2.//0.046:59:33//LYCOPERSICON ESCULEN- 
TUM (TOMATO).//Q4351 2 

F-NT2RM2000250//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) (IGE-BINDING PRO- 
JO TEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) (CBP 35) (LAMININ-BINDING PROTEIN) 
(LECTIN L-29)7/0.054:46:34//RATTUS NORVEGICUS (RAT) 7/P08699 

F-NT2RM2000259//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0 (P135 PROTEIN) (IER 2.9/ER2.6).// 
0.27:112:33//BOVINE HERPES VIRUS TYPE 1 (STRAIN JURA) i//P29 128 

F-NT2RM2000260//PROLINE-RICH PROTEIN MP-3 ' (FRAGMENT)7/4.7e-22:191 :35//MUS MUSCULUS 
15 (MOUSE).//P05143 

F-NT2RM2000287//HYPOTHETICAL 11.8 KD PROTEIN C1B3.02C IN CHROMOSOME 1 7/5. 0e- 19:83:53// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/0 1.38 68 ' ' 

F-NT2RM2000322//DIAMINOPIMELATE DECARBOXYLASE (EC. *4.1. 1.20) (DAP DECARBOXYLASE) 7/0.47: 
117:29//HELICOBACTER PYLORI (CAMPYLOBACTER PYLORI)7/P56129 
20 F-NT2RM2000359//SPORE GERMINATION PROTEIN 270f11 7/0.1 2:83:36//DICTYOSTELIUM DISCOIDEUM 

(SLIME MOLD).//P22698 

F-NT2RM2000363//BREAKPOINT CLUSTER REGION * PflOTEIN : 7/1.3e-1 6:203 :30//HOMO SAPIENS (HU- 
MAN)7/P11274 -~ r 

F-NT2RM2000368//DEK PROTE1N7/0.00027:100:32//HOMO SAPIENS (HUMAN)7/P35659 

25 F-NT2RM2000371//POLYRIBONUCLEOTIDE NUCL EOT I DYLTRANS FE RAS E (EC 2.7.7.8) (POLYNUCLE- 

OTIDE PHOSPHORYLASE) (PNPASE)7/6.8e-36:170:47//ESCHE9ICHIA COLI7/P05055 
F-NT2RM2000374//NODAL PRECURSOR7/1 .1e-32:64:95//M US MUSCULUS (MOUSE) 7/P43021 
F-NT2RM2000395//IM MEDIATE-EARLY PROTEIN IE1 807/0.3.1 :41 :43//PSEUDO RABIES VIRUS (STRAIN INDI- 
AN A-FUNKHAUSER / BECKER) (PRV)7/P11675 

30 F-NT2RM2000402//ENDOSOMAL P24A PROTEIN PRECURSOR-(70 KD ENDOMEMBRANE PROTEIN) (PHE- 

ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KQ.LAf E ENDOCYTIC INTERMEDIATE COMPO- 
NENT)7/1 .2e-30:228:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P32802 
F-NT2RM2000407//TRANSMEMBRANE PROTEIN SEX PRECURSOR7/0.032:105:30//HOMO SAPIENS (HU- 
MAN) 7/P51 805 • : 4/ "., 

35 F-NT2RM2000420//METALLOTHIONEIN (MT)V/0.88:42:38//f?.LEU.RONECTES PLATESSA (PLAICE)7/P07216 

F-NT2RM2000422//SOD1UM- AND CHLORIDE-DEPENDENT TRANSPORTER NTT737/2 .0e- 11 7:237: 87//R AT- 
TUS NORVEGICUS (RAT)7/Q08469 . , ■■ : - 

F-NT2RM2000452//HYPOTHETICAL 63.6 KD PROTEIN IN YPT52-GCN3 INTERGENIC REGION7/1 .1e-08:157: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P3£l13, : * 
40 F-NT2RM2000469//70 KD ANTIGEN 7/0. 050:207:23//SHIGELLA FLEXNERI7/P1 801 0 

F-NT2RM2000490//BASIC PROLINE-RICH PEPTIDE P-E (IB-9)7/0:022:25:44//HOMO SAPIENS (HUMAN).// 
P02811 

F-NT2RM2000502//MALE SPECIFIC SPERM PROTEIN, : ,iyiST84DD7/0.0037:17:58//DROSOPHILA MELA- 
NOG ASTER (FRUIT FLY) 7/Q01 645 
45 F-NT2RM2000504//HYPOTHETICAL 99.0 KD PROTEIN ;SPBC1 19.1 77/1. 7e-22:195:27//SCHIZOSACCHARO- 

MYCES POMBE (FISSION YEAST) 7/O42908 * • ■ - ■ 

F-NT2RM2000522//RAS -RELATED PROTEIN RABA (FRAGMENT)7/3.6e-05:67:29//DICTYOSTELIUM DISCOI- 
DEUM (SLIME MOLD)7/P34141 

F-NT2RM2000540//HYPOTHETICAL 83.8 KD PROTEIN C27F2.7 IN CHROMOSOME lll.//8.4e-33:21 4:38// 
50 CAENORHABDITIS ELEGANS7/Q1 8262 

F-NT2RM2000556//HYPOTHETICAL PROTEIN KIAA0288 (HA6116)7/1 .7e-09:133:36//HOMO SAPIENS (HU- 
MAN)7/P56524 . " t , . ) 

F-NT2RM2000566//INTEGRIN ALPHA-6 PRECURSOR (VLA-6) ;(CD49F)7/2.2e-60:244:51//HOMO SAPIENS 
(HUMAN)7/P23229 

55 F-NT2RM2000567//PROLINE-RICH PROTEIN MP-3 (FRAGMENT)7/2.3e-09:192:34//MUS MUSCULUS 

(MOUSE)7/P05143 ' £}<'\ 

F-NT2RM2000569//!!!! ALU SUBFAMILY J WARNING ENTRY H ! !//$ Oe-08 :43 : 72//H O M O SAPIENS (HUMAN).// 
P39188 
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F-NT2RM2000577//ISOLEUCYL-TRNA SYNTHETASE (EC B.'l?1.5) (ISOLEUCINE--TRNA LIGASE) (ILERS).// 
9.1e-54:225:45//SYNECHOCYSTIS SP. (STRAIN PCC 6803).//R7350.5 

F-NT2RM2000581//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53).//0.079:111 :34//HOMO SA- 
PIENS (HUMAN).//Q15427 

5 F-NT2RM2000588//HYPOTHETICAL PROTEIN KIAA0288 (HA6116)7/2.3e-09:193:32//HOMO SAPIENS (HU- 

MAN)V/P56524 , ^ 

F-NT2RM2000594//BASIC PROLINE-RICH PEPTIDE P-E (IB-9).//6.18:33:42//HOMO SAPIENS (HUMAN).// 
P02811 (..•■! ; V\; 

F-NT2RM2000599//DNA (CYTOSINE-5)-METHYLTRANSFERASE (EC 2.1.1.37) (DNA METHYLTRANS- 
10 FERASE) (DNA METASE) (MCMT) (M.MMUI).//1 .5e-09:68:45//MUS MUSCULUS (MOUSE)7/P 13864 

F-NT2RM2000609//GRANULIN 2.//0.83:42:35//CYPRINUS CARPIO (COMMON CARP).//P81014 
F-NT2RM2000612//ZINC FINGER PROTEIN GCS1 7/7.2e-05:1 55;29//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST)Y/P351 97 

F-NT2RM2000623//A-AGGLUTININATTACHMENTSUBUNITPRECURSOR.//1.8e-09:196:33//SACCHAROMY- 
15 CES CEREVISIAE (BAKER'S YEAST).//P32323 r: ; " ' 

F-NT2RM2000624//SALIVARY GLUE PROTEIN SGS-3 P R EC 6 RSQ R 7/0 .070 : 1 1 3 :27//DROS 0 P H I LA ERECTA 
(FRUIT FLY).//P13730 ' • 

F-NT2RM2000635//SPERM PROTAMINE P1 7/0.54:47:38//ANTECHINUS STUARTIL//P42129 
F-NT2RM2000636//OUTER MEMBRANE PROTEIN H.8 PRECURSOR.//0.096:62:35//NEISSERIA GONOR- 
20 RHOEAE7/P11910 . • 

F-NT2RM2000639//HYPOTHETICAL PROTEIN MJ02437/0.99:32:34//METHANOCOCCUS JANNASCHII.// 
Q57694 

F-NT2RM2000649//NEURONAL CALCIUM SENSOR 1 k .(NCS^.1).//0.00049:70:35//RATTUS NORVEGICUS 
(RAT), AND GALLUS GALLUS (CHICKEN).//P36610 7 a P : ) 

25 F-NT2RM2000669//50S RIBOSOMAL PROTEIN L34.//1 .0:34:44//BACILLUS SUBTILIS7/P05647 

F-NT2RM2000691//ACTIN-LIKE PROTEIN 3 (ACTIN-2).//7.0e-/M6:243:87//HOMO SAPIENS (HUMAN), AND 
BOS TAURUS (BOVINE).//P32391 

F-NT2RM2000714//RAS SUPPRESSOR PROTEIN 1 (RSU-lftRSP.-l. PROTEIN) (RSP-l).//3.8e-21 :1 74:35//HO- 
MO SAPIENS (HUMANJ7/Q1 5404 ' ... ; \. J r . 

30 F-NT2RM200071 8//HYPOTHETICAL 52.9 KDSERINE-RICH PROTEIN C11G7.01 IN CHROMOSOME I. //0. 0022: 

174:29//SCHIZOSACCHAROMYCES POMBE (FISSION YEAS!} 7/0 13695 

F-NT2RM2000735//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//1 .6e-102:246:74//HOMO SAPIENS 
(HUMAN).//P281 60 ,; % A : \$Q - , 

F-NT2RM2000740//HYPOTHETICAL 131.1 KD HELICASE IN 1ALG7-ENP1 INTERGENIC REGION7/8.5e-51 :212: 
35 49//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) ; .//P38/1/lf . } 

F-NT2RM2000795//!!!! ALU SUBFAMILY SB WARNING ENTRY !!li//9.0e-41:125:53//HOMO SAPIENS (HU- 
MAN)7/P39189 ■ ^/ ,V • 

F-NT2RM2000821//COATOMER BETA SUBUNIT (BETA-COAT ^PROTEIN) (BETA-CO P) .//1 .1e-1 28:29 1 :89// 
RATTUS NORVEGICUS (RAT).//P2351 4 
40 F-NT2RM2000837//CYCLIN-DEPENDENT KINASE INHIBITOR^ C.(CYCLIN-DEPENDENT KINASE INHIBITOR 

P57) (P57KlP2)7/3.9e-05:113:36//HOMO SAPIENS (HUMAN) ij/P499T'8 • 

F-NT2RM2000951 //HYPOTHETICAL 60.3 KD PROTEIN R08D7.7 IN CHROMOSOME lil.//2.5e-49:273:39// 
CAENORHABDITIS ELEGANS7/P30646 ■ -\ \ 

F-NT2RM2000952//NEUROFILAMENT TRIPLET H PROTEJN/(200 kb NEUROFILAMENT PROTEIN) (NF-H) 
45 (FRAGMENT)7/0.037:234:23//RATTUS NORVEGICUS (RAf)y/^l r 6884 

F-NT2RM2000984//HYPOTH ETIC AL 54.7 KD PROTEIN F37A4.1 IN CHROMOSOME III.//6.3e-44:21 6:43// 
CAENORHABDITIS ELEGANS7/P41 879 

F-NT2RM2001 004//SYNAPSINS IA AND IB7/0.15:178:32//RATTUS NORVEGICUS ( RAT). //P0 9951 
F-NT2RM2001 035//CCR4-ASSOCIATED FACTOR 1 (CAF1)://1.4e-87:188:90//MUS MUSCULUS (MOUSE).// 
50 Q60809 * ' \ ' k 

F-NT2RM2001 065//ATP SYNTHASE A CHAIN (EC 3.6.1 .34) (PROTEIN 6)7/0.53: 122:31 TRYPANOSOMA BRU- 
CEI BRUCEI7/P24499 

F-NT2RM2001 1 00//HYPOTHETICAL 39.7 KD PROTEIN-.C34EVb.2 IN CHROMOSOME lll.//3.4e-13:171:30// 
CAENORHABDITIS ELEGANS 7/P46577 , 
55 F-NT2RM2001105//SPORE COAT PROTEIN SP96Jn.Qe1C^:^r:3^^\CrfOSTEU\JM DISCOIDEUM (SLIME 

MOLD)7/P 14328 , !n .,' 

F-NT2RM2001131//PROBABLE EUKARYOTIC INITIATION FAGTbR'C17C9.03.//2.3e-18:249:31//SCHIZOSAC- 
CHAROMYCES POMBE (FISSION YEAST).//Q1 0475 ' 
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F-NT2RM2001141//HYPOTHETICAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSOME 1117/0.050:134:26// 

CAENORHABDITIS ELEGANS7/P34681 

F-NT2RM2001152 

F-NT2RM2001177//COLLAGEN ALPHA 1 (XIV) CHAIN PRECURSOR (UNDULIN)y/0.86:42:40//GALLUS GAL- 
5 LUS(CHICKEN).//P32018 

F-NT2RM2001194//SMOOTHELIN7/4.7e-05:77:32//HOMO SAPIENS (HUMAN).//P53814 
F-NT2RM2001196//PROLINE-RICH PROTEIN MP-3 (FRAG ME NT) 7/1 .7e-18:218:35//MUS MUSCULUS 
(MOUSE)7/P05143 

F-NT2RM2001201//CYSTEINE STRING PROTEIN (CCCS1 ) 7/6*041 :22:59//TORPEDO CALIFORNIC A (PACIFIC 
10 ELECTRIC RAY)7/P56101 i 

F-NT2RM2001221//KALIRIN(PAM COOH-TERMINAL INTERACTOR PROTEIN 10) (P-CIP10).//1 .3e-1 3:1 83:32// 
RATTUS NORVEGICUS (RAT).//P97924 p. Z 

F-NT2RM2001238//GLUTAMINASE, KIDNEY ISOFORM PRECURSOR (EC 3.5.1 .2) (GLS) (L-GLUTAM IN E AM I- 
DOHYDROLASE)7/6.5e-121 :218:98//RATTUS NORVEGICUS (RAT)7/P/I 3264 
15 F-NT2RM2001 243//HYPOTHETICAL 200.0 KD PROTEIN IN GZF3-IME2 INTERGENIC REGION7/0.00019:1 77: 

27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P42945 

F-NT2RM2001247//LEGUMIN B (FRAGMENT) 7/0.22:54:35//PISUM SATIVUM (GARDEN PEA).//P14594 
F-NT2RM2001256//PROTEIN TSG24 (MEIOTIC CHECK POINT REGULATOR)7/1 .8e-1 09:207:98//MUS MUS- 
CULUS (MOUSE)7/P53995 

20 F-NT2RM2001291//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.01 6:22:40//HOMO SAPIENS 

(HUMAN)7/P22531 - 

F-NT2RM2001306//REF(2)P PROTEIN7/0.61 :51 :33//DROSOPHILA MELANOGASTER (FRUIT FLY)7/P14199 
F-NT2RM2001312//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//7.2e-11:33:72//HOMO SAPIENS (HUMAN).// 
P39195 

25 F-NT2RM2001319 , \ ,. c . 

F-NT2RM2001 324//ZYXIN 7/5.1 e-22:91 :38//GALLUS GALLUS (CHICKEN) 7/Q04584 

F-NT2RM2001 345//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/7.4e-1 0:159:27//PODOSPORA AN- 
SERINA.//Q00808 

F-NT2RM2001 360//ACCESSORY GLAND PEPTIDE PRECURSOR (PARAGON I AL PEPTIDE B) 7/1 .0:27:48// 
30 DROSOPHILA MELANOGASTER (FRUIT FLY)7/P05623 

F-NT2RM2001370//NAPE P ROTE IN 7/0. 98:44:31 //PAR ACOGCLiS DEN ITRIFIC AN S (SUBSP. THIOSPHAERA 
PANTOTROPHA)7/Q56348 ,V-v : ',' 

F-NT2RM2001393//VITELLOGENIN PRECURSOR (VTG) [CONTAINS: LIPOVITELLIN LV-1N; LIPOVITELLIN 
LV-1C; LIPOVITELLIN LV-2] 7/0.0024: 163:31//ICHTHYOMYZON^ (SILVER LAMPREY)7/Q91062 

35 F-NT2RM2001420 

F-NT2RM2001424//HETEROGENOUS NUCLEAR RIBONUCLEO PROTEIN U (HNRNP U)7/2.4e-41 : 140:59// 
HOMO SAPIENS (HUMAN) 7/Q00839 " . J t 

F-NT2RM2001499//HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1) (CAT1) (SYSTEM Y+ 
BASIC AMINO ACID TRANSPORTER) (ECOTROPIC R ETR6 VI R Ali LE U K E M I A RECEPTOR HOMOLOG) (ERR) 
40 (ECOTROPIC RETROVIRUS RECEPTOR HO MO LOG) 7/3. 7e-7 1:201 -68//HOMO SAPIENS (HUMAN)7/P30825 

F-NT2RM2001504//CUTICLE COLLAGEN 27/0.028:41 :39//C4ENORHABDITIS ELEGANS7/P1 7656 
F-NT2RM2001 524//HYPOTHETICAL 61.3 KD PROTEIN F25B5.5 IN CHROMOSOME lll.//6.7e-47:190:42// 
CAENORHABDITIS ELEGANS7/Q0931 6 

F-NT2RM2001 544//TELOME RE-BIN DING PROTEIN 51 KD SUBUNIT.//0.0027:136:33//EUPLOTES 
45 CRASSUS7/Q061 84 

F-NT2RM2001 547//HYPOTHETICAL 48.6 KD PROTEIN IN BET1 -PAN1 INTERGENIC REGION.//8.5e-1 8:91:50// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P40564' 

F-NT2RM2001575//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A))7/3.9e- 
35:21 2:41//HOMO SAPIENS (HUM AN) 7/P 19474 " 
50 F-NT2RM2001582//RESAPROTE!N7/0.0033:72:27//BACILLUS-SUBTILIS7/P35160 

F-NT2RM2001588//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) 7/1 .0e-06:115:32//ZEA MAYS 
(MAIZE)7/P14918 K, • ' 

F-NT2RM2001592//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN)7/0.033:156:23//HO- 
MO SAPIENS (HUMAN)7/P26371 > r.&Jpi 

55 F-NT2RM2001 605//RETINOBLASTOMA BINDING PROTEIN^"(RBBP-2)7/1 .1e-116:249:82//HOMO SAPIENS 

(HUMAN)7/P29375 • //" • 

F-NT2RM2001613//PROTEIN TRANSPORT PROTEIN SEC61;-ALPHA SU BUN IT7/1 .2e-97: 192:1 00//RATTUS 
NORVEGICUS (RAT)7/P38378 
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F-NT2RM2001632//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR7/0.00068:145:28//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST)7/P32323 

F-NT2RM2001 635//NUCLEAR ENVELOPE PORE MEMBRANE PROTEIN POM 121 (PORE MEMBRANE PRO- 
TEIN OF 121 KD) (P145)7/1 .1e-39:235:47//RATTUS NORVEGICUS (RAT).//P52591 
5 F-NT2RM2001 637//HYPOTHETICAL BHLF1 PROTEIN 7/0 .075: 197:29//EPSTEIN-BARR VIRUS (STRAIN B95-8) 

(HUMAN HERPESVIRUS 4).//P03181 . 

F-NT2RM2001 641 //NAD H-CYTOCH ROME B5 REDUCTASe\eC" V:£.2.2) (B5R).//0.013:29:68//HOMO SAPIENS 
(HUMAN).//P00387 . v •* .,... 

F-NT2RM2001648//PROTEIN TRANSPORT PROTEIN SEC61 -ALPHA SUBUNIT7/3.2e-65:132:100//CANIS FA- 
10 MILIARIS (DOG).//P38377 

F-NT2RM2001652//PROTEIN TRANSPORT PROTEIN SEC7.//1 16^32:261 :32//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YE AST)7/P1 1075 * 

F-NT2RM2001 659//CAR BOXY PEPTIDASE A INHIBITOR7/0.83:30:46//ASCARIS SUUM (PIG ROUNDWORM) 
(ASCARIS LUMBRIC0IDES).//P19399 -** ; 

15 F-NT2RM2001664//IKI3 PROTEIN7/1 .3e-31:265:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 

Q06706 

F-NT2RM2001668//TONB PROTEIN.//0.32:39:41//XANTHOMONAS CAMPESTRIS (PV CAMPESTRIS).// 
034261 

F-NT2RM2001670//ZINC FINGER PROTEIN 174.//3.6e-21:172:39//HOMO SAPIENS (HUMAN).//Q 15697 
20 F-NT2RM2001 671 //HYPOTHETICAL 118.6 KD PROTEIN C29E6.03C IN CHROMOSOME I.//1 .6e- 10:229:24// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Qo'9857,; 

F-NT2RM2001675//DIHYDRODIPICOLINATE SYNTHASE (EC 4.2.1.52) (DHDPS)7/1 .0:1 84:2 1//METHANO- 
COCCUS JANNASCHII7/Q57695 r ^> 

F-NT2RM2001681//PROTEIN DISULFIDE I SOME RASE PRECURSOR (PDI) (EC 5.3.4.1)7/0.0039:199:22// 
25 DROSOPHILA MELANOGASTER (FRUIT FLY)7/P54399 W^jK-t 

F-NT2RM2001688//HYPOTHETICAL28.1 KD P ROTE I N . I N -SJ U - P BP C INTERGENIC REGION.//2.6e-21 :162: 
33//BACILLUS S UBTI LI S7/P 42966 ^ WO 

F-NT2RM2001 695//!!!! ALU SUBFAMILY SQ WARNING ENTRY IN^e^l :60:81//HOMO SAPIENS (HUMAN).// 
P39194 \ " .}'.;,/ " 

30 F-NT2RM2001696//HYPOTHETICAL24.1 KD PROTEIN IN LEF^-P33 : INTERGENIC REGION.//9.8e-1 6:1 26:38// 

AUTOGRAPHA CALIFORNIA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41479 
F-NT2RM2001698//PENAEIDIN-3B PRECURSOR (P3;B).//q36: : 52:34//PENAEUS VANNAMEI (PENOEID 
SHRIMP) (EUROPEAN WHITE SHRIMP).//P81 059 \y\ ' 

F-NT2RM2001699//TRANSCRIPTION INITIATION FACTOR /TTI ID, 30 KD SUBUNIT (TAFII-30) (TAFH30).// 
35 0.001 2:79:40//HOMO SAPIENS (HUMAN).//Q 12962 *,■."".' . 

F-NT2RM2001700//ACYL-COA DEHYDROGENASE, VERY-LONG-CHAIN SPECIFIC (EC 1.3.99.-) (VLCAD) 
(FRAGMENT)7/1 .Oe-30:140:53//MUS MUSCULUS (MOUSE).//P50544 

F-NT2RM2001706//!!!! ALU SUBFAMILY SX WARNING ENTRY HH//1 .5e-33:95:75//HOMO SAPIENS (HUMAN).// 
P39195 

40 F-NT2RM2001 71 6//HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC REGION PRECUR- 

SOR.//0:010:116:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P47179 

F-NT2RM2001 71 8//M ETHYL-ACCEPTING CHEMOTAXIS/PROTEIN TLPB.//0.00029:77:37//BACILLUS SUBTI- 
LIS.//P39217 

F-NT2RM2001723//POSTERIOR PITUITARY PEPTIDE7/0.94:26:53//BOS TAURUS (BOVINE).//P01154 
45 F-NT2RM2001 727//E7 PROTEIN7/0.91 :46:34//HUMAN PAPILLOMAVIRUS TYPE 23.//P50781 

F-NT2RM2001730//PROBABLE UBIQUITIN CARBOXYll-JERMlNAL HYDROLASE K02C4.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
ZYME)y/4.9e-07:139:29//CAENORHABDITIS ELEGANS 7/009931'/ \. 

F-NT2RM2001 743//PRO ENKEPHALIN A PRECURSOR.//0.75:65:35//CAVIA PORCELLUS (GUINEA PIG).// 

so P47969 : ' * v< ■ 

F-NT2RM2001 753//HYPOTHETICAL PROTEIN KIAA0210i/1:.5e-14:119:36//HOMO SAPIENS (HUMAN).// 
Q92609 i ;■■ ' 

F-NT2RM2001760//PROTEIN TRANSPORT PROTEIN SEC61 L ALPHA ,SUBUN IT//8.3e-58: 1 1 9:99//CANIS FA- 
MI LIAR IS (DOG). //P3 8377 ' ;v 7 V r 
55 F-NT2RM2001 768//HYPOTHETICAL PROTEIN UL257/0,45:77:32//HUMAN CYTOMEGALOVIRUS (STRAIN 
AD169).//P16761 . * '/ " l " 

F-NT2RM2001771//ZINC FINGER PROTEIN 1357/4.6e-80:224:60//HQMO SAPIENS (HUMAN).//P52742 
F-NT2RM2001782//MANNOSE-1 -PHOSPHATE GUANYLTRANSFEFiASE (EC 2.7.7.13) (ATP-MANNOSE-1 - 
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PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE PYROPHOSPHORYLASE)7/7.0e-06:61 :45//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S Y EAST) .//P4 1940. V: * 

F-NT2RM2001 784//HYPOTHETICAL PROTEIN UL61 7/0:66070: 145.33//HUMAN CYTOMEGALOVIRUS 
(STRAIN AD169)7/P16818 " *j V 

5 F-NT2RM2001785//LINOLEOYL-COADESATURASE(EC/1^ 
32//SYNECHOCYSTIS SP. (STRAIN PCC 6803)7/008871 

F-NT2RM2001797//ZINC FINGER PROTEIN 1357/1 .6e-73:267:49//HOMO SAPIENS (HUMAN)7/P52742 
F-NT2RM2001 800//HYPOTHETICAL HELICASE MG018/MG017/MG01 6 HOMOLOG7/3.9e-1 2:1 71 ^//MYCO- 
PLASMA PNEUMONIAE7/P75093 , ' : . v .. ■ 
10 F-NT2RM2001803//IKI3 PROTEIN7/1 .6e-38:283:36//SACCHAROMYCES CEREVISIAE (BAKER'S YE AST) 7/ 
Q06706 ■: 

F-NT2RM2001805//COLD SHOCK-LIKE PROTEIN CSPH 7/0.51 :46:32//SALMON ELLA TYPHIMURIUM7/ 
033793 , • 

F-NT2RM2001813//HYPOTHETICAL 40.4 KD TRP-ASP REPEATS -CONTAINING PROTEIN C14B1 .4 IN CHRO- 
15 MOSOME IN7/5.0e-05:82:32//CAENORHABDITIS ELEGANS7/Q1 7963 

F-NT2RM2001823//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 2 (CHD-2).//3.6e-49:233:45//HO- 
MO SAPIENS (HUMAN)7/014647 

F-NT2RM2001 839//RETICULOCALBIN 1 PRECURSOR7/5.2er65:222:56//HOMO SAPIENS (HUMANJ7/Q15293 
F-NT2RM2001840//!!!! ALU SUBFAMILY SQ WARNING ENTRY. !!!!//9.6e-33:102:68//HOMO SAPIENS (HU- 
20 MAN)7/P39194 

F-NT2RM2001855//BASP1 P ROTE IN 7/0.054: 120:30//HO MO SAPIENS (HUMAN)7/P80723 

F-NT2RM2001 867//HYPOTHETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENIC REGION7/4.1e-19:88: 

36//SACCHAROMYC ES CEREVISIAE (BAKER'S YEAST)7/P53867 

F-NT2RM2001 879//HYPOTHETICAL 47.3 KD PROTEIN G22G7.07C IN CHROMOSOME I. //5.9e- 15:76:38// 
25 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q098C)0 \ 

F-NT2RM2001 886//HYPOTHETICAL 126.9 KD PROTEIN G22<G7,0£ IN CHROMOSOME l.//1.4e-41 :249:38// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/009798** 

F-NT2RM2001896//HYPOTHETICAL83.2 KD PROTEIN IN.KAF34-RBN1 INTERGENIC REGION7/2.1e-59:197: 
56//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)*7/P25582 " . 
30 F-NT2RM2001 903//HYPOTHETICAL PROTEIN MJ02637/0:oVo:132!31//METHANOCOCCUS JANNASCHII7/ 

006917 Ki&fM 

F-NT2RM2001930//THROMBOSPONDIN 2 PRECURSOR7/7.1.e-05:53:47//MUS MUSCULUS (MOUSE).// 
Q03350 . C \ ; 

F-NT2RM2001935//PUTATIVE CUTICLE COLLAGEN F55C1 6.37/0.00046:11 6:35//CAENORHABDITIS ELE- 
35 GANS7/Q21184 "'" * M A 

F-NT2RM2001936//32.3 KD PROTEIN IN CWP1-MBR1 INTERGENIC REGION 7/4.5e-27:216:34//SACCHARO- 
MYCES CEREVISIAE (BAKER'S Y EAST) 7/P2 8320 

F-NT2RM2001 950//HIRUDIN HV1 (BUFRUDIN)7/0.59:43:34//HIRUDINARIA MANILLENSIS (BUFFALO 
LEECH)7/P81492 . . v , 

40 F-NT2RM2001 982//GUANINE NUCLEOTIDE-BINDING P ROT EJ N 'G (I )/G(S)/G(0) GAM M A-8 SUBUNIT (G GAM- 

MA-C)7/0.72:35:42//BOS TAURUS (BOVINE)7/P501 54 " '* 

F-NT2RM2001983//PROLINE-RICH PEPTIDE P-B7/0. 00035 :23:52//HOMO SAPIENS (HUMAN)7/P02814 
F-NT2RM2001 989//NUCLEOLAR PROTEIN NOP4 (NUQLEOLAR PROTEIN NOP77)7/8.6e-24:197:37//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P37838 p.*^ ( 
45 F-NT2RM2001 997 \ " . * 

F-NT2RM2001 998//IMMEDIATE-EARLY PROTEIN IE180.//0:676:92:27//PSEUDORABIES VIRUS (STRAIN IN- 
DIANA-FUNKHAUSER/ BECKER) (PRV)7/P11675 . %Z?:/;;*. 

F-NT2RM2002004//SLF1 P ROTE I N 7/3 . 5e-06 :235:27//SACCHARbMYC ES CEREVISIAE (BAKER'S YEAST).// 
Q 12034 . ^ >v;.^ 

50 F-NT2RM200201 4//HYPOTHETICAL PROTEIN H 105687/2.1 e-A 7:235 :29//H AEMOPH I LUS INFLUENZAE.// 

P71353 . ;>" v . 

F-NT2RM2002030//GLUCOSAMINE-FRUCTOSE-6-PHOSPHATE ; AMINOTRANSFERASE[ISOMERIZING](E 
2.6.1.16) (HEXOSEPHOSPHATE AMINOTRANSFERASE)' (b-FRUCTOSE-6- PHOSPHATE AMIDOTRANS- 
FERASE) (GFAT).//9.5e-1 05:271 :76//MUS MUSCULUS (MOUSE)7/P 47856 
55 F-NT2RM2002049//SMALL PROLINE-RICH PROTEIN 2-1 7/0.099J41 :41//HOMO SAPIENS (HUMAN)7/P35326 

F-NT2RM2002055//VACUOLAR PROTEIN SORTING-ASSOCIATED. PROTEIN VPS1 37/0.01 2:21 7:24//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST)7/Q07878 

F-NT2RM2002088//PUTATIVE HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN X (HNRNP X) (CBP).// 
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* * * * r 

1.1e-09:65:53//MUS MUSCULUS (MOUSE)7/Q61990 . "' ' 

F-NT2RM2002091 //HYPOTHETICAL 57.5 KD PROTEIN IKVMA7-RPS25A INTERGENIC REGION7/0.072:74: 
37//S ACC HAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53k* ' 

F-NT2RM2002 1 00//ATP-D EPENDENT RNA HELICASE ROK1 ,//4.5e : 50:289:41//SACCHAROMYCES CEREVI- 

5 SIAE (BAKER'S YEAST)7/P4581 8 I 

F-NT2RM2002109//NT-3 GROWTH FACTOR RECEPTOR PRECURSOR (EC 2.7.1.112) (TRKC TYROSINE KI- 
NASE) (GP145-TRKC) (TRK-C)7/1.4e-14:203:32//RATTUS NORVEGICUS (RAT).//Q03351 
F-NT2RM2002128//SKIN SECRETORY PROTEIN XP2." PRECURSOR (APEG PROTEIN).//0.0025: 139:31// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P 17437 v > 

10 F-NT2RM20021 42//GASTRULATION SPECIFIC PROTEIN G12.//9.2e-20:42:73//BRACHYDANIO RERIO (ZE- 

BRAFISH) (ZEBRA DANIO).//P47805 : L'J ■/ :. 

F-NT2RM2002145//GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT 12 PRECURSOR7/0.0085:200:26// 
TRITICUM AESTIVUM (WHEAT)7/P08488 

F-NT2RM2002178//COLLAGEN ALPHA 1 (XII) CHAIN (FRAGMENTS).//5.8e-05:56:39//BOS TAURUS (BO- 
'S VINE).//P25508 

F-NT2RM2002580//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//2.9e-14:96:37//PETROMYZON MARINUS (SEA 
LAMPREY)7/P25210 

F-NT2 R M4000024//DN A-D I R E CTE D RNA POLYMERASE .Hf 1128 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 
20 POLYMERASE III SUBUNIT 2)7/8. 6e-95:271 :67//DROSOPHjdA : MELANOG ASTER (FRUIT FLY).//P25167 

F-NT2RM4000027//INTERFERON-ACTIVATABLE PROTEIN* "202 (IFI-202).//0.99:72:31//MUS MUSCULUS 
(MOUSE)7/P15091 .»,.-"'■.•:/•'" 

F-NT2RM4000030//LAS1 PROTEIN 7/1 . 4e- 14:1 84:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P36146 UV»iP ■ 

25 F-NT2RM4000046//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENT) 7/0.99: 120:28//RATTUS NORVEGICUS 

(RATJ7/P13941 - ; -j!'v.> V » .'. 

F-NT2RM4000061 .5 r ; r l , ; 

F-NT2RM4000085//ATP-DEPENDENT RNA HELICASE A^NUCLE^R.DNA HELICASE II) (NDH II) (DEAD BOX 
PROTEIN 9) (MHEL-5).//8.5e-40:263:38//MUS MUSCULUS (MOUSE). //O701 33 
30 F-NT2RM4000086//HYPOTH ETICAL PROTEIN H 11 4977/1 .0:27:3*7//HAEMOPHILUS INFLUENZAE.//P44221 

F-NT2RM4000104//ZINC FINGER PROTEIN 1 347/1 .0e-26:64:56//HOMO SAPIENS (HUMAN)7/P52741 
F-NT2RM40001 39//P RE PROTEIN TRANSLOCASE SECE SUBUNIT7/0.99:38:42//THERMOTOGA M ARITIMA.// 
P35874 ; - 

F-NT2RM40001 55//THREONYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1.3) (THREONINE--TRNA 
35 LIGASE) (THRRS)7/6.3e-34:181:40//HOMO SAPIENS (HUMAN)7/P26639 

F-NT2RM4000156//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
4.6e-12:142:33//NICOTIANA TABACUM (COMMON TOBACC.O)7/P13983 

F-NT2RM4000167//KINESIN-LIKE PROTEIN KIF47/3.4e-123:269:9.1//MUS MUSCULUS (MOUSE).//P33174 
F-NT2RM4000169//M PROTEIN, SEROTYPE 2.2 PR ECU RSOR 7/9. 7e-1 0:229 :26//STREPTOCOCCUS PYO- 
40 GENES7/P50469 % „. ' 

F-NT2RM4000191//P68-LIKE PROTEIN7/2.1 e-1 1 :104:40//SAC'C HAROMYCES CEREVISIAE (BAKER'S 
YEAST)7/P24783 ••.>,, ( 

F-NT2RM4000197//CUTICLE PROTEIN CP463 (CPCP463)7/0.84:29:37//CANCER PAGURUS (ROCK CRAB).// 
^587 :fi ;: KO 
45 F-NT2RM4000199//SAL1VARY PROLINE-RICH PROTEIN PO'CALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT)./^ .8e-06:187:34//HOMO SAPIENS (HUMAN)7/P10162 k% ! r 

F-NT2RM4000200//HYPOTH ETICAL 9.4 KD PROTEIN I N FLAl£3.(R EG ION (ORF3)7/0.52:42:40//BACILLUS Ll- 
CHENIFORMIS.//P22754 

F-NT2RM4000202//COLLAGEN ALPHA 1 (VIII) CHAIN PRECURSOR (ENDOTHELIAL COLLAGEN) 7/0.00044: 
50 168:32//ORYCTOLAGUS CUNICULUS (RABB1T).//P 14282 '^/^ 

F-NT2RM4000210//EXTENSIN PRECURSOR.//0.27:129:27//DAUCUS CAROTA (CARROT).//P06599 
F-NT2RM4000215//MAK16 PROTEIN7/2.0e-65:234:52//SACCHAROMYCES CEREVISIAE (BAKER'S 
YEAST)7/P10962 : ^ • 

F-NT2RM4000229//GAR2 PROTEIN7/0.13:217:26//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).// 
55 P41891 

F-NT2RM4000233//TRANSMEMBRANE PROTEIN SEX PRECURSOR7/0.047:108:30//HOMO SAPIENS (HU- 
MANJ7/P51805 

F-NT2RM4000244//ATP SYNTHASE PROTEIN 8 (EC. ,3.6.1.34) (A6L)7/0.67:59:27//BAL7^ENOPTERA 
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PHYSALUS (FINBACK WHALE) (COMMON RORQUAL)7/P24947 

F-NT2RM4000251//PROLINE-RICH PROTEIN MP-3 (FRAGMENT).//0.0059:108:35//MUS MUSCULUS 
(MOUSE) .//P051 43 " ^ - 7^- 

F-NT2RM4000265//!!!! ALU SUBFAMILY J WARNING ENTRY !"!//& 1>38:70:7Q//HOMO SAPIENS (HUMAN).// 
5 P39188 ';>; .*. 

F-NT2RM4000290//TRANSDUC IN-LIKE ENHANCER PROTEIN 3.(ESG3)7/1.6e-115:209:94//HOMO SAPIENS 
(HUMAN).//Q04726 < r 

F-NT2RM4000324//PRESPORE PROTEIN DP87 PRECURSOR.//0.14:136:30//DICTYOSTELIUM DISCOIDEUM 
(SLIME MOLD).//Q04503 

10 F-NT2RM4000327//HYPOTH ETICAL 8.9 KD PROTEIN IN IE0-IE1 INTERGENIC REGION.//0.91 :73:28// 

AUTOGRAPHA CALIFORNIA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41703 
F-NT2RM4000344//YME1 PROTEIN HOMOLOG (EC 3.4.24.-).//9.4e-78:241:55//CAENORHABDITIS ELE- 
GANS.//P54813 

F-NT2RM4000349//CYSTEINE STRING PROTEIN (CCCS1).//0.055:22:59//TORPEDOCALIFORNICA (PACIFIC 
'5 ELECTRIC RAY).//P561 01 :'r.\ 

F-NT2RM4000354//LETHAL(2)DENTICLELESS PROTEIN (DTL83 PROTEIN)7/4.6e-26:208:35//DROSOPHILA 
MELANOGASTER (FRUIT FLY).//Q24371 . •:. * . , 

F-NT2RM4000356//COAT PROTEIN7/0.1 1 :105:36//SATELLiTE TOBACCO MOSAIC VIRUS (STMVJ7/P 17574 
F-NT2RM4000366//IM M E Dl ATE- EARLY PROTEINV/1 .2e-05:21.5:24//HERPES VIRUS SAIMIRI (STRAIN 11).// 
20 Q01042 * V- v "' ' 

F-NT2RM4000368//HYPOTH ETICAL 7.3 KD PROTEIN IN RPBArGP46 INTERGENIC REGION. //0.54:46:36// 
BACTERIOPHAGE RB69.//O64300 

F-NT2RM4000386//RHSC PROTEIN PRECURSORy/0.0096:l'62:29//ESCHERICHIA COLI.//P16918 
F-NT2RM4000395//HYPOTH ETICAL 52.9 KD PROTEIN IN SAP155-YMR31 INTERGENIC REGION 7/4.5e-66: 
25 256:53//SACCHAROMYCES CEREVISIAE (BAKER'S YEASfV//P4361 6 

F-NT2RM400041 4//HYPOTH ETICAL 6.0 KD PROTEIN IN THI12 5'REGION.//0.13:33:48//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST) 7/P53820 '"J, C ,i . 

F-NT2RM4000421//MRNA TRANSPORT REGULATOR MTRib7/5Vde-;i 3:1 71 :29//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST).//Q99189 
30 F-NT2RM4000425//!!!! ALU SUBFAMILY SP WARNING ENTRY I.M//2.1 e-25:46:80//HOMO SAPIENS (HUMAN)7/ 

P39193 

F-NT2RM4000433//CUTICLE COLLAGEN 3A3.//2.5e-06:77:38//HAEMONCHUS CONTORTUS7/P16253 
F-NT2RM4000457//HYPOTH ETICAL 111.9 KD PROTEIN C22H1 6.03C IN CHROMOSOME l.//4.3e-09:215:22// 
SCHIZOSACCHAROMYCES POMBE (FISSION Y EAST) 7/Q 10297- ' 
35 F-NT2RM4000471//TRNA SPLICING PROTEIN SPL1 7/6.7e-73:163:65//CANDIDA ALBICANS (YEAST).// 

P87185 

F-NT2RM4000486//COLLAGEN ALPHA 2(VI) CHAIN, F?RECUPSOR.//0.001 2:1 21 :34//GALLUS GALLUS 
(CHICKEN)7/P15988 . ^ ' 

F-NT2RM4000496//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RNA POLYMER- 
40 ASE II SUBUNIT 1)7/5.9e-09:175:35//SCHI2OSACCHAROMYCES P.OMBE (FISSION YEAST) 7/P36594 

F-NT2RM4000511 //SALIVARY GLUE PROTEIN SGS-3 PRECUHSOR7/0.020:1 22:31 //DROSOPHILA SIMU- 
LANS (FRUIT FLY).//P1 3729 . ** 

F-NT2RM4000514//ATP SYNTHASE A CHAIN (EC 3.6.1 .34) (PROTEIN 6)7/0.46:68:32//ARTEMIA SANFRAN- 
CISCANA (BRINE SHRIMP) (ARTEMIA FRANCISCANA).//Q37£p8r ( ,.- . 
45 F-NT2RM400051 5//GAR2 PROTEIN.//3.2e-05:1 98:27//SCHIZqSAGCHAROMYCES POMBE (FISSION 

YEAST) 7/P41 891 , _V« 

F-NT2RM4000520//HYPOTH ETICAL 7.5 KD PROTEIN (ORF.63).y/6.bl1 :55:38//SPlNACIA OLERACEA (SPIN- 
ACH)7/P08974 " * V y 

F-NT2RM4000531//ZINC FINGER PROTEIN 169 (FRAGMENT )://3.6e-44:244:42//HOMO SAPIENS (HUMAN).// 
50 Q 14929 

F-NT2RM4000532//PUTATIVE MEMBRANE PROTEIN 537/1 .0:47:34//HER PES VIRUS SAIMIRI (STRAIN 11)7/ 
Q01049 

F-NT2RM4000534//HYPOTH ETICAL 5.9 KD PROTEIN IN WRBA-PUTA INTERGENIC REG ION. //0. 75:26:46// 
ESCHERICHIA COLI7/P5661 4 ' H / 5 . ' 

55 F-NT2RM4000585//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN P16: CORE PROTEIN P26]7/0.019:86: 

34//HUMAN IMMUNODEFICIENCY VIRUS TYPE 2 (ISOLATE SBLIS Y) (HIV-2)7/P12450 
F-NT2RM4000590//RING CANAL PROTEIN (KELCH PROTEIN).//5.0e-23:224:29//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 ^ : - . 
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F-NT2RM4000595//HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME NI7/3.8e-62:226:50// 
CAENORHABDITIS ELEGANS7/P34284 

F-NT2RM4000603//SRC SUBSTRATE CORTACTIN (AMPLAXINHEMS1 ONCOGENE)7/0.077:132:22//HOMO 
SAPIENS (HUMAN)7/Q14247 

5 F-NT2RM4000611//HYPOTHETICAL40.4 KD TRP-ASP REPEATS CONTAINING PROTEIN C14B1 .4 IN CHRO- 

MOSOME 1117/1 ,9e-06:82:32//CAENORHABDITIS ELEGANS..//Q 17963 

F-NT2RM400061 6//ACETYL-COENZYME A SYNTHETASE (EC,6:2.1 .1 ) (ACETATE-COA LIGASE) (ACYL- AC- 
TIVATING ENZYME)7/5.3e-79:213:62//ESCHERICHIACOLI7/P27550 

F-NT2RM4000674//HYPOTHETICALSYMPORTERSLL13747/l.3k-11:147:32//SYNECHOCYSTISSP. (STRAIN 
W PCC6803).//P74168 

F-NT2RM4000689 ' .? 

F-NT2RM4000698//CHORION CLASS HIGH-CYSTEINE HCA* PROTEIN 12 PRECURSOR (HC-A. 12)7/0.26:45: 
33//BOMBYX MORI (SILK MOTH)7/P05687 

F-NT2RM4000700//THIOPHENE AND FURAN OXIDATION PROTEIN THDF7/0.95:165:25//BORRELIA BURG- 
15 DORFERI (LYME DISEASE SPIROCHETE).//P53364 

F-NT2RM4000712//PROBABLE UBIQUITIN CARBOXYL-JE RM I N AL HYDROLASE R10E11.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
ZYME)7/2.2e-82:152:63//CAENORHABDITISELEGANS7/P34547 - 

F-NT2RM4000717//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR.//0.80:54:40//DROSOPHILA SIMULANS 
20 (FRUIT FLY) .//P 13729 «, «■ v ' 

F-NT2RM4000733//OCTAPEPTIDE-REPEAT PROTEIN T2.//1 .5e-08:139:28//MUS MUSCULUS (MOUSE).// 
Q06666 \ v *>■ r ; . 

F-NT2RM4000734//GASTRULA ZINC FINGER PROTEIN XLCGF26.1 ( FRAG ME NT) 7/7.2e-20: 205 :28//XE NO- 
PUS LAEVIS (AFRICAN CLAWED FROG).//P1 8715 * -frK, 
25 F-NT2RM4000741 //SPERM PROTAMINE P1 .//0.89:52:38//ISO6bON MACROURUS (SHORT-NOSED BANDI- 
COOT) 7/P42 136 

F-NT2RM4000751//ZINC FINGER PROTEIN 26 (ZFP-26) (MKR3 PROTEIN) (FRAGMENT).//5.2e-77:246:52// 
MUS MUSCULUS (MOUSE).//P1 0076 , . v 

F-NT2RM4000764//KERATIN, GLYCINE/TYROSINE-RICH ; OF (rlAIR7/0.062:33:42//OVIS ARIES (SHEEP).// 
30 Q02958 * & * 

F-NT2RM4000778 

F-NT2RM4000779//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185) 7/0.0 14:53 :45//VOLVOX CARTER I.// 
P21997 

F-NT2RM4000787//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BMP- 1)7/0. 000 11 :73: 
35 39//MUS MUSCULUS (MOUSE)7/P98063 t : r . . .; 

F-NT2RM4000790//SPORE COAT PROTEIN SP967/0.00d83:l57:29//DICTYOSTELIUM DISCOIDEUM (SLIME 
MOLD)7/P14328 -^.tvA" - 

F-NT2RM4000795//CHOLIN ESTERASE PRECURSOR (EC; '3lWl.8) , (ACYLCHOLINE ACYLHYDROLASE) 
(CHOLINE ESTERASE II) (BUTYRYLCHOLINE ESTERASE) (PSEUDOCHOLINESTERASE)7/7.4e-41 :271 :36// 
40 HOMO SAPIENS (HUMAN) 7/P06276 - : ; . ( ;; 

F-NT2RM4000796//5-METHYLCYTOSINE-SPECIFIC RESTRICTION ENZYME B (EC 3.1 .21 .-).//0.28:82:30//ES- 
CHERICHIA COLI.//P15005 ' V^V £3' 

F-NT2RM4000798//PROTEIN TRANSPORT PROTEIN SEC77/4.7e-38:165:48//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P11075 , v "} I ' 

45 F-NT2RM4000813//METALLOTHIONEIN-IB.//0.0025:25:44//dyiS / ARI^ (SHEEP)7/P09577 

F-NT2RM4000820 ~ " V?**- " 

F-NT2RM4000833//HYPOTHETICAL PROTEIN MJ11367/6.5e-42l206:41//METHANOCOCCUS JANNASCHII.// 
Q58536 

F-NT2RM4000848//BRAIN-SPECIFIC HOMEOBOX/POU DOMAIN PROTEIN 3A (BRN-3A) (BRN-3.0)7/0.00060: 
50 159:33//MUS MUSCULUS (MOUSE)7/P 17208 • '5 ' * f . r 

F-NT2RM4000852//SMALL PROLINE-RICH PROTEIN 2B (SPR-2B) 7/0.0076: 13:69//HOMO SAPIENS (HU- 
MAN)7/P35325 

F-NT2RM4000855//!!!! ALU SUBFAMILY SQ WARNING ENTRYJ!!!//0.0060:68:44//HOMO SAPIENS (HUMAN)7/ 
P39194 ,V *-* ' 

55 F-NT2RM4000887//RTS1 PROTEIN (SCSI PROTEIN)7/0.23:-153:24//SACCHAROMYCES CEREVISIAE (BAK- 

ER'S YEAST) 7/P38903 

F-NT2RM4000895//HYPOTHETICAL 53.5 KD PROTEIN InVh 02- POL3 INTERGENIC REGION7/3.3e-09:80: 
46//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/R4^12? 

• 

1651 



EP1 074 617 A2 : 



F-NT2RM4000950//HYPOTHETICAL PROTEIN MJ05727/0.090:68:29//METHANOCOCCUS JANNASCHII.// 
Q57992 

F-NT2RM4000971//KINESIN LIGHT CHAIN (KLC)7/0.79:201 :24//LOLIGO PEALEII (LONGFIN SQUID)7/P46825 
F-NT2RM4000979//MYOSIN REGULATORY LIGHT CHAIN 2 r NONSARCOMERIC (MYOSIN RLCJ7/1 .2e-07:25: 
96//HOMO SAPIENS (HUMAN).//P19105 

F-NT2RM4000996//ZINC FINGER PROTEIN 37 (2FP-37) (MALE GERM CELL SPECIFIC ZINC FINGER PRO- 
TEIN)./^ .4e-56:253:46//MUS MUSCULUS (MOUSE)7/P1 71 41 .... 
F-NT2RM4001002 ' " 

F-NT2RM4001016//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN P15; INNER COAT PROTEIN P12; 
CORE SHELL PROTEIN P30].//0.25:101:31//FBR MURINE OSTEOSARCOMA VIRUS.//P29175 
F-NT2RM4001032//CUTICLE COLLAGEN 27/2.6e-07:130:39//CAENORHABDITIS ELEGANS7/P1 7656 
F-NT2RM4001047//MO25 PROTEIN. //5.6e-107:252:80//MUS MUSCULUS (MOUSE).//Q06138 
F-NT2RM4001054//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT7/9.0e-109:209:94//CANIS FA- 
MILIARIS (DOG).//P38377 t y 

F-NT2RM4001 084//HYPOTHETICAL TRANSCRIPTIONAL REGULATOR IN UXUR-IADA INTERGENIC RE- 
GION 7/0. 57:95:30//ESCHE RICH I A COLI7/P39376 

F-NT2RM4001 092//HYPOTHETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME lll.//2.5e-47:231 :47// 
CAENORHABDITIS ELEGANS7/Q09531 ' ' ■ « 

F-NT2RM4001 1 1 6//HYPOTHETICAL 216.3 KD PROTEIN R06F6.8' IN CHROMOSOME 117/1 .3e-08:243:23// 
CAENORHABDITIS ELEGANS.//Q0941 7 J - 

F-NT2RM4001140//HOMEOBOX PROTEIN MSH-D7/7.1e-13:103:38//BRACHYDANIO RERIO (ZEBRAFISH) 
(ZEBRA DANIO)7/Q01704 

F-NT2RM4001 1 51//SYNAPSINS IA AND IB (BRAIN PROTEIN 4/1)7/0.26:96:34//HO MO SAPIENS (HUMAN).// 
P17600 f 

F-NT2RM4001 1 55//AD RENAL MEDULLA 50 KD PROTEIN 7/3. 6e : 1 03:201 :91 //BOS TAURUS (BOVINE).// 
Q27969 ' v;h'; ; 

F-NT2RM4001 160//GLUTATHIONE S-TRANSFERASE (EC 2,5^.1*8) (CLASS-PHI) (FRAGM ENTS).//1 .0:33:36// 
BRASSICA OLERACEA (CAULIFLOWER)7/P48438 F-NT2RM4001187//PRE PROTEIN TRANSLOCASE SECA 
SUBUNIT7/0.44:158:27//MYCOPLASMA GENITALIUM7/P4731 8 y 

F-NT2RM4001191//LONG NEUROTOXIN 2 (TOXIN C).//0.99:44:43//ASTROTIA STOKESI (STOKES'S SEA 
SNAKE) (DISTEIRA STOKESI).//P01 381 ; ?\ .y-;: 

F-NT2RM4001200//ZINC FINGER PROTEIN 1357/2.2e-82:245:59//HOMO SAPIENS (HUMAN),//P52742 
F-NT2RM4001 203//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7tRPS25A INTERGENIC REGION7/0.028:94: 
40//S ACC H ARO MYC ES CEREVISIAE (BAKER'S YEAST).//P53214 . 

F-NT2RM4001204//SPLICEOSOME ASSOCIATED PROTEIN 62.'(SAP 62) (SF3A66)7/0.0096:182:34//HOMO 
SAPIENS (HUMAN)7/Q1 5428 : :!',-. 

F-NT2RM4001217//RING CANAL PROTEIN (KELCH PROTEIN)7/2.1e-21:221 :29//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 L 

F-NT2RM4001256//CBP3 PROTEIN PRECURSOR.//0.30:55:32//SACCHAROMYCES CEREVISIAE (BAKER'S 
YEAST)7/P21560 : . , , 

F-NT2RM4001 258//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.00031 :132:39//STREP- 
TOMYCES FRADIAE.//P20186 

F-NT2RM4001309//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CONTAINS: BASIC 
PEPTIDE P-F] (FRAGMENT).//0.048:132:28//HOMO SAPIENS (HUMAN)7/P02812 

F-NT2RM4001313//PHOSPHATIDYLINOSITOL 3-KINASE VPS34-LIKE (EC 2.7.1 .137) (PI3-KINASE) (PTDINS- 
3-KINASE) (PI3K)7/2.6e-37:124:65//DICTYOSTELIUM DISCOjdEUM (SLIME MOLD).//P54676 
F-NT2RM4001316//ACYL-COA DEHYDROGENASE, MEDIUM-CHAIN SPECIFIC PRECURSOR (EC 1.3.99.3) 
(MCAD)7/1.7e-10:185:30//RATTUS NORVEGICUS ( R AT) 7/P 08503^ / 

F-NT2RM4001320//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 
CIOGENITAL DYSPLASIA PROTEIN HOMOLOG)7/1 .5e-08:197;26//MUS MUSCULUS (MOUSE ).//P52734 
F-NT2RM4001340//UTR4 PROTEIN (UNKNOWN TRANSCRIPT S PROTEIN)7/7.7e-14:82:36//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P32626 • ' V - 

F-NT2 R M4001 344//H YPOTH ETIC AL GTP-BINDING PROTEIN. ,IN/PdP2-HOL1 INTERGENIC REGION7/3.3e- 
16:128:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P53742 

F-NT2RM4001347//HYPOTHETICAL76.9 KD PROTEIN IN RPM2-TUB1 INTERGENIC REGION7/0.067:111 :33// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/Q045J1* \ 
F-NT2RM4001371 : ■ 

F-NT2RM4001382//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR7/1 .0e-08:82:39//PLASMODIUM LOPHU- 
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RAE7/P04929 * 
F-NT2RM4001384 \\ ; 

F-NT2RM4001410//A-AGGLUTININ ATTACHMENT SUBUN if PRECURSOR.//2.1 e-08:1 85:31 //SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST)7/P32323 * r Hi K;^ . 

5 F-NT2RM4001411//EARLY NODULIN 20 PRECURSOR - (^20)7/5' 3e-05:105:38//M ED ICAGO TRUNCATULA 

(BARREL MEDIC).//P93329 * .'■'*■ ' 

F-NT2RM4001412//GTPASE-ACTIVATING PROTEIN (GAP) (RAS >21 PROTEIN ACTIVATOR) (P120GAP) 
(RASGAP).//6.2e-17:109:41//RATTUS NORVEGICUS (RAT)7/P50904. 

F-NT2RM4001414//ZINC FINGER PROTEIN 1777/8.3e-06:54:50//HOMO SAPIENS ( HU MAN )7/Q 13360 
10 F-NT2RM4001437//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//2!le-24:87:65//HOMO SAPIENS (HUMAN)7/ 

P39192 

F-NT2RM4001444//PROBABLE ISOLEUCYL-TRNA SYNTHETASE (EC 6.1 .1 .5) (ISOLEUCINE-TRNA LIGASE) 
(ILERS) (FRAGMENT)7/2.6e-45:197:47//CIONA INTESTINALIS 7/Q94425 

F-NT2RM4001 454//HYPOTHETICAL PROTEIN KIAA0041 (FRAGMENT)7/0.0060:95:29//HOMO SAPIENS (HU- 
15 MAN)7/Q15057 

F-NT2RM4001455//PROBABLE E5B PROTEIN7/0.41 :44:36//HUMAN PAPILLOMAVIRUS TYPE 6B7/P06461 
F-NT2RM4001483//ZINC FINGER PROTEIN 1367/1 .7e-28:85:64//HOMO SAPIENS (HUMAN)7/P52737 
F-NT2RM4001 489//PTB-ASSOCIATED SPLICING FACTOR (PSF)7/0.086:11 1 :34//HOMO SAPIENS (HUMAN)7/ 
P23246 

20 F-NT2RM4001519//ACID UREASE ALPHA SUBUNIT (EC 3.5.1 .5) (UREA AMIDOHYDROLASE)7/0.82:51 :47// 

LACTOBACILLUS FE RM ENTU M 7/P26929 

F-NT2RM4001522//TROPOMYOSIN7/0.030:117:23//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/ 
Q02088 % 
F-NT2RM4001557 > . M -.^ >\ - 7 

25 F-NT2RM4001 565//HYPOTHETICAL 44.3 KD PROTEIN . CI F7.07C IN CHROMOSOME 17/0.99:42:40// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/0099*1 9% >i 

F-NT2RM4001 566//GLUCOAMYLASE S1/S2 PRECURSOR ^( EG 3.2. 1:.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)7/0.054:190:23//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST)7/P08640 i ^ ■ r -'.'. ' 

30 F-NT2RM4001569//GUANINE NUCLEOTIDE-BINDING PROTEIN-BETA SUBUN IT-LIKE PROTEIN (ACTIVATED 

PROTEIN KINASE C RECEPTOR HOMOLOG)7/0.72:64:31/ATRYRANOSOMA BRUCEI BRUCEI7/Q94775 
F-NT2RM4001582 J!-;; «■ 

F-NT2RM4001592//DNA REPAIR PROTEIN RAD9 7/0. 00037:1 98 :31//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) 7/P 14737 ..V 
35 F-NT2RM4001594//IMMEDIATE-EARLY PROTEIN IE1807/1 .9e-05 : 1 47 :34//PSEU DO RABIES VIRUS (STRAIN 

KAPLAN) (PRV)7/P33479 

F-NT2RM4001597//THIOL:DISULFIDE INTERCHANGE PROJEIN TLPA (CYTOCHROME C BIOGENESIS PRO- 
TEIN TLPA)7/5.7e-06:122:29//BRADYRHI2OBIUM JAPONICUM7/P43221 

F-NT2RM4001 605//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN NUP155) (155 KD NU- 
40 CLEOPORIN) (P140).//1 .7e-128:249:96//RATTUS N0RVEGICUS'(RAT)7/P37199 

F-NT2RM4001611//SIS2 PROTEIN (HALOTOLERANCE PROTEIN HAL3)7/1 .5e-35:128:47//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST)7/P36024 , : 

F-NT2RM4001629//MAGUK P55 SUBFAMILY MEMBER 3 (MP P3 PROTEIN) (DISCS, LARGE HOMOLOG 3)7/ 
5.8e-42:254:37//HOMO SAPIENS (HUMAN)7/Q1 3368 " 
45 F-NT2RM4001650//HOMEOBOX PROTEIN HOX-A4 (CHOX-1,4)7/0,62:19:57//GALLUS GALLUS (CHICKEN)7/ 

P17277 ^ v^'-v \ : 

F-NT2RM4001662//PROTEIN KINASE C, ALPHA TYPE (EC 2 1 : ) ,( P KC- AL P H A).//0 . 29 : 90 :32//HO M O SAPI- 
ENS (HUMAN).//P1 7252 -' - X? , i ' 

F-NT2RM4001 666//HYPOTHETICAL 48.6 KD PROTEIN IN ALR^GABP INTERGENIC REGION7/1 .1e-31 :137: 
50 44//ESCHERICHIACOLI.//P37339 

F-NT2RM4001682//PROBABLE 60S RIBOSOMAL PROTEIN ^27/6:98: 55 :29//CAENORHABDITIS EL EG AN S 7/ 

P52819 ,y : 

F-NT2RM4001 71 0//HYPOTHETICAL PROTEIN KIAA0039 ( FRAGMENT) 7/0.56: 113:28//HOMO SAPIENS (HU- 
MAN)7/Q15054 r ^ t . 

55 F-NT2RM4001714//SEPTIN 2 HOMOLOG (FRAGMENT)7/i:4e-108:255:77//HOMO SAPIENS (HUMAN).// 

Q14141 ;* : 

F-NT2RM4001 71 5//HYPOTHETICAL PROTEIN C19G10.16 IN CHROMOSOME I (FRAGMENT)7/2.1e-36:148: 
38//SCHI20SACCHAROMYCES POMBE (FISSION Y E AST) 7/Q 10342 
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F-NT2RM400 1731 //HYPOTHETICAL 54.9 KD PROTEIN V C02F5.7 IN CHROMOSOME lll.//1.1e-05:90:33// 
CAENORHABDITIS ELEGANS7/P34284 - s "> - 

F-NT2RM4001741//TALIN7/1.1e-106:208:99//MUSMUSCUL^ 

F-NT2RM4001746//EBNA-1 NUCLEAR PROTEIN7/1 .6e-09:l£5:387/EPSTEIN-BARR VIRUS (STRAIN B95-8) 
5 (HUMAN HERPESVIRUS 4).//P03211 " V ' ; " 

F-NT2RM4001754//COLLAGEN ALPHA 5(1 V) CHAIN PRECURSOR7/0.93:158:33//HOMO SAPIENS (HUMAN).// 
P29400 " 

F-NT2RM4001758//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 . -) 7/5.1 e- 11 3:277:79// 
HOMO SAPIENS (HUMAN) 7/P27448 
10 F-NT2RM4001776//MYOSIN I ALPHA (MMI-ALPHA).//2.2e-73:262:54//MUS MUSCULUS (MOUSE)7/P46735 

F-NT2RM4001783//ZINC FINGER PROTEIN HRX (ALL- 1 ) (FRAG M E NT) 7/5 .3e-26 : 1 69 : 39//M U S MUSCULUS 
(MOUSE)7/P55200 

F-NT2RM4001810//MALE SPECIFIC SPERM PROTEIN MST84DB.//2.3e-05:68:42//DROSOPHILA MELA- 
NOG ASTER (FRUIT FLY) V/Q0 1643 
15 F-NT2RM4001813//RHODOCETIN ALPHA SUBUNIT7/2.3e-05:115:34//AGKISTRODON RHODOSTOMA (MA- 

LAYAN PIT VIPER) (CALLOSELASMA RHODOSTOMA).//P81397 

F-NT2RM4001819//CELL SURFACE GLYCOPROTEIN EMR1 PRECURSOR (EMR1 HORMONE RECEPTOR) 
(CELL SURFACE GLYCOPROTEIN F4/80).//1 .7e-06:159:25//MUS MUSCULUS (MOUSE).//Q61549 
F-NT2RM4001823//ZINC FINGER PROTEIN ZIC1 (ZINC FINGER PROTEIN OF THE CEREBELLUM 1)7/2.6e- 
20 18:114:40//MUS MUSCULUS (MOUSE) 7/P46684 - 

F-NT2RM4001828//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//4.0e-81 :253:59//HOMO SA- 
PIENS (HUMAN).//P51523 

F-NT2RM4001836//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2 J t(F RAG M ENT) 7/0 . 2 1 : 1 76 : 30//N E P H I L A CLA- 
VIPES(ORBSPIDER).//P46804 V 
25 F-NT2RM4001841//PROLINE-RICH PEPTIDE P-B.//0.046:27:46//HQM6 SAPIENS (HUMAN).//P02814 

F-NT2RM4001 842//HYPOTHETICAL 7.0 KD PROTEIN " V B03B&1 IN CHROMOSOME 1 1 17/0.98:35:42// 
CAENORHABDITIS ELEGANS7/Q11104 - p. 

F-NT2RM4001856//HYPOTHETICAL 75.2 KD PROTEIN InU6s^GCV3 INTERGENIC REGION7/2.3e-37:242: 
37//SACC H AROM YC ES CEREVISIAE (BAKER'S YEAST)7/P39>22.>r 
30 F-NT2RM4001858//T-BOX PROTEIN VEGT (T-BOX PROTEIN BF? AT) (T-BOX PROTEIN ANTIPODEAN)7/1 .8e- 

23:78:64//XENOPUS LAEVIS (AFRICAN CLAWED FROG)7/P87377 

F-NT2RM4001 865//NEURONAL CALCIUM SENSOR 2 (NCS-2)M6l2:83:28//CAENORHABDITIS ELEGANS7/ 
P36609 

F-NT2RM4001 876//HYPOTHETICAL 118.4 KD PROTEIN IN. BAT2-DAL5 INTERGENIC REGION PRECUR- 
35 SOR7/3.8e-10:242:32//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/P47 179 

F-NT2RM4001 880//EC PROTEIN HOMOLOG7/0.22:59:32//ARABIDQPSIS THALIAN A (MOUSE-EAR CRESS).// 
P93746 I c ■>..»■: 

F-NT2RM4001905//60S RIBOSOMAL PROTEIN L40 (CEP52)7/0 57:20:60//HOMO SAPIENS (HUMAN), RAT- 
TUS NORVEGICUS (RAT), AND GALLUS GALLUS (CHICKEN).//P 14793 
40 F-NT2RM4001922 

F-NT2RM4001 930//PUTATIVE GLUCOSYLTRANSFERASE' C08B1 1 .8 (EC 2.4.1 .-)7/5.5e-45:1 67:53// 
CAENORHABDITIS ELEGANS7/Q09226 ; :b ■ -V v . . 

F-NT2RM4001938//RTOA PROTEIN (RATIO-A)7/0.0036:126:32//DICP^OSTELIUM DISCOIDEUM (SLIME 
MOLD)7/P54681 Vt'V 
45 F-NT2RM4001940//IROQUOIS-CLASS HOMEODOMAIN .PROTEIN IRX-1 ( FRAGMENT) 7/0.32:3 1:48//HOMO 

SAPIENS (HUMAN)7/P78415 VWr v % 

F-NT2RM4001 953//!! ! ! ALU SUBFAMILY SC WARNING ENTRY^1!!//2:2e-43:56:85//HOMO SAPIENS (HUMAN) 7/ 
P39192 t .} ' 

F-NT2RM4001965//IG ALPHA-1 CHAIN C REGION 7/0.56:73^0^.81 LllA GORILLA GORILLA (LOWLAND GO- 
50 RILLA)7/P20758 . ].y~{ -\.' • 

F-NT2RM4001969//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CON- 
TAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H]7/0.0016:140:27//HOMO j SAPIENS (HUMAN)7/P04280 
F-NT2RM4001979//ZINC FINGER PROTEIN 84 (ZINC FINGErVrOTEIN HPF2).//3.9e-21 :103:51//HOMO SA- 
PIENS (HUMAN)7/P51523 

55 F-NT2RM4001 984//HYPOTHETICAL PROTEIN LAMBDA-SP57/0.0034:50:40//MUS MUSCULUS (MOUSE).// 

P15974 J m i " 

F-NT2RM4001 987//IR REGULAR CHIASM C-ROUGHEST PROTEIN PRECURSOR (IRREC PROTE!N)7/6.9e- 
17:115:31//DROSOPHILAMELANOGASTER (FRUIT FLY)7/Q08180 
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F-NT2RM4002013//HYPOTHETICAL 54.5 KD TRP-ASP REPEATS CONTAINING PROTEIN ZC302.2 IN CHRO- 
MOSOME V.//0.0062: 11 7:28//CAENORHABDITIS E LEGANS7/Q23256 ."■ 

F-NT2RM4002018//SPORE COAT PROTEIN SP967/4.3e-06:203:28//DICTYOSTELIUM DISCOIDEUM (SLIME 
MOLD).//P14328 ' ^ ^ - 

5 F-NT2RM4002034//RHO-GAP HEMATOPOIETIC PROTEINC1-(P115) (KIAA0131).//0.78:132:25//HOMO SAPI- 

ENS (HUMAN).//P981 71 'h\> 

F-NT2RM4002044//VITELLOGENIN I PRECURSOR (MINOR VITELLOGENIN) [CONTAINS: LIPOVITELLIN I 
(LVI); PHOSVITIN (PV); LIPOVITELLIN II (LVII); YGP42] 7/0.062:201 :24//GALLUS GALLUS (CHICKEN)7/P87498 
F-NT2 RM4002054//DU P LIC ATE PROCYCLIN7/0.0079:44:52//TRYPANOSOMA BRUCEI BRUCEI7/P14044 
10 F-NT2RM4002055//PUTATIVE Z PROTEIN7/0.82:39:30//OVIS ARIES (SHEEP)7/P08105 

F-NT2RM4002062//ASPARTYL-TRNA SYNTHETASE (EC 6. f. 1.12) (ASPARTATE--TRNA LIGASE) (ASPRS)V/ 
7.0e-37:80:52/y r THERMUS AQUATICUS (SUBSP THERMOPHILUS)7/P36419 

F-NT2RM4002063//SARCOSINE OXIDASE (EC 1 .5.3.1)7/2.2e-25:216:31//BACILLUS SP (STRAIN NS-129).// 
P23342 

15 F-NT2RM4002066//HYPOTHETICAL PROTEIN KIAA0192 (FRAGMENT)7/1 .1e-94:260:71//HOMO SAPIENS 

(HUMAN)7/Q93074 

F-NT2RM4002067//I!!! ALU SUBFAMILY J WARNING ENTRY- ! IH//1 .5e- 15:51 :70//HOMO SAPIENS (HUMAN).// 
P39188 

F-NT2RM4002073//ELASTIN PRECURSOR (TROPOELASTIN)7/4:9e-05:88:36//HOMO SAPIENS (HUMAN).// 
20 P15502 . 

F-NT2RM4002075//RING CANAL PROTEIN (KELCH PROTEIN)7/7.2e-43:220:41//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 • f ..- ^ , }. 

F-NT2RM4002093//POLYPYRIMIDINE TRACT-BINDING P RQ^ETf^j ;^TB) (HETEROGENEOUS NUCLEAR Rl- 
BONUCLEOPROTEIN I) (HNRNP I) (57 KD R N A-B I N D I NG P ROT ElKj PPTB-1)7/1 .8e-93:255:72//HOMO SAPI- 
25 ENS (HUMAN).//P26599 : ; ..V*v.- 

F-NT2RM4002109//KINESIN-LIKE PROTEIN KIF4 7/3. 7e-1 01^:260 :78//M US MUSCULUS (MOUSE)7/P33174 
F-NT2RM40021 28//HYPOTHETICAL PROTEIN IN CYCB S'REGlON PRECURSOR (ORF2) (FRAGMENT).// 
0.91:49:32//PARACOCCUSDENITRIFICANS7/P29969 

F-NT2RM4002140//GROUCHO PROTEIN (ENHANCER OF SPLIT M9/1 0)7/0.36 :104:22//DROSOPHILA MELA- 
30 NOGASTER (FRUIT FLYJ7/P16371 ; ' i 

F-NT2RM4002145//SLIT PROTEIN PRECURSOR7/8.6e-13:127:33//DROSOPHILA MELANOGASTER (FRUIT 
FLY)7/P24014 , 'A r f V, 

F-NT2RM4002146//MAGO NASHI PROTEIN 7/7.9e-69:1 43:91 //DRQSO PHI LA MELANOGASTER (FRUIT FLY) 7/ 
P49028 

35 F-NT2RM40021 61//DUAL SPECIFICITY PROTEIN PHOSPHATASE (EC 3.1 .3.48) (EC 3.1 .3.1 6)7/0.0062:99:26// 

CHLAMYDOMONAS EUGAMETOS7/Q39491 y ,1 

F-NT2RM4002174//MRPPROTEIN7/4.5e-50:183:55//ESCHERICHIA COLI7/P21590 

F-NT2RM4002189//MUCIN 2 PRECURSOR (INTESTINAL MUCIN. 2)7/2.6e-14:233:29//HOMO SAPIENS (HU- 
MAN)7/Q02817 " . . 

40 F-NT2RM40021 94//TRANSMEMBRANE PROTEIN SEX PREGURSOR7/0.92: 1 08:28//HOMO SAPIENS (HU- 

MAN)7/P51805 ' • 

F-NT2RM4002205//ELONGATION FACTOR G, MITOCHONDRIAL-. PRECURSOR (M EF-G) 7/5. 8e-39: 122:72// 
RATTUS NORVEGICUS (RAT)7/Q07803 V . ! 

F-NT2RM400221 3//HYPOTHET1CAL 88.4 KD PROTEIN BQ464:7VJN CHROMOSOME lll.//9.9e-27:1 10:43// 
45 CAENORHABDITIS ELEGANS7/Q03565 

F-NT2RM4002226//GTPASE ACTIVATING PROTEIN ROTUND7/1 .3e-21 :147:41//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P40809 ..^r ■■ ~\ t 

F-NT2RM4002251//PROTEIN EF-7 (FRAGMENT)7/0.00082:^5:4^/My^ MUSCULUS (MOUSE)7/P97805 

F-NT2RM4002256//COLD-REGULATED PROTEIN 1 (FRAGMENt)7/0.00015:114:42//HORDEUM VULGARE 
50 (BARLEY)7/P23251 

F-NT2RM4002266//CUTICLE COLLAGEN 27/0.0001 3:1 42:33//CAENORHABDlTIS ELEGANS7/P1 7656 

F-NT2RM4002278//HYPOTHETICAL22.2 KD PROTEIN IN NSR1-TIF4631 INTERGENIC REGION7/1 .0:40:52// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P53288"' V 

F-NT2RM4002281 ; . r * 

55 F-NT2RM4002287//GAR2 PROTEIN7/0.00055:225:23//SCHIZOSACCHAROMYCES POMBE (FISSION 

YEAST)7/P41891 

F-NT2RM4002294//HYPOTHETICAL PROTEIN KIAA0281 (HA6725)7/1.1e-60:152:75//HOMO SAPIENS (HU- 
MAN)7/Q92556 ~ . )- r : 

■ . ■ .. 
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F-NT2 R M400230 1 //G EN E RAL STRESS PROTEIN CTC (FRAGMENT) 7/0. 56:43:39//BACILLUS CALDOLYTI- 
CUS.//P42832 l t 

F-NT2RM4002323//NONHISTONE CHROMOSOMAL PROTEIN HMG-1 77/0.0080:73:35//BOS TAURUS (BO- 
VINE). //P023 13 

5 F-NT2RM4002339//METALLOTHIONEIN 10-111 (MT-10-lll)7/6.67:'34:38//MYTILUS EDULIS (BLUE MUSSEL).// 

P80248 

F-NT2RM4002344//METALLOTHIONEIN-I (MT-I)7/0.84:41:317/MUSMUSCULUS (MOUSE).//P02802 
F-NT2RM4002373//GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT DY10 PRECURSOR.//0.001 9:1 90:28// 
TRITICUM AESTIVUM (WH EAT) MP 10387 
10 F-NT2RM4002374//5E5 ANTI GEN.//0. 0059:1 70 :32//RATTUS NORVEGICUS (RAT)7/Q63003 

F-NT2RM4002383//!!!! ALU SUBFAMILY SP WARNING ENTRY-J!!!//b.13:17:88//HOMO SAPIENS (HUMAN).// 
P39193 

F-NT2RM4002390 , : ^ S K^ 

F-NT2RM4002398//HNRNP ARGININE N-METHYLTRANSFER^SFfE (ODP1 PROTEIN).//0.034:110: 

15 27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38074. < 

F-NT2RM4002409// ACETYL-COENZYME A SYNTHETASE.(.EC 6.2.1.1) (ACETATE--COA LIGASE) (ACYL- AC- 
TIVATING ENZYME).//4.0e-20:179:31//METHANOTHRIXSOEHNGENII.//P27095 

F-NT2RM4002438//H!! ALU SUBFAMILY SQ WARNING ENTRY HH//1 .7e-15:41 :95//HOMO SAPIENS (HUMAN).// 
P39194 

20 F- NT2 R M4002446//C RY PTD I N- R E LATE D PROTEIN 4C-1 PRECURSOR (CRS4C) 7/0.0058 : 24: 50//M US MUS- 

CULUS (M0USE)7/P17534 :> 

F-NT2RM4002452//METALLOTHIONEIN 10-11 (MT- 10-1 1)7/0.83:48 :37//MYTILUS EDULIS (BLUE MUSSEL).// 
P80247 • ^ i -V: : -. 

F-NT2RM4002457//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//4.9e-07:52:63//HOMO SAPIENS (HUMAN).// 
25 P39192 

F-NT2RM4002460//C-HORDEIN (CLONE PC-919) (FRAGMENT)7/0.92:43:30//HORDEUM VULGARE (BAR- 
LEYS/PI 7992 - 1 - ' ! . 

F-NT2RM4002479//RNAHELICASE-LIKE PROTEIN DB1 0.//4j7 l e-28:2p0:41 //NICOTIAN A SYLVESTRIS (WOOD 
TOBACCO)7/P46942 VrV? 
30 F-NT2RM4002482//HYPOTHETICAL65.9 KD PROTEIN YPR065W7/8.8e-26:1 23:49//SACCHAROMYCES CER- 

EVISIAE (BAKER'S YEAST)7/Q1 2514 F-NT2RM4002493//LARVAt CUTICLE PROTEIN I PRECURSOR7/0.17: 
126:27//DROSOPHILA MIRANDA (FRUIT FLY)7/P91 627 ' -Vf 

F-NT2RM4002499//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//9.4e-34:92:80//HOMO SAPIENS (HUMAN).// 
P39194 : : ..- 

35 F-NT2RM4002504//!!!! ALU SUBFAMILY SB WARNING ENTRV !]!!//3^ie-19:55:83//HOMO SAPIENS (HUMAN).// 

P39189 , : 

F-NT2RM4002527//WD-40 REPEAT PROTEIN MSI27/3.0e-07:193:27//ARABIDOPSlS THALIANA (MOUSE- 
EAR CRESS).//022468 * ^ r • 

F-NT2RM4002532//AEROLYSIN REGULATORY P ROTEIN 7/0.97: 19:47//AEROMON AS SOBRIA7/P09165 
40 F-NT2RM4002534//MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L32 PRECURSOR (YML32)7/0.76:86:22// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P25348, 

F-NT2RM4002558//LONG-CHAIN FATTY ACID TRANSPORTPROTEIN (FATP)7/4.2e-55:204:50//MUS MUSCU- 
LUS (MOUSE)7/Q60714 . . -i. 7 : 

F-NT2RM4002565//CHYMOTRYPSIN/ELASTASE I SO INHIBITORS 2 TO 57/1 .0:1 6:62//ASCARIS SUUM (PIG 
45 ROUNDWORM) (ASCARIS LUMBRICOIDES)7/P07852 ■ 

F-NT2RM4002567//HYPOTHETICAL74.0 KD PROTEIN IN CAJ1:HOM3 INTERGENIC REGION.//2.7e-10:184: 
29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40032 

F-NT2RM4002571 //POLYPEPTIDE N - AC ETYLG ALACTOS AM I N YLTR AN S FE RAS E (EC 2.4.1.41) (PROTEIN- 
UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALN^C: POLYPEPTIDE, N- AC ETYLG ALACTOS- 
50 AMINYLTRANSFERASE) (GALNAC-T1 )7/2.4e-25:1 24:47//HOMO SAPIENS (H UM AN) 7/Q 10472 

F-NT2RM4002593//HYPOTHETICAL9.1 KD PROTEIN IN TEJB-EXOA INTERGENIC REGION7/0.95:36:38//BA- 
CILLUS SUBTILIS7/P37509 /• . -~ : V 

F-NT2RM4002594//MSP1 PROTEIN HOMOLOG7/9.0e-68:227:6o)/CAENORHABDITIS ELEGANS7/P54815 
F-NT2RM4002623//ASPARTYL-TRNA SYNTHETASE (EC 6. 1 1 : T2) V (ASPARTATE-TRNA LIGASE) (ASPRS).// 
55 3.3e-54:243:47//SYNECHOCYSTIS SP. (STRAIN PCC 6803).//P7385 j 

F-NT2RP1 00001 8//SUP PRESSOR PROTEIN SRP40.//0.0023:'13i;:25//SACCHAROMYCESCEREVISIA (BAK- 
ER'S YEAST) 7/P32583 N : 

F-NT2RP1000035//RING CANAL PROTEIN (KELCH PR0TE1N)7/1 .0e-06:63:34//DROSOPHILA MELA- 
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NOGASTER (FRUIT FLY)7/Q04652 

F-NT2RP1000040//LETHAL NEUROTOXIN TX1 7/0.69:21 :47//PHONEUTRIA NIGRIVENTER (BRAZILIAN 
ARMED SPIDER)7/P1 7727 : , 

F-NT2RP1000063//HYPOTHETICAL25.1 KD PROTEIN IN SMC3-MRPL8 INTERGENIC REGION7/3.8e-14:130: 
30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40359 ■'. 

F-NT2RP1000086//HYPOTHETICAL9.4 KD PROTEIN IN RNPaVtHDF INTERGENIC REGION7/0.16:44:40//ES- 
CHERICHIA COLI.//P22847 ; 

F-NT2RP1000101//45.8 KD PROTEIN IN SHM1-MRPL37 INTERGENIC REGION7/1 .9e-06:74:32//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST) 7/P38344 " ' 

F-NT2RP1000111//COP1 REGULATORY PROTEIN (FUSCAPROTEIN FUS1).//2.7e-19:135:36//ARABIDOPSIS 
THALIANA (MOUSE-EAR CRESS).//P43254 , . . :■ . ; 

F-NT2RP1000112//DUAL SPECIFICITY PROTEIN KINASE {FTK (EG 2.7.1.-) (PYT).//1 .2e-39:91 :62//HOMO SA- 
PIENS (HUMAN).//P33981 ; ^ 

F-NT2RP1 000 124//ATP-DE PENDENT PROTEASE LA 2 ( EC ^4.2 1.53) 7/0.074:1 31 :24//MYXOCOCCUS XAN- 
THUS.//P36774 ' ' ; ; 

F-NT2 R P 1 000 1 30//H E PATO MA- DERIVED GROWTH FACTOR . (HDGF)7/1 .5e-49:1 86:56//MUS MUSCULUS 
(MOUSE).//P51859 

F-NT2 R P 1 000 1 63//M ETALLOTH ION E I N (MT)7/0.98:41 :34//PLEURONECTES PLATESSA (PLAICE)7/P07216 
F-NT2RP1 0001 70//SALI VARY PROLINE-RICH PROTEIN PQ (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) 7/0.85:64:35//HOMO SAPIENS (HUMAN)7/P10162 V 

F-NT2 R P 1 000 1 74//I M M ED I ATE- EARLY PROTEIN IE1807/0.00056:89:37//PSEUDORABIES VIRUS (STRAIN 
KAPLAN) (PRV)7/P33479 

F-NT2RP1000191//NIFU PROTEIN 7/0.53:78:35//FRANKI A ALNI7/P46045 

F-NT2RP1000202//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B),(ANKYRIN, NONERYTHROID) (FRAGMENT).// 
9.1e-21:148:39//HOMO SAPIENS (HUMAN)7/Q01485 

F-NT2RP1 000243//HYPOTHETICAL PROTEIN MJ1136^s^7^2.j9:36/yMETHANOCOCCUS JANNASCHII.// 
Q58536 c ^vj; i: 

F-NT2RP1 000259//HYPOTHETICAL PROTEIN TP031 87/p.i8:25:44//TREPONEMA PALLIDUM 7/083338 
F-NT2RP1000272//SPLICING FACTOR, ARGININE/SERI^E : RICH;3'|pRE-MRNA SPLICING FACTOR SRP20) 
(X16 PROTEIN)7/1 .6e-18:133:36//HOMO SAPIENS (HUMAN), AND MUS MUSCULUS (MOUSE)7/P23152 
F-NT2RP1 000324 - 

F-NT2RP1 000326//HYPOTHETICAL 29.8 KD PROTEIN ZC97.Y IN CHROMOSOME 1117/1 .0e-23:1 29:36// 
CAENORHABDITIS ELEGANS7/P34599 \. vr^ : ^- : ' /r 

F-NT2RP1000333//ANTI-SILENCING PROTEIN 1 7/2.5e-45:r47:57//SA6cHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST)7/P32447 } - is c > 

F-NT2RP1000348//REDUCED VIABILITY UPON STARVATION PROTEIN 161 7/4.8e-1 4:11 9:34//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST) 7/P25343 , - r.j y> 

F-NT2RP1 000357//TRYPOMASTIGOTE DECAY-ACCELERATING FACTOR (T-DAF) (FRAGMENT).//! .0:43:32// 
TRYPANOSOMA CRUZI7/Q26327 

F-NT2RP1000358//HYPOTHETICAL84.4 KD PROTEIN IN RPC2/RET1 3'REGION7/7.9e-28:244:35//SACCHA- 
ROMYCES CEREVISIAE (BAKER'S YEAST)7/P39744 . 

F-NT2RP1000363//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN)7/2.2e-07: 178:30// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG)7/P1 7437 z * . 

F-NT2RP1 000376//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN)7/1 .5e-20:254:31//HOMO 
SAPIENS (HUMAN)7/P16157 ... . ... 

F-NT2RP1000409//CYTOCHROME C3 (CYTOCHROME C7) (C551 .5)7/1 .0:34:26//DESULFUROMON AS ACE- 
TOXIDANS (CHLOROPSEUDOMONAS ETHYLICA)7/P0013t.^-/ ; ... 

F-NT2RP1 00041 3//M EM BRAN E-ASSOCIATED PROTEIN ^EM^f (l)JAP1 PROTEIN)7/3.7e-131:230:97//RAT- 
TUS NORVEGICUS (RAT).//P551 61 : • 

F-NT2RP1 00041 6//SALI VARY GLUE PROTEIN SGS-3 PRECURSOR 7/0. 83:54:40//DROSO PHI LA SIMULANS 
(FRUIT FLY)7/P13729 ' \. i 

F-NT2RP1 00041 8//HYPOTHETICAL 9.9 KD PROTEIN IN GCVT-SPOIMAA INTERGENIC REGION7/0.24:91 :35// 
BACILLUS SUBTILIS7/P49779 :/ . • 

F-NT2RP1 000439//HYPOTHETICAL 100.5 KD PROTEIN C1B^04. IN CHROMOSOME 17/0.13:172:22// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) ./)01 0-429^//; "* 

F-NT2RP1000443//QUINONE OXIDOREDUCTASE (EC 1 .6.5.5) S (NADPH:QU I NONE REDUCTASE) (ZETA- 
CRYSTALLIN)7/1.9e-08:167:24//HOMO SAPIENS (HUMAN) 7/00825^' ' 

F-NT2RP1000460//NUCLEAR MOVEMENT PROTEIN NUDC7/|.0e-18:149:34//EMERICELLA NIDULANS (AS- 
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PERGILLUS NIDULANS)7/P1 7624 

F-NT2RP1000470//PUTATIVE ATP-DEPENDENT RNA H ELI CASE T26G10.1 IN CHROMOSOME 1117/1 .3e-43: 
180:47//CAENORHABDITISELEGANS7/P34580 

F-NT2RP1000478//TUBULIN BETA-6 CHAIN (CLASS-Vl)7/Y5^5:85:63//GALLUS GALLUS (CHICKEN).// 

5 P09207 ; 

F-NT2RP1 000481 //HYPOTHETICAL 5.8 KD PROTEIN IN PU^A-S'REGION (ORF55) 7/0.083:21 :47//RHODO- 
BACTER CAPSULATUS (RHODOPSEUDOMONAS CAPSULATA)7/p26159 

F-NT2RP1000493//POSSIBLE DNA-REPAIR PROTEIN XP-E (POSSIBLE XERODERMA PIGMENTOSUM 
GROUP E PROTEIN) (UV- DAMAGED DNA-BINDING PROTEIN) (UV-DDB).//6.6e-11 :1 39:31 //CERCO PITH EC- 
10 US AETHIOPS (GREEN MONKEY) (GRIVET)7/P331 94 \ 

F-NT2RP1 00051 3//60S RIBOSOMAL PROTEIN L22 7/0.01 7:92:3(3//DROSOPHlLA MELANOGASTER (FRUIT 
FLY).//P50887 / 

F-NT2RP1000522//UBIQUITIN CARBOXYL-TE RM I NAL HYDROLASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB-1) (DEUBIQUITINATING EN- 
15 2YME 1)7/0.0055:86:36//MUS MUSCULUS (MOUSE)7/Q61068" 

F-NT2RP1000547//COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT)7/1 .2e- 
09:69:36//CRICETULUS GRISEUS (CHINESE HAMSTER).//P49020 

F-NT2RP1000574//HOMEOBOX PROTEIN MEIS2 (MEIS1 -RELATED PROTEIN 1).//6.0e-39:141 :65//MUS MUS- 
CULUS (MOUSE)7/P97367 

20 F-NT2RP1000577//PUTATIVE ATP-DEPENDENT RNA HELICASE YDL031 W7/0.00016:48:45//SACCHAROMY- 

CES CEREVISIAE (BAKER'S YEAST).//Q12389 

F-NT2RP1000581/A/ON WILLEBRAND FACTOR PRECURSOR7/0.00017:61 :50//HOMO SAPIENS (HUMAN).// 
P04275 

F-NT2RP1000609//LINOLEOYL-COADESATURASE (EC 1.14,99.25) (DELTA(6)-DESATURASE)7/4.4e-07:1 28: 

25 31//SYNECHOCYSTIS SP. (STRAIN PCC 6803)7/008871 - ; ^ i' 

F-NT2RP1000629//CLATHRIN COAT ASSEMBLY PROTEIfsJ AP47 (CLATHRIN COAT ASSOCIATED PROTEIN 
AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA1 47;K[^SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN 
ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN)7/4.2e-70:167:86//MUS MUSCULUS (MOUSE) 7/P35585 
F-NT2RP1 000630//HYPOTHETICAL 1 1 8.4 KD PROTEIN IN BAt2-DAL5 INTERGENIC REGION PRECURSOR.// 

30 0.0011 :238:21//SACCHAROMYCES CEREVISIAE (BAKER'S.yEAST)7/P47179 

F-NT2RP1 000677//COLLAGEN ALPHA 1 (XVI) CHAIN PRECUHsSR7/0.99:71 :33//HOMO SAPIENS (HUMAN).// 
Q07092 ^ . 

F-NT2RP1 000688//!!!! ALU SUBFAMILY SP WARNING ENTRY il!!//0.0024:19:94//HOMO SAPIENS (HUMAN).// 
P39193 : <".,": t ; : 

35 F-NT2RP1 000695//HYPOTHETICAL 83.8 KD PROTEIN G27F2/7 IN CHROMOSOME lll.//2.2e-30:1 85:37// 

CAENORHABDITIS E LEG AN S7/Q 18262 

F-NT2RP1 00070 1//PHOSPHO LIPASE A-2-ACTIVATING PROTEIN (PLAP).//3.2e-65:128:93//RATTUS NOR- 
VEGICUS (RAT)7/P54319 

F-NT2RP1000721//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) 
40, (TAFII-130) (TAFII130).//2.3e-06:139:34//HOMO SAPIENS (HUMAN)7/O00268 

F-NT2RP1000730//MYOSIN LIGHT CHAIN 1, SLOW-TWITCH MUSCLE B/VENTRICULAR ISOFORM (FRAG- 
MENT)7/0.89:40:40//MUS MUSCULUS (MOUSE)7/P09542 ' 

F-NT2RP1000733//METALLOTHIONEIN-LIKE PROTEIN, CRS57/0.024:24:45//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P41902 [ : ' 
45 F-NT2RP1000738//SALIVARY ACIDIC PROLINE-RICH PHQSPHQPROTEIN 1/2 PRECURSOR (PRP-1 / PRP- 
3) (PRP-2/ PRP-4) (PIF-F/ PIF-S) (PROTEIN A/ PROTEIN C) [CONTAINS: PEPTIDE P-C]7/0.040:82:36//HOMO 
SAPIENS (HUMAN)7/P02810 ; VV'v^V' 

F-NT2RP1000746//HYPOTHETICAL27.1 KD PROTEIN VFD&QjjPJ INTERGENIC REGION. //2.0e-30: 170:37// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P33201> K; v : 
50 F-NT2RP1000767//PSEUDOMONAPEPSIN PRECURSOR (|6: 3 A 23 .37) (PEPSTATIN-INSENSITIVE CAR- 

BOXYL PROTEINASE).//0.99:75:34//PSEUDOMONAS SP.* (STRAIN -101 )7/P42790 

F-NT2RP1000782//CELL SURFACE GLYCOPROTEIN A15 (T-CELL; AC UTE LYMPHOBLASTIC LEUKEMIA AS- 
SOCIATED ANTIGEN 1) (TALLA-1) (MEMBRANE COMPONENT;X.'CHROMOSOME t SURFACE MARKER 1).// 
2.3e-23:159:35//HOMO SAPIENS (HUMAN).//P41 732 , y I 
55 F-NT2RP1000796//CORNIFIN (SMALL PROLINE-RICH PROTEIN i)'(SPR-l) (SMALL PROLINE-RICH SQUA- 

MOUS CELL MARKER) (SPRP)7/0.00018:79:32//SUS SCROf A (PIG)7/P35323 

F-NT2RP1 000825//GTPASE-ACT1VATING PROTEIN RHOGAP (RHO-R ELATED SMALL GTPASE PROTEIN AC- 
TIVATOR) (CDC42 GTPAS E-ACTI VATING PROTEIN) (P50-RHOGAP)7/3.1e-37:89:64//HOMO SAPIENS (HU- 
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MAN)7/Q07960 \ ' 

F-NT2RP1000833//SMALL PROLINE RICH PROTEIN II (SPR-JIMCLONE 930)7/0.32:29 :48//HOMO SAPIENS 
(HUMAN)7/P22531 ' ' , -\ , 

F-NT2RP1000834//2-ARYLPROPIONYL-COA EPIMERASE ( EC (5^ ).//6 . 4e-67 :202 :68//R ATTU S NORVEGI- 
5 CUS (RAT)7/P70473 * 

F-NT2RP1 000836//HYPOTHETICAL 7.3 KD PROTEIN IN.'1 00 KD PROTEIN REGION7/1 .0:35:54//HUMAN AD- 
ENOVIRUS TYPE 41 Y/P23691 P X ' : ; 

F-NT2RP1000846//SMALL PROLINE-RICH PROTEIN 2-1 7/0.01 3:35:48//HOMO SAPIENS (HUMAN).//P35326 
F-NT2RP1000851//PERIOD CLOCK PROTEIN (FRAGMENJ)7/0:082:28:57//DROSOPHILA SALTANS (FRUIT 

10 FLY).//Q04536 t r ,y 1 

F-NT2RP1 000856//PLATELET- ENDOTHELIAL TETRASPAN ANTIGEN 3 (PETA-3) (GP27) (MEMBRANE GLYC- 
OPROTEIN SFA-1) (CD151 ANTIGEN)7/2.5e-26:190:30//MUSMUSCULUS (MOUSE).//035566 
F-NT2RP1000860//POTENTIAL TRANSCRIPTIONAL ADAPTOR.//0.13:86:36//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST) 7/Q 02336 

15 F-NT2RP1 000902//HYPOTHETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME lll.//7.6e-11 :200:35// 

CAENORHABDITIS ELEGANS7/Q09531 

F-NT2RP1 00091 5//HYPOTHETICAL GTP-BINDING PROTEIN IN PMI40-PAC2 INTERGENIC REGION7/1 .4e- 
06:88:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P40010 

F-NT2RP1 00091 6//SUPPRESSOR PROTEIN SRP40.//0.40:90:35//SACCHAROMYCES CEREVISIAE (BAK- 
20 ER'S YEAST)7/P32583 p • . \ . 

F-NT2RP1000943//MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2).//0.099:75:34//HOMO SAPIENS (HU- 
MAN)7/Q02817 ' \ 

F-NT2RP1 000944//HYPOTHETICAL 29.3 KD PROTEIN (ORE92)7/7.6.e-06:65:41//ORGYIA PSEUDOTSUGATA 
MULTICAPSID POLYHEDROSIS VIRUS (O PM N P V) 7/01 034 £ • Y v 
25 F-NT2RP1000947//UBIQUITIN-CONJUGATING ENZYME E2^7 *Kp\2,( EC 6.3.2.19) (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2V/3.6e : ,12i27:77//HOMO SAPIENS (HUMAN), MUS 
MUSCULUS (MOUSE), RATTUS NORVEGICUS (RAT), AND.XENQPUS LAEVIS (AFRICAN CLAWED FROG).// 
P51669 ; "V:^"* : ?:' V " 

F-NT2RP1000954//RING CANAL PROTEIN (KELCH PR6TEl'NJ)7/2.8e-15:169:28//DROSOPHILA MELA- 
30 NOGASTER (FRUIT FLY)7/Q04652 [ - . Tj " 

F-NT2RP1 000958//HYPOTHETICAL GTP-BINDING PROTEIN IN.PMI40-PAC2 INTERGENIC REGION7/4.2e- 
16:162:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P-40010 

F-NT2RP1000959//CORNIFINA(SMALL PROLINE-RICH PROTEIN IA)(SPR-IA) (SP RK) 7/0.003 1 :34:44//HOMO 
SAPIENS (HUMAN)7/P35321 
35 F-NT2RP1000966//NUCLEOLIN (PROTEIN C23).//1 .5e-52:110:95//HOMO SAPIENS (HU MAN) 7/P 19338 

F-NT2RP1000980//LIGHT-HARVESTING PROTEIN B-1015,- ALPHA CHAIN PRECURSOR (ANTENNA PIG- 
MENT PROTEIN, ALPHA CHAIN)7/0.87:37:45//RHODOPSEUbOMONAS VIRIDIS7/P04123 
F-NT2RP1 000988 

F-NT2RP1 001 01 1//PROTEIN P1 97/0.96:30:50//BACTERIOPHAGE PRD1 7/P1 7638 
40 F-NT2RP1001013//DNA-BINDING PROTEIN 65 (PROTEIN GP65)7/1 .0:20:45//BACTERIOPHAGE T47/P16012 

F-NT2RP1001014 _ J ' 

F-NT2RP1 001 033//TUBULIN GAMMA CHAIN7/2.5e-16:112:4^/jSCHIZOSACCHAROMYCES POMBE (FISSION 
YEAST)7/P25295 ^ 

F-NT2RP1 001 073//HYPOTHETICAL 10.4 KD PROTEIN IN v FTR1 -SPT15 INTERGENIC REGION7/7.6e-16:82: 
45 51//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)V/P*0689f i 

F-NT2RP1001079//SARCOSINE OXIDASE (EC 1 .5.3.1 )7/4 ; 8e ; .15:95:40//ARTHROBACTER SP. (STRAIN 

TE1 826)7/P40873 ^ / . 

F-NT2RP1001080//PROBABLE ATP-DEPENDENT RNA HIELIgAS^ 

CES CEREVISIAE (BAKER'S YEAST)7/Q06218 V V 

50 F-NT2RP1001113//SMALL PROLINE-RICH PROTEIN 2-1 7/0;49:38:39//HOMO SAPIENS (HUMAN).//P35326 

F-NT2RP1001173//RHOMBOTIN-1 (CYSTEINE RICH PROTEIN TTG-1) (T-C ELL TRANSLOCATION PROTEIN 

1) (LIM-ONLY PROTEIN 1).//0.99:54:37//HOMO SAPIENS (HUI^AN)7/P25800 

F-NT2RP1001177//HISTONE MACRO-H2A.17/1 .6e-29:85:76//RATJU*S NORVEGICUS (RAT).//Q02874 
F-NT2RP1001185 ' • : " *' 

55 F-NT2RP1001199//NEUROTOXIN I7/1.0:23:47//CENTRUROIDES SCULPTURATUS (BARK SCORPION).// 

P01491 

F-NT2RP1 001 247//TRANS FORMING GROWTH FACTOR BETA 4 PRECURSOR (TGF-BETA 4) (ENDOMETRI- 
AL BLEEDING-ASSOCIATED FACTO R)7/3.3e-08:28:89//HOMO' SAPIENS (HUMAN) 7/O00292 
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F-NT2RP1 001 248//TAT PROTEIN (TRANS ACTIVATING REGULATORY PROTEIN).//0.33:49:28//HUM AN IMMU- 
NODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1)7/P 18804 

F-NT2RP1001253//GLUCOSAMINE-6-PHOSPHATE ISOMERASE (EC 5.3.1.10) (GLUCOSAMINE-6- PHOS- 
PHATE DEAMINASE) (GNPDA) (OSCILLIN) (KIAA0060)7/3.8e-46:1 15:81 //HOMO SAPIENS (HUMAN) //P46926 

5 F-NT2RP1001286//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) (IGE-BINDING PRO- 

TEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) (CBP 35) (LAMININ-BINDING PROTEIN) 
(LECTIN L-29) (L-34 GALACTOSIDE-BINDING LECTIN).//0.16:48:37//MUS MUSCULUS (MOUSE).//P16110 
F-NT2RP1 001 294//MICROTUBULE-ASSOCIATED PROTEIN YTM1 7/6.1 e-05:92:34//SACCHAROMYCES CER- 
EVISIAE (BAKER'S YEAST) .//Q1 2024 

10 F-NT2RP1 001 302//MICROTUBULE-ASSOCIATED PROTEIN YTM1 7/1 .2e-05:92:33//SACCHAROMYCES CER- 

EVISIAE (BAKER'S YEAST).//Q1 2024 

F-NT2RP1001310//PROBABLE E4 PROTEIN.//0.99:109:26//HUMAN PAPILLOMAVIRUS TYPE 5.//P06924 
F-NT2RP1001311//SODIUM/HYDROGEN EXCHANGER "5 (IM^(+)/H(+) EXCHANGER 5) (NHE-5) (FRAG- 
MENT) 7/0.9 9: 94:31 //HOMO SAPIENS (HUM AN) 7/Q 14940 */v V ; ' 
15 F-NT2RP1 001 31 3//CYTOCHROME B57/9.0e-1 3:92:38//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/ 

P40312 V*\f\ 

F-NT2RP1001361//NADH-UBIQUINONE OXI DO REDUCTASE SUBUNIT B14.5B (EC 1.6.5.3) (EC 1.6.99.3) 
(COMPLEX I-B14.5B) (CI-B14.5B)7/1 .2e-47:117:74//BOS TAURUS (BOVINE)7/Q02827 
F-NT2RP1001385//CELL DIVISION PROTEIN FTSN7/0.64:107:28//ESCHERICHIA COLI.//P29131 
20 F-NT2RP1 001 395//PROCOLLAGEN ALPHA 2(l) CHAIN PRECURSOR (FRAGMENTS) 7/0.25 :35:45//GALLUS 

GALLUS (CHICKEN)7/P02467 *' * !• -y. 

F-NT2RP1001410//PUTATIVE GTP-BINDING PROTEIN W08E3.37/2.2e-41:129:67//CAENORHABDITIS ELE- 
GANS.//P91917 ; 

F-NT2RP1001424//UREASE ACCESSORY PROTEIN UREF (FRAGMENT).//0.87:24:45//ESCHERICHIA COLI7/ 
25 Q03286 

F-NT2RP1001432//CYSTEINE PROTEINASE INHIBITOR B (CVSTATIN B) (SCB)7/1 .0:35:42//HELIANTHUS AN- 
NUUS (COMMON SUN FLOWER) 7/Q 1 0993 i- . 

F-NT2RP1001449//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KE RATI N)7/0.053:37:37//O VIS 
ARIES (SHEEP) 7/P26372 f 
30 F-NT2 R P 1 00 1 457//HYPOTH ETIC AL 57.0 KD TRP-ASP REPEATS CONTAINING PROTEIN IN CPR4-SSK22 

INTERGENIC REGION.//2.9e-16:159:30//SACCHAROMYCES r GEREVISIAE (BAKER'S YEAST).//P25382 
F-NT2 R P 1 00 1 466//H YPOTH ETICAL PROTEIN MJ02847/5.3e-15:162:35//METHANOCOCCUS JANNASCHII.// 

057732 ■■> ■ 

F-NT2RP1 001 475//H YPOTH ETICAL 195.1 KD PROTEIN IN pNA43^UBI1 INTERGENIC REGION.//0.69: 119:27// 

35 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40457^' "v" 

F-NT2RP1001482//PROTEASOME COMPONENT C9 (EC 3.4.99.46) (MACROPAIN SUBUNIT C9) (MULTI CAT- 
ALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C9) 7/1 .0:58:3^/HOMO SAPIENS (HUMAN)7/P25789 
F-NT2RP1001494//MALE STERILITY PROTEIN 27/2.4er12:j34:^/ARABIDOPSlS THALIANA (MOUSE-EAR 
CRESS)7/Q08891 , 

40 F-NT2RP1 001 543//MYO-INOSITOL-1 -PHOSPHATE SYNTHASE (EC-5.5.1 .4) (IPS)7/6.3e-37:94:52//SPIRODE- 

LA POLYRRHIZA7/P42803 ' w -i 'f i r 

F-NT2RP1 001 546//LEUKOCYTE SURFACE ANTIGEN CD53 (CELL SURFACE GLYCOPROTEIN CD53) 7/9 .Se- 
ll :98:29//HOMO SAPIENS (HUM AN)7/P1 9397 T 

F-NT2RP1001569//SIGNAL RECOGNITION PARTICLE RECEPTOR BETA SUBUNIT (SR-BETA)7/2.2e-64:159: 
45 84//MUS MUSCULUS (MOUSEJ7/P47758 rt v 

F-NT2RP1001 6 16//HYPOTH ETICAL 13.5 KD PROTEIN C45G9.7 IN CHROMOSOME lll.//9.2e-05:49:42// 
CAENORHABDITIS ELEGANS7/Q09506 * <!. r ■ 

F-NT2RP1 001 665//REGB PROTEIN7/0.99:29:37//PSEUDOMONAS AERUGINOSA7/Q03381 
F-NT2RP2000001//SMALL PROLINE-RICH PROTEIN 2-1*7/0.64:36:41//HOMO SAPIENS (HUMAN)7/P35326 
50 F-NT2RP2000006//DNAJ PROTEIN HOMOLOG 1 (HDJ-1) (HEAT SHOCK PROTEIN 40) (HSP40).//1 .7e-19:74: 

52//HOMO SAPIENS (HUMAN) 7/P25685 '" v !' ' 

F-NT2RP2000007/n"ROPOMYOSIN, FIBROBLAST AND EFJIX^ELlAL MUSCLE-TYPE (TM36) (TME1) (TM1).// 
0.93:126:23//HOMO SAPIENS (HUMAN)7/P06468 ,1 ' 

F-NT2RP2000008//ZINC FINGER PROTEIN 33A (ZINC FINGER PROTEIN KOX31) (KIAA0065) (HA0946) 
55 (FRAGMENT)7/4.2e-35:156:54//HOMO SAPIENS (HUMAN)7/Q06^30> 

F-NT2 R P2000027//N ADH -U BIQU I NON E OXIDOREDUCTASE/pHAIN 5 (EC 1.6.5.3) (FRAGMENT) 7/0. 95:41 : 
39//MACACA FASCICULARIS (CRAB EATING MACAQUE) (CYJSIOMOLGUS MONKEY)7/P50665 
F-NT2RP2000032//BAX PROTEIN, CYTOPLASMIC ISOFORM GAMMA7/1 .0:35:34//HOMO SAPIENS (HU- 
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MAN)7/Q07815 

F-NT2RP2000040//BASIC PROLINE-RICH PEPTIDE 18-1 7/0.0024:58 :36//HOMO SAPIENS (HUMAN)7/P04281 
F-NT2RP2000045//DNAJ PROTEIN7/1 .1e-12:42:66//THERMUS -~AQUATICUS (SUBSP. THERMOPHILUS)7/ 
Q56237 

5 F-NT2RP2000054//GONADOLIBERIN III PRECURSOR (GONADOTROPIN-RELEASING HORMONE III) (GN- 

RH-III) (LH-RH Ml) (LULIBERIN lll)7/0.20:46:36//ONCORHYNCHUS MASOU (CHERRY SALMON) (MASU SALM- 
ON)7/P30973 

F-NT2RP2000056//PROTEIN-TYROSINE PHOSPHATASE EPSILON-PRECURSOR (EC 3.1.3.48) (R-PTP- EP- 
SILON)7/1.3e-18:45:100//MUS MUSCULUS (MOUSE) 7/P49446 
10 F-NT2RP2000067//HOMEOBOX PROTEIN HOX-A5 (S12-B)(FRAGMENT)7/0.71 :44:40//SALMO SALAR (AT- 

LANTIC SALMON)7/P09637 ; ^MCifi,- 1 

F-NT2RP2000070//INSULIN7/0.94:30:43//HYSTRIX CRISTATA (CRESTED PORCUPINE)7/P01328 
F-NT2RP2000076//ETS-LIKE PROTEIN POINTED P1 * (D'iEtS-2)7/0.0013:76:40//DROSOPHILA MELA- 
NOG ASTER (FRUIT FLY) 7/P 5 1022 
15 F-NT2RP2000077//U1 SMALL NUCLEAR RIBONUCLEOPROT EIn'vC (U1-C).//0.24:49:40//HOMO SAPIENS 

(HUMAN)7/P09234 

F-NT2RP2000079//PLATELET FACTOR 4 (PF-4).//0.15:52:30//SUS SCROFA (PIG).//P30034 
F-NT2RP2000088//HYPOTHETICAL 13.6 KD PROTEIN IN SPT4-ROM1 INTERGENIC REGION7/1 .0:36:44// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53245> 
20 F-NT2RP2000091 //HYPOTHETICAL PROTEIN HI0149 PRECURSOR7/0.22:38:47//HAEMOPHILUS INFLUEN- 

ZAE 7/P43953 

F-NT2RP2000097//VIRUS ATTACHMENT PROTEIN (061 R)7/0. 75:33 :36//AFRIC AN SWINE FEVER VIRUS 
(STRAIN BA71V)(ASFV).//P32510 . J , . 

F-NT2RP2000098 . - 

25 F-NT2RP2000108//!!!! ALU SUBFAMILY SX WARNING ENTRY H!!//2.4e-09:50:70//HOMO SAPIENS (HUMAN).// 

P39195 

F-NT2RP20001 1 4//WISKOTT-ALDRICH SYNDROME PRpTEIN,(WASP)7/0.024:52:44//HOMO SAPIENS (HU- 
MAN)7/P42768 ' 

F-NT2RP2000120//5.8 KD PROTEIN IN HMC OPERON;(PRF;4)7/0,67:37:32//DESULFOVIBRIO VULGARIS 
30 (STRAIN HILDENBOROUGH)7/P33391 l^f^ 

F-NT2 RP2000126//CHROMODOMAIN-HELIC AS E-DNA-BIN DING PROTEIN 1 (CHD-1).//1.5e-23:94:47//HOMO 
SAPIENS (HUM AN) 7/0 14646 ! -Vis/?;/.' 

F-NT2RP2000133//SPLICEOSOME ASSOCIATED PROTEIN^(SAP>9) (SF3B53)7/5.6e-10:82:39//HOMO SA- 
PIENS (HUMAN)7/Q 15427 ,' f^^.; • 

35 F-NT2RP2000147//CLATHRIN COAT ASSEMBLY PROTEIN AP47 (cLaTHRIN COAT ASSOCIATED PROTEIN 

AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA1 47! KD SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN 
ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN)7/6.'7<3-89:96:98//MUS MUSCULUS (MOUSE).//P35585 
F-NT2RP2000153//PEPTIDYL PROLYL ISOMERASE CYP-1 (EC 5.2.1^.8) (PEPTIDYLPROLYL CIS-TRANS ISO- 
MERASE) (CYCLOPHILIN) (PPIASE)7/1 .7e-05:136:33//BRUGJA MALAYI.//Q27450 

40 F-NT2RP2000157//MLO2 PROTEIN7/2.7e-06:62:40//SCHIZOS/iCCHAFtOMYCES POMBE (FISSION YEAST) 7/ 

Q09329 'i J - 

F-NT2RP2000161//DIS3 PROTEIN HOMOLOG//2.7e-33:173:45//CAENORHABDITIS ELEG AN S7/Q 17632 
F-NT2RP20001 73//HYPOTHETICAL 1 0.5 KD PROTEIN IN SODA-COMGA INTERGENIC REGION7/0.99:62:25// 
BACILLUS SUBTILIS.//P54499 
45 F-NT2RP2000175//MALE SPECIFIC SPERM PROTEIN ( l4lST84DB7/0. 19:41 :43//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)7/Q01643 .■ , . 

F-NT2RP2000183//DIHYDROPYRIMIDINASE RELATED PROTEIN-2 (DRP-2) (NEURAL SPECIFIC PROTEIN 
NSP60)7/4.1e-19:114:44//BOS TAURUS (BOVINE)7/O02675 _ 

F-NT2RP2000195//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L)7/0.99:30:33//MICROTUS P EN N SYLVAN I- 
50 CUS (MEADOW VOLE)7/P24949 . t , 

F-NT2RP2000205//MERCURIC TRANSPORT PROTEIN PERIPLASMIC COMPONENT PRECURSOR (PERI- 
PLASMS MERCURY ION BINDING PROTEIN) (MERCURY^SCAVENGER PROTEIN) 7/0.098: 88 :25//SH- 
EWANELLA PUTREFACIENS (PSEUDOMONAS PUTREFAc1eNS)7/Q54463 

F-NT2RP2000208//MALE SPECIFIC SPERM PROTEIN^ MSjf84bp7/0.020:19:57//DROSOPHILA MELA- 
55 NOGASTER (FRUIT FLY)7/Q01 645 f t " '* 

F-NT2RP2000224//PUTATIVE CUTICLE COLLAGEN C09G5.4.//0;0058:159:32//CAENORHABDITIS ELE- 
GANS7/Q09455 t, • 

F-NT2RP2000232//P55-C-FOS PROTO-ONCOGENE PROTEIN . y (FRAGMENT)7/1 .0:44:38//OVIS ARIES 

'* **"_■. 



1661 



EP1 074 617 A2 

(SHEEP)7/O02761 

F-NT2RP2000233//GASTRIN/CHOLECYSTOKININ TYPE B RECEPTOR (CCK-B RECEPTOR) (CCK-BR).// 
0.34:53:43//CANIS FAMILIAR IS (DOG)7/P30552 

F-NT2RP2000239//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT)7/0.019: 
5 69:33//RATTUS NORVEGICUS (RATJ7/P10164 ' • ' : 

F-NT2RP2000248//OVOMUCOID(FRAGMENT)y/0.88:18:55//RqLYPLECTRON EMPHANUM (PALAWAN PEA- 
COCK-PHEASANT)7/P52250 * ^ \ 

F-NT2RP2000257//PUTATIVE MITOCHONDRIAL C A R Rl E R' I Y] L006 W.//6 .4e-09 : 83 : 37//S ACCH AROM YC E S 
CEREVISIAE (BAKER'S YEAST)7/P40556 : * X.V 

10 F-NT2RP2000258//MYOSIN II HEAVY CHAIN, NON MUSCLB^ DISCOIDEUM 

(SLIME MOLD).//P08799 

F-NT2RP2000270//!!!! ALU SUBFAMILY J WARNING ENTRY !! ! !//2!4er 1 7:80:57//HOMO SAPIENS (HUMAN).// 
P39188 fc 

F-NT2 RP2000274//HYPOTH ETICAL 5.8 KD PROTEIN7/d:d82:i2:45//CLOVER YELLOW MOSAIC VIRUS 
15 (CYMV)7/P 16485 < 

F-NT2 RP2000283//H YPOTH ETI CAL 83.6 KD PROTEIN . R05D3.2 IN CHROMOSOME 1 1 17/0.39:38:34// 

CAENORHABDITIS ELEGANS7/P34535 . . — : 

F-NT2RP2000288 

F-NT2RP2000289//HYPOTHETICAL9.4 KD PROTEIN IN RNPA-THDF INTERGENIC REGION 7/0.40:38 :42//ES- 
20 CHERICHIA COLI7/P22847 

F-NT2RP2000297//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1).//2.3e-62:206;47//HO- 
MO SAPIENS (HUMAN).//Q03923 

F-NT2RP2000298//CUTICLE COLLAGEN 12 PRECURSpR7/0:55:81 :40//CAENORHABDITIS ELEGANS.// 
P20630 

25 F-NT2RP2000310//RUBREDOXIN (RD)7/0.13:43:41//TREPONEMA PALLIDUM 7/083956 

F-NT2RP2000327//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34)^(A6L)7/1 .0:46:30//GADUS MORHUA (ATLANTIC 
COD)7/P15996 ^y^-. 

F-NT2RP2000328//H YPOTH ETICAL 86.6 KD PROTEIN ?N'P*FK^TDS4 INTERGENIC REGION7/2.0e-21 :198: 
31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53313 
30 F-NT2RP2000329//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.10) (AK3)7/1 .8e-91:155: 

92//BOS TAURUS (BOVINE) 7/P08760 >" 

F-NT2RP2000337//PROTEIN A54.//0.75:48:35//VACCINlA VIRUS ^ (STRAIN WR), AND VACCINIA VIRUS 
(STRAIN COPENHAGEN)7/P21072 • *V«X* ; ..t \ 

F-NT2RP2000346//MYELOID DIFFERENTIATION PRIMARY RESPONSE PROTEIN MYD116.//9.7e-1 3:1 14:42// 
35 MUSMUSCULUS(MOUSE)7/P17564 1 

F-NT2RP2000369//CALTRIN (CALCIUM TRANSPORT INHIBrfoRy.//6.98:47:34//MUS MUSCULUS (MOUSE).// 
Q09098 r«,; V[] 

F-NT2RP2000412//SHORT NEUROTOXIN D PRECURS6R7/0.66:57:36//AIPYSURUS LAEVIS (OLIVE SEA 
SNAKE)7/P19960 

40 F-NT2RP2000414//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN F (HNRNP F)7/1 .0e-27:96:67//HO- 

MO SAPIENS (HUMAN).//P52597 

F-NT2RP2000420//ZINC FINGER PROTEIN 1 91 7/0.1 6:47:38//HOMO SAPIENS (HUMAN) 7/0 14754 
F-NT2RP2000422//PUTATIVE PHOSPHOACETYLGLUCOS AMINE MUTASE (EC 5.4.2.3) (ACETYLGLU- 
COSAMINE PHOSPHOMUTASE) (N-ACETYLGLUCOSAMINE-PHOSPHATE MUTASE).//3.6e-1 9:1 48:36// 
45 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09687 : " 

F-NT2RP2000438//TUBULIN GAMMA CHAIN7/0.86:1 90:27//RETipULOMYXA FILOSA7/P54405 
F-NT2RP2000448//OXYSTEROL-BINDING P ROTEI N 7/3 .7e>1 3: j^O : 42//HOMO SAPIENS (HUMAN) 7/P22059 
F-NT2RP2000459//NEURONAL PROTEIN 3.1 (P311 PROf EIN)7/1 .0:45:35//HOMO SAPIENS (HUMAN).// 

Q16612 

50 F-NT2RP2000498//!!!! ALU SUBFAMILY SQ WARNING EjsiTBYJ!![//0.062:25:68//HOMO SAPIENS (HUMAN).// 

P39194 ^t\^;; t : 
F-NT2RP2000503 I f. ' 

F-NT2RP2000510//TOXIN IV-57/1.0:51:33//TITYUS BAHIENSIS?(BRAZIUAN SCORPION).//P56608 
F-NT2RP200051 6//SLYX PROTEIN7/1 .0:52:32//ESCHERICHIA COLh//P30857 
55 F-NT2RP2000523//PHORBOLIN I (FRAG ME NTS) 7/1 .4e-06:36:47//HOMO-SAPIENS (HUMAN)7/P31941 

F-NT2RP2000603//ALPHA/BETA-GLIADIN PRECURSOR^(PROLAMIN) (CLASS A-III).//0.93:119:26//TRITICUM 
AESTIVUM (WHEAT)7/P04723 ; • ' 

F-NT2RP2000617//SPERM PROTAMINE P1 (CYSTEINE-RICH PROTAMINE)7/0.056:16:62//OVIS ARIES 
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(SHEEP), AND CAPRA HIRCUS (GOATJ7/P04102 

F-NT2RP2000634//NEDD-4 PROTEIN (EC 6.3.2.-) (KIAA0093) (FRAGMENT) .//1 .8e-05:128:28//HOMO SAPI- 
ENS (HUM AN). //P46934 ■'; 

F-NT2R P2000644//H YPOTH ETICAL PROTEIN HI1566 PREC'URSOR.//0.85:48:39//HAEMOPHILUS INFLUEN- 
5 ZAE7/P44257 ' ' 

F-NT2RP2000656//EARLY GROWTH RESPONSE PROTEIN 1 (ECSR-.i) (NERVE GROWTH FACTOR- INDUCED 
PROTEIN A) (NGFI-A).//1.0:111:24//RATTUS NORVEGICUS (RAT)://P08154 

F-NT2RP2000658//URONATE ISOMERASE (EC 5.3.1 .12) (GLUCURONATE ISOMERASE) (URONIC ISOMER- 
ASE).//0.49:79:31//ESCHERICHIA COLI7/P42607 . . 

10 F-NT2RP2000668//MEROZOITE SURFACE ANTIGEN 2 PRECURSOR (MSA-2) (45 KD MEROZOITE SURFACE 

ANTIGEN).//0.020:1 1 5:30//PLASMODIUM FALCIPARUM (ISOLATE 3D7).//P50498 

F-NT2RP2000678//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0. 00085: 38: 68//HOMO SAPIENS (HUMAN).// 
P39188 

F-NT2RP2000704//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.2e-17:55:74//HOMO SAPIENS (HUMAN).// 
15 P39188 

F-NT2RP200071 0//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE-TRNA LIGASE) (ASPRS).// 

8.9e-47:106:59//TREPONEMAPALLIDUM.//O83950 

F-NT2RP2000715 " ' 

F-NT2RP2000731//CONIDIATION-SPECIFIC PROTEIN 1 07/0.094:31 :41//NEUROSPORA CRASSA.//P10713 
20 F-NT2RP2000758//!!!! ALU SUBFAMILY J WARNING ENTRY !!! 7/0.00027:31 :74//HOMO SAPIENS (HUMAN).// 

P39188 

F-NT2RP2000764//NIFS PROTEIN7/2.7e-27:175:47//ANABAENA SP. (STRAIN PCC 71 20). IIP 12623 
F-NT2RP2000809//HYPOTH ETICAL PROTEIN MG381 HO M OLQG 7/0 .9 1 : 85 : 25//M YCO PL AS M A PNEUMONI- 
AE7/P75219 \ 
25 F-NT2RP2000812//DILUTE MYOSIN HEAVY CHAIN, NON.-MUSGLE (MYOSIN 5A)7/2.8e-07:133:31//MUS MUS- 

CULUS (MOUSE)7/Q99104 * r"? -.J. /• 

F-NT2RP2000814//40S RIBOSOMAL PROTEIN S27A7/0.93:44:38//LYCOPERSICON ESCULENTUM (TOMA- 
TO), AND SOLANUM TUBEROSUM ( POTATO). //P27083 ~ r 

F-NT2RP200081 6//H YPOTH ETICAL 88.4 KD PROTEIN' BO^Z^N' CHROMOSOME lll.//3.3e-21 :1 23:39// 
30 CAENORHABDITIS ELEGANS7/Q03565 ■ : \[\ 

F-NT2RP2000819//TROPOMYOSIN 5, CYTOSKELETAL ,TYRE^t.0:71 :30//MUS MUSCULUS (MOUSE).// 

P21107 ' ^i?:;> 

F-NT2RP2000841//GUANINE NUCLEOTIDE RELEASING PROT^EI^ (GNRP)7/0.001 1 :133:26//MUS MUSCU- 
LUS (MOUSE).//P27671 ,,v . ' 
35 F-NT2RP2000842//LYSOPHOSPHATIDIC ACID RECEPTOR (EDG-2)7/6.4e-13:22:95//HOMO SAPIENS (HU- 
MAN)7/Q92633 

F-NT2RP2000845//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR (MSTI)7/0.92:24:41//MEDICAGO 
SCUTELLATA (SNAIL MED!C).//P80321 

F-NT2RP2000863//N-MYC PROTO-ONCOGENE PROTEIN7/0.010:148:27//XENOPUS LAEVIS (AFRICAN 
40 CLAWED FROG)7/P24793 .' ,•* ' / 

F-NT2RP2000880//PROBABLE TRANSLATION IN ITIATI OX FACTOR. I F-2.//4.0e- 100:1 99:94//HOMO SAPIENS 
(HUMAN).//O60841 

F-NT2RP2000892//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHONDROCALCIN].// 

0.43:45:44//MUS MUSCULUS (MOUSE)7/P28481 : - 'Vf'S 

45 F-NT2RP2000931//MATRIN 37/2.8e-46:1 04:92// RATTUS NORVEGICUS (RAT).//P43244 

F-NT2RP2000932//2-5A-DEPENDENT RIBONUCLEASE (EC.3v1.26..) (2-5A-DEPENDENT RNAASE) (RNASE 

L) (RIBONUCLEASE 4) (FRAGMENT).//3.9e-07:113:31//MU§MU§fcULUS (M O US E).//Q 05921 

F-NT2RP2000938//VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV3.3 (KSHIIID).//0.026:59:45//RAT- 

TUS NORVEGICUS (RAT).//Q01 956 ~ 7",^*'*!' ■ 

50 F-NT2RP2000943//HYPOTH ETICAL PROTEIN KIAA0079 (HA3543)7/5.9e-18:161 :42//HOMO SAPIENS (HU- 

MAN)7/P53992 \f^\y; 

F-NT2RP2000965//INNER CENTROMERE PROTEIN (INCENR)7/0.062:156:25//GALLUS GALLUS (CHICK- 
EN).//P53352 - 

F-NT2RP2000970//EC PROTEIN HOMOLOG7/1 .0:50:30//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS).// 
55 P93746 ' * ' * V ' * 

F-NT2RP2000985//HYPOTHETICAL96.8 KD PROTEIN IN S1S2;MTD1 INTERGENIC REGION 7/2.5e-06: 53:47// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P361 59 L * " 

F-NT2RP2000987//INSECTTOXIN4(INSECTTOXINAAH IT4)7/1.0:32:34//ANDROCTONUS AUSTRALIS HEC- 
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TOR (SAHARA SCORPION).//P21150 4 

F-NT2RP2001036//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//l'.2e-33:65:81//HOMO SAPIENS (HUMAN).// 

P39193 • . « 

F-NT2RP2001044//HIRUSTASIN7/0.97:15:66//HIRUDO MEDICINALIS (MEDICINAL LEECH) 7/P80302 
5 F-NT2RP2001056//W! ALU SUBFAMILY SQ WARNING ENTRY *!!!!//1'.0e-24:85:65//HOMO SAPIENS (HUMAN).// 

P39194 . ■;■ V ' . ■ 

F-NT2RP2001 065//BOWMAN-BIRK TYPE SEED TRYPSIN AND CHYMOTRYPSIN INHIBITOR (BTCI) 7/0.41 :50: 
32//VIGNA UNGUICULATA (COW PEAJ.//P 17734 

F-NT2RP2001 070//PROBABLE PYRIDOXAMINE S'-PHOSPHATE OXIDASE (EC 1 .4.3.5) (PNP/PMP OXIDASE) 
10 (FPRA PROTEIN)7/6.2e-18:64:48//MYXOCOCCUS X AN TH U S 7/P2 1 1 59 

F-NT2RP2001 081//SYNAPTOTAGMIN IV7/7.8e-16:94:46//RATTUS NORVEGICUS (RAT).//P50232 
F-NT2RP2001094//METALLOTHIONEIN-I (MT-IJ7/1 .0:24:33//RATTUS NORVEGICUS (RAT).//P02803 
F-NT2RP2001119//HI! ALU SUBFAMILY SX WARNING ENTRY.!! ! !//7.5e-1 1 :61 :63//HO MO SAPIENS (HUMAN).// 
P39195 

15 F-NT2RP2001127//XE169 PROTEIN (SMCX PROTEIN).. (FRAGMENTS).//1 .0e-47:155:58//MUS MUSCULUS 

(MOUSE)7/P41230 -! , " 

F-NT2RP2001137//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS) 7/0.1 0:68:39//BOS TAURUS (BOVINE).// 
P25508 

F-NT2RP2001149//!!!! ALU SUBFAMILY J WARNING ENTRY! !!!//1.1e- 13:81 :59//HOMO SAPIENS (HUMAN).// 
20 P39188 "'^V- 

F-NT2RP20011 68//PROTEIN KINASE C SUBSTRATE 80 KDPROTEIN (FRAGMENTS) 7/0.0071 :77:33//RATTUS 
NORVEGICUS (RAT)7/P20468 

F-NT2RP2001173//CYTOSKELETON- ASSOCIATED PRQTEIN;!CKAi=>l (TUBULIN FOLDING COFACTOR B).// 
1 .0:36:41//HOMO SAPIENS (HUMAN).//Q99426 , : 'i^Xi' : J' t . : 

25 F-NT2RP2001174//ZINC FINGER PROTEIN 1377/7.2e-11 :65:^>/HOMO SAPIENS (HUMAN)7/P52743 

F-NT2RP2001196//NADH-UBIQUINONE OX I DO REDUCTASE. G^AIN 2 (EC 1 .6.5.3)7/1 .0:95:26//CAPRA HIR- 
CUS (GOAT)7/Q36346 ■ 1"i - ■■ 

F-NT2RP2001218//HYPOTHETICAL 59.2 KD PROTEIN IN MOB1-SGA1 INTERGENIC REGION 7/0.00024:80: 
23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40486 
30 F-NT2RP2001226//RABPHILIN-3A (FRAGMENT).//4.6e-05;121 :3?//MUS MUSCULUS (MOUSE)7/P47708 

F-NT2RP2001233//ZINC FINGER PROTEIN ZFP-36 ( FRAGMENT) 7/3. 2e-61 :1 53:56//HOMO SAPIENS (HU- 
MAN)7/P16415 - 

F-NT2RP2001245//SYNAPTONEMAL COMPLEX PROTEIN 1 (SCP-1 PROTEIN).//4.9e-05:230:21//HOMO SA- 
PIENS (HUMAN ).//Q 15431 imj . 
35 F-NT2RP2001268//HOMEOBOX PROTEIN CEH-327/0.23:159:25//CAENORHABDITIS ELEGANS.//Q23175 
F-NT2RP2001277 

F-NT2RP2001 290//BETA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-BETA) (SNAP-ALPHA HOMOLOG) 
(BRAIN PROTEIN I47) (FRAGMENT) 7/1 .0e-86:131 :97//MUS MUSCULUS (MOUSE)7/P28663 
F-NT2RP2001295 

40 F-NT2RP2001312//N-ACETYLGLUCOSAMINE-6-SULFATASE- PRECURSOR (EC 3.1.6.14) (G6S) (GLU- 

COSAMINE-6-SULFATASE)7/0.64:80:33//CAPRAHIRCUS (<$OAt)7/P50426 

F-NT2RP2001327//TUMOR NECROSIS FACTOR, ALPHA-EDUCED- PROTEIN 1, ENDOTHELIAL (B12 PRO- 
TEIN).//1.0e-36:118:65//HOMO SAPIENS (HUMAN)7/Q13829 ' 

F-NT2RP2001326//PROBABLE E5 PROTEIN.//1 .0:46:41 //HUM ANltPAPILLOM AVI RUS TYPE 33.//P06426 
45 F-NT2RP2001347//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//4.5e-19:66:62//HOMO SAPIENS (HUMAN).// 

P39193 ." . -/p-j^ ; 

F-NT2RP2001366//SPERM-SPECIFIC PROTEIN PH 1-1 7/0. 66^55 :32//MYTILUS EDULIS (BLUE MUSSEL).// 
Q04621 ! ifc? \ 

F-NT2 R P200 1 378//VOLTAG E -GATE D POTASSIUM CHANNEL PROTEIN KV3.3 (KSHIIID) (FRAGMENT).// 
50 0.060:78:33//HOMO SAPIENS (HUMAN).//Q1 4003 . '] -A 

F-NT2RP2001381//26S PROTEASE REGULATORY SUBUNIT 8, (SUG1 HOMOLOG) (XSUG 1)7/1. 0:1 67:26// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG)7/P46470 ■* \ 

F-NT2RP2001392//KERATIN, HIGH-SULFUR MATRIX P ROTE I N , 1 1 1 A3 7/0 . 0080 : 82 : 32//0 V I S ARIES (SHEEP).// 
P02441 

55 F-NT2RP2001394//POLYHOMEOTIC-PROXIMAL CHROMATIN PROTEIN 7/0.024:39 :53//DROSO PHI LA MELA- 

NOGASTER (FRUIT FLY)7/P39769 " " 

F-NT2RP2001397//G2/MITOTIC-SPECIFIC CYCLIN B27/1.4e-46:125:78//MESOCRICETUS AURATUS (GOLD- 
EN HAMSTER) 7/P37883 • /fi . . 
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F-NT2RP2001420//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CON- 
TAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H]7/0.00018:113:38//HOMO SAPIENS (HUMAN)V/P04280 
F-NT2RP2001423//HYPOTHETICAL 9.4 KD PROTEIN IN GP31-CD INTERGENIC REGION (ORF A)7/0.90:23: 
43//BACTE RIO PHAGE T4.//P1 7307 
5 F-NT2RP2001427//!!!! ALU SUBFAMILY J WARNING ENTFiY !!!!//2.2e-11 :38:68//HOMO SAPIENS (HUMAN).// 

P39188 

F-NT2RP2001436//DYNEIN LIGHT INTERMEDIATE CHAIN 2, CYTOSOLIC (LIC53/55) (LIC-2) 7/0.25:1 24:28// 
RATTUS NORVEGICUS (RAT).//Q62698 

F-NT2RP2001440//1 4-3-3 PROTEIN GAMMA (PROTEIN KINASE C INHIBITOR PROTEIN-1 ) (KCIP-1 )7/4.8e-62: 
10 145:90//RATTUS NORVEGICUS (RAT).//P35214 : •' 

F-NT2RP2001445 • ■?{•■' 

F-NT2RP2001449//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KDSUBUNIT(CPSF 100 
KD SUBUNIT).//9.5e-118:226:95//BOS TAURUS (BOVINE) V/Q1 0568;- > 
F-NT2RP2001450 ;' /" - • 

15 F-NT2RP2001467//SHORT NEUROTOXIN 1 (TOXIN V-ll-1)7/f,0:25:40//BUNGARUS FASCIATUS (BANDED 

KRAIT).//P10808 , , . 

F-NT2RP2001506 •■ 

F-NT2RP2001 5 11 //HYPOTHETICAL 115.4 KD PROTEIN- ZK757.3 IN CHROMOSOME 1117/0.49:124:29// 
CAENORHABDITIS ELEGANS 7/P34681 1 ■ i - 

20 F-NT2RP2001520/A/ITAMIN D-DEPENDENT CALCIUM-BINDING PROTEIN, INTESTINAL (CABP) (CALBINDIN 

D9K)7/0.035:71 :33//HOMO SAPIENS (HUMAN)7/P29377 
F-NT2RP2001526 

F-NT2RP2001536//METALLOTHIONEIN-l(MT-1)7/1 .0:19:42//COLUMBA LIVIA (DOMESTIC PIGEON)7/P15786 
F-NT2RP2001560//CUTICLE COLLAGEN 12 PRECURSOR 7/0. 001 8:144:35//CAENORHABDITIS ELEGANS.// 
25 P20630 

F-NT2RP2001569//!!!! ALU SUBFAMILY SQ WARNING ENTRY/ !!!!//2.7e-31 :102:67//HOMO SAPIENS (HU- 
MAN)7/P39194 . . , 

F-NT2RP2001576//SMP3 PROTEIN7/0.00016:75:36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
Q04174 

30 F-NT2RP2001581//TRANSMEMBRANE PROTEIN SEX PREC.URSOR7/0.040:46:36//HOMO SAPIENS (HU- 

MAN)7/P51805 ;. 

F-NT2RP2001597//PROBABLE E4 PROTE1N7/0.00042:113!34//HUMAN PAPILLOMAVIRUS TYPE 57/P06924 
F-NT2RP2001601 : 

F-NT2RP2001613//HOMEOBOX PROTEIN SAX-1 (CHOX-3).;.(F ; RAGMENT) 7/0.1 4:59:32//GALLUS GALLUS 
35 (CHICKEN)7/P19601 :' 'r^' 

F-NT2RP2001628//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR7/0.056:140:33//SACCHAROMY- 

CES CEREVISIAE (BAKER'S : ' [."' ' V 

YEAST)7/P32323 

F-NT2RP2001634//ALPHA-CATENIN7/7.1e-12:152:35//DROSOPhilLA MELANOGASTER (FRUIT FLY).// 
40 P35220 - 

F-NT2RP2001660//HYPOTHETICAL80.4 KD PROTEIN IN SMC3-MR.PL8 INTERGENIC REGION.//0.43:1 19:26// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40358 ' ' 

F-NT2RP2001663//ALPHA ENOLASE (EC 4.2.1.11) (2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (NON- 
NEURAL ENOLASE) (NNE) (PHOSPHOPYRUVATE HYDRATASE)7/1 .2e-26:126:56//HOMO SAPIENS (HU- 
45 MAN)7/P06733 

F-NT2RP2001 675//HYPOTHETICAL 107.7 KD PROTEIN IN RPSO 5'REGION (ORF1 ).//0.25: 148:2 5//C AM PY- 
LOBACTER JEJUNI.//Q46089 

F-NT2RP2001677//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT)7/0.010: 
101:31//RATTUS NORVEGICUS (RAT)7/P10164 
50 F-NT2RP2001678//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.6e-18:83:61//HOMO SAPIENS (HUMAN).// 

P39188 5 . 

F-NT2RP2001699//PROTEIN C 1 47/0:98:51 :31//VACCINIA VIRUS (STRAIN COPENHAGEN).//P21045 
F-NT2RP2001720//MEROZOITE SURFACE ANTIGEN 2 PRECURSOR (MSA-2) (ALLELIC FORM 1)7/0.16:145: 
30//PLASMODIUM FALCIPARUM (ISOLATE CAMP / MALAYSIA)7/Q99317 
55 F-NT2RP2001721//MALE-SPECIFIC LETHAL-2 PROTEIN7/0.00090:48:39//DROSOPHILA MELANOGASTER 

(FRUIT FLY)7/P50534 ' 

F-NT2RP2001740//ANNEXIN VII (SYNEXIN) (FRAGMENT) 7/0. 50 : :43:25//BOS TAURUS (BOVINE)7/P20072 
F-NT2RP2001748//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
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MENT)7/0.77:111:28//HOMO SAPIENS (HUMAN)7/P10162 , 
F-NT2RP2001762 

F-NT2RP2001 81 3//PHOTOSYSTEM I REACTION CENTRE SUBUNIT VIII (PSl-l)7/1 .0:22:40//PICEA ABIES 
(NORWAY SPRUCE) (PICEA EXCELSA).//O47040 *' 
5 F-NT2RP2001839//SCY1 PROTEIN 7/6 .8e-17:204:27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 

P53009 

F-NT2RP2001861//D15KZ1 PROTEIN (FRAGMENT)7/0.31:56:39//MUS MUSCULUS (MOUSE).//Q61466 
F-NT2RP2001869//CORNEODESMOSIN (S PROTEIN)* (FRAGMENT) 7/0.97:78:30//SUS SCROFA (PIG).// 
019084 . ■ *_ t -;.y \: 

W F-NT2RP2001 876//ALL0G RAFT INFLAMMATORY FACTOR-V (AIF-1 ) (IONIZED CALCIUM BINDING ADAPTER 

MOLECULE 1).//3.5e-36:106:66//HOMO SAPIENS (HUMAN)V/R55008 t 

F-NT2RP2001 883//CATHEPSIN L (EC 3.4.22. 15)7/0.95:29:41//O\/IS ARIES (SHEEP)7/Q10991 
F-NT2RP2001898//TYPE II INOSITOL-1 ,4 ,5-TR IS PHOSPHATE ^PHOSPHATASE PRECURSOR (EC 3.1 .3.56) 
(5PTASE) (FRAGMENT) 7/1 .6e-84:185:88//HOMO SAPIENS (HUMAN)7/P32019 
15 F-NT2RP2001900//ACTIN-LIKE PROTEIN ARP5.//1.1e-17:180:34//SACCHAROMYCES CEREVISIAE (BAK- 

ER'S YEAST) 7/P 53946 -i, 

F-NT2RP2001907//HYPHAL WALL PROTEIN 1 (CELL ELONGATION PROTEIN 2)7/0.13:1 08:27//CANDIDA AL- 
BICANS (YEAST) .//P46593 , . \ v: . . 

F-NT2RP2001 926//HYPOTHETICAL 7.6 KD PROTEIN YCF337/o'55:57:26//CYANOPHORA PARADOXA7/ 
20 P48273 

F-NT2RP2001936 

F-NT2RP2001 943//HYPOTHETICAL 57.7 KD PROTEIN IN AIP1-CTF13 INTERGENIC REGION7/1 .8e-13:208: 
22//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/Q 04305 

F-NT2RP2001 946//HYPOTHETICAL 13.0 KD PROTEIN IN^ALGR3 3'REGION7/0.59:76:28//PSEUDOMONAS 
25 AERUGINOSA7/P21485 . f i.-.^ I 

F-NT2RP2001947//ZINC FINGER PROTEIN DAN (N03)7/0.53:68:29//RATTUS NORVEGICUS (RAT)7/Q06880 
F-NT2RP2001 969//CHLOROPLAST 30S RIBOSOMAL PROTEIN S1 87/0.001 5:52:34//CHLORELLA VUL- 
GARIS7/P56353 - . v , ( 

F-NT2RP2001976//DILUTE MYOSIN HEAVY CHAIN, NON.-MUSCLE(MYOSIN 5A)7/9.5e-07:201 :22//MUS MUS- 
30 CULUS (MOUSE)7/Q99104 , \u]S- l\ , '. 

F-NT2RP2001 985//PROLINE-RICH PROTEIN MP-2 PRECURS.OR-7/0.01 6:90:32//MUS MUSCULUS (MOUSE).// 
P05142 : Vi-^AlisiV 

F-NT2RP2001991//SODIUM- ANDCHLORIDE-DEPENDENTTRA^NSRORTE NTT737/8.0e-14:47:76//RATTUS 
NORVEGICUS (RAT)7/Q08469 t- 
35 F-NT2RP2002025//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (NR-CAM) (BRAVO).// 

2.9e-30:211 :42//GALLUS GALLUS (CHICKEN)7/P35331 : ,.'.7 

F-NT2RP2002032//FLOCCULANT- ACTIVE PROTEINS M02.1 AND MO2.27/0.23:20:40//MORINGA OLEIFERA 
(HORSERADISH TREE) (MORINGA PTERYGOSPERMA)7/P24303 - 

F-NT2RP2002033//I!!! ALU SUBFAMILY SP WARNING ENTRY !!!I//0.88:27:62//HOMO SAPIENS (HUMAN).// 
40 P39193 ' ¥ . 

F-NT2RP2002041 

F-NT2RP2002046//MATING PROCESS PROTEIN MID2 (SERINE-RICH PROTEIN SMS1) (PROTEIN KINASE 
A INTERFERENCE PROTEIN)7/1 .0:85:31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P36027 
F-NT2RP2002047 v.: ^ 

45 F-NT2RP2002058//DOM34 INTERACTING PROTEIN 27/9.4e : 25:165:34//SACCHAROMYCES CEREVISIAE 

(BAKER'S YE AST).//Q1 2220 ' ■''■7 

F-NT2RP2002066//TIGHT JUNCTION PROTEINZO-1 (TIGHTJUNCTION PROTEIN 1)7/5.7e-1 2:1 08:41//HOMO 
SAPIENS (HUMAN)7/Q07157 

F-NT2RP2002070//CYTOCHROME C OXIDASE POLYPEPTIDE II (EC 1.9.3.1) (FRAGMENT).//0.88:28:50//AS- 
50 TERINA PECTINIFERA (STARFISH)7/P11958 w 'J 

F-NT2RP2002076//TRP-ASP REPEATS CONTAINING PROTeTn"rBA-27/0.0031 :124:27//CAENORHABDITIS 
ELEGANS7/P9091 6 - 

F-NT2RP2002078//KERATIN, GLYCINE/TYROSINE-RIC^ ,: OR;HAIR7/0.82:30:40//OVIS ARIES (SHEEP).// 
Q02958 

55 F-NT2RP2002079//OUTER DENSE FIBER PROTEIN 7/0.34:41 :39//HO MO SAPIENS (HUMAN) 7/Q 14990 

F-NT2RP2002099//HETEROGENOUS NUCLEAR RIBONUCLEQPRQTEIN U (HNRNP U)7/5.2e-08:81 ^//HO- 
MO SAPIENS (HUMAN)7/Q00839 ( ;; ; 

F-NT2RP2002105//COLLAGEN 1(X) CHAIN PRECURSOR7/a6pr2:100:34//BOS TAURUS (BOVINE) 7/P23206 

\> '■ 
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F-NT2RP2002124//EARLY GROWTH RESPONSE PROTEIN 1 (EGR-1 ) (KROX24) (TRANSCRIPTION FACTOR 
ETR103) (ZINC FINGER PROTEIN 225) (AT225) 7/0.74:72:31 //HOMO SAPIENS (HUMAN).//P18146 
F-NT2RP2002137//NEUROTOXIN B-II7/1 .0:27:44//CEREBRATULUS LACTEUS (MILKY RIBBON WORM).// 
P01526 

5 F-NT2RP2002154//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) (IGE-BINDING PRO- 

TEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN- 35) (CBP 35) (LAMININ-BINDING PROTEIN) 
(LECTIN L-29) (L-34 GALACTOS I DE-BIN DING LECTIN).//0.0029:112:34//MUS MUSCULUS (MOUSE)7/P16110 
F-NT2RP2002172 /.'V 

F-NT2RP2002185//UBIQUITIN-LIKE PROTEIN DSK2y/1.8e-07:'87:40//SACCHAROMYCES CEREVISIAE (BAK- 
w ER'S YEAST) 7/P48510 \\k<t'y 1 

F-NT2RP20021 92 ' -M-t: 1 ^ ■■ 

F-NT2RP2002193//CUTICLE COLLAGEN 407/0.0062:70:37//CAENORHABDITIS ELEGANS7/P34804 
F-NT2RP2002208//PEROXISOME ASSEMBLY PROTEIN PEXT0 (PEROXIN-1 0)7/0.0001 1 :45:40//HOMO SAPI- 
ENS (HUMAN)7/060683 . ; ; ?. 
15 F-NT2RP2002219 

F-NT2RP2002231//V-TYPE SODIUM ATP SYNTHASE SUBUNIT E (EC 3.6.1 .34) (NA(+)-TRANSLOCATING AT- 
PASE SUBUNIT E).//1 .0:68:32//ENTEROCOCCUS HIRAE.//P43436 

F-NT2RP2002235//INFECTED CELL PROTEIN ICP34.5 (NEUROVIRULENCE FACTOR ICP34.5)7/0.0022:66: 
45//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN CVG-2).//P37318 
20 F-NT2 R P2002252//DN A-D I RECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 

MENT).//0.071:110:31//CRICETULUS GRISEUS (CHINESE HAMSTER)7/P1 141 4 

F-NT2RP2002256//CYTOCHROME P450 26 (EC 1.14.-.-) (RETINOIC ACID-METABOLIZING CYTOCHROME) 
(P450RAI) (RETINOIC ACID 4-HYDROXYLASE)7/3.1e-3r:75:8^//MUS MUSCULUS (MOUSE).//055127 
F-NT2RP2002259//L-MYC-1 PROTO-ONCOGENE PROTEIN7/1 .9e-1 7:41 :90//HOMO SAPIENS (HUMAN).// 
25 P12524 .;. 1 

F-NT2R P2002270//HYPOTH ETICAL 26.0 KD PROTEIN IN CYB5-LEU4 INTERGENIC REGION7/2.1e-27:164: 
36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST )>P§39$6 . 

F-NT2RP2002292//IMMEDIATE-EARLY PROTEIN RS P40 .//j5. Q 1 8 ;,1 07 :23//PS EUDORABIES VIRUS (STRAIN 
KAPLAN) (PRV)7/P24827 

30 F-NT2RP200231 2//PHOSPH ATI DATE CYTIDYLYLTRANSFERA^EC(EC 2.7.7.41 ) (CDP-DIGLYCERIDE SYN- 

THETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE)- /cbPrDIACYLGLYCEROL SYNTHASE) (CDS) 
(CTP:PHOSPHATIDATE CYTIDYLYLTRANSF ERASE) (CDP-bAaSXNTHASE)7/1 .4e-52:174:55//HOMO SAPI- 
ENS (HUM AN). //Q92903 V« 
F-NT2RP200231 6//HISTONE H1 .C6/H1 .C97/1 .0:40:40//TRYPANbsOMA CRUZI7/P40269 

35 F-NT2RP2002325//PEROXISOMAL MEMBRANE PROTEIN "Pl(Mb A (PMP31) (PEROXIN 11 A)7/2.2e-06:145: 

26//CANDIDA BOIDINII (YEAST).//Q00316 

F-NT2RP2002333//HYPOTHETICAL39.1 KD PROTEIN IN RNPB-SOHA INTERGENIC REGION (ORF 3)7/0.30: 
86:32//ESCHERICHIACOLI7/P23524 

F-NT2RP2002373//SYNAPSINS IA AND IB.//0.080:1 45:31 //BOS/TAURUS (BOVINE).//P17599 
40 F-NT2RP2002385//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: KNOB PROTEIN 

GP70; SPIKE PROTEIN P15E; R PROTEIN] 7/0. 021 :66:28//MINK CELL FOCUS-FORMING MURINE LEUKEMIA 
VIRUS (ISOLATE CI-3).//P03388 , * : '\ 

F-NT2RP2002394 ' ; ; 

F-NT2RP2002408//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS) 7/0.00030: 107:37//BOS TAURUS (BO- 
45 VINE).//P02453 

F-NT2RP2002426 

F-NT2RP2002439//CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS).//0.00032:79:32//PLASMODIUM 
BERGHEI (STRAIN ANKA)7/P23093 * iH A; 

F-NT2RP2002442//HESA PROTEIN7/6.0e-1 6:1 63:30//PLEC^EMA BORYANUM7/P46037 
50 F-NT2RP2002457 > >T ; ". 

F-NT2R P2002464//HYPOTH ETI CAL 60.7 KD PROTEIN :C56F8 t17Q; IN CHROMOSOME l.//9.3e-1 8:1 65:32// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Ql026#i > ; 

F-NT2 R P2002475//CYSTE IN E-R ICH HEART PROTEIN (HCRHP0 //.a91:45:35//HOMO SAPIENS (HUMAN).// 
P50238 '■■ -y 9J ' 

55 F-NT2RP2002479//ATP-BINDING CASSETTE TRANSPORTER t 7 PRECURSOR (ABC TRANSPORTER 7 PRO- 

TEIN) 7/6.8e-96:186:94//HOMO SAPIENS (HUMAN)7/O75027t^ ^-, r 

F- NT2 R P2002498//H Y POTH ETI CAL MERCURIC RESISTANCE PROTEIN MERC7/0.65:37:45//PSEU- 
DOMONAS AERUGINOSA7/P04139 
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F-NT2RP2002503//ZINC FINGER PROTEIN 45 (BRC1 744)7/1 <3e-31 : 1 24:59//HOMO SAPIENS (HUMAN).// 
Q02386 ' AJ<\ . ; 

F-NT2RP2002504//NUCLEAR PORE COMPLEX PROJEiN^NCJPilSS^NUCLEOPORIN NUP155) (155 KD NU- 
CLEOPORIN) (P1 40)7/1 .2e-123:240:92//RATTUS NORVEGieUS'(RAT)7/P37199 
5 F-NT2RP2002520//ACIDIC PROLINE-RICH PROTEIN HR43A< PRECURSOR7/0.94:83:28//MESOCRICETUS 

AURATUS (GOLDEN HAMSTER) 7/P06680 * I'l^'tp X ( - 

F-NT2RP2002537//HYPOTHETICAL 55.1 KD PROTEIN BOAieb.CIN CHROMOSOME X7/4.0e-1 0:1 94:23// 
CAENORHABDITIS ELEGANS7/Q11073 • — 

F-NT2RP2002546 • ^ ^i'T J, . . 

10 F-NT2RP2002549//G2/MITOTIC-SPECIFIC CYCLIN C13-1 (A-LlKE.dYCLIN) ( FRAG ME NT) 7/0. 98:65 :30//DAU- 

CUS CAROTA (CARROT)7/P25010 

F-NT2RP2002591//ZINC FINGER PROTEIN 84 (ZINC FINGER PROJEIN HPF2)7/2.6e-1 9:60:61//HOMO SAPI- 
ENS (HUMAN)7/P51 523 

F-NT2RP2002595//ANNEXIN VII (SYNEXIN)7/1 .2e-15:121 :49//*ENOPUS LAEVIS (AFRICAN CLAWED 
15 FROG)7/Q92125 

F-NT2RP2002606//PROTEIN TRANSPORT PROTEIN SEC2.//0.00034:98:31//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P1 7065 

F-NT2RP2002609//HYPOTHETICAL52.0 KD PROTEIN IN CLB6-SPT6 INTERGENIC REGION7/0.00022:79:39// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53264 
20 F-NT2RP2002618//PROTEIN ARGININE N-METHYLTRANSFERASE 1 (EC 2.1.1 .-) 7/6. 2e-37: 180: 44//RATTUS 

NORVEGICUS (RAT)7/Q63009 

F-NT2RP2002621//NADH-UBIQUINONE OXIDOREDUCTASE .CHAIN 5 (EC 1.6.5.3) (FRAGMENT)7/0.98:37: 
35//LEMUR CATTA (RING-TAILED LEMUR)7/Q34879 - . 

F-NT2RP2002643//INFECTED CELL PROTEIN ICP34.5 (N EU R^l RULENC E FACTOR I CP34. 5) 7/0. 042: 77:32// 
25 HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN MGH-10)7/P37319V? • 

F-NT2RP2002672//PROTEIN Q300.//0.001 8:41 :43//MUS MUSCUCyS i (MOUSE).//Q02722 

F-NT2R P200270 1 //H YPOTH ETIC AL 72.5 KD PROTEIN C2^10"?IN CHROMOSOME l.//3.6e-1 7:1 00:42// 

SCHIZOSACCHAROMYCES POM BE (FISSION YEAST) 7/do9.tQ^'i; 

F-NT2RP2002706//1M MEDIATE-EARLY PROTEIN IE1 80 .//d00027?139:33//PSEUDO RABIES VIRUS (STRAIN 
30 KAPLAN) (PRV)7/P33479 ,. f v^V ; . 

F-NT2RP2002710//SH3-BINDING PROTEIN 3BP-1 7/6.9e-09:96:4p//MUS MUSCULUS (MOUSE)7/P55194 
F-NT2RP2002727//TUBERIN (TUBEROUS SCLEROSIS 2 H6M0l6g PROTEIN).//3.6e-20:160:36//RATTUS 
NORVEGICUS (RAT)7/P4981 6 - : - 

F-NT2RP2002736 

35 F-NT2RP2002740 ' ; : , 

F-NT2RP2002741//RHO1 GDP-GTP EXCHANGE PROTEIN 27/2 6e-07:178:28//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P51862 

F-NT2RP2002750//SH! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//1 .6e-09:43:72//HOMO SAPIENS (HU- 
MAN)7/P39191 ....... - 

40 F-NT2RP2002752//LOW CALCIUM RESPONSE LOCUS PROTEIN T.//0.95:33:39//YERSI Nl A PSEUDOTUBER- 

CULOSIS 7/QO 0932 , .; 4 

F-NT2R P2002753//EN DOGLUC AN AS E EG-1 PRECURSOR (EC 3.2.1.4) (ENDO-1 ,4-BETA-GLUCANASE) 
(CELLULASE).//0.71:78:33//TRICHODERMA LONGIBRACHIATUM7/Q12714 

F-NT2RP2002769//50 KD SPICULE MATRIX PROTEIN PREC0RSOR7/0.44:76:32//STRONGYLOCENTROTUS 
45 PURPURATUS (PURPLE SEA URCHIN)7/P11994 V^^'fir - 

F-NT2RP2002778 • i^^-" 

F-NT2RP2002800//CRAMBIN7/0.99:20:50//CRAMBE ABYSSINICA (ABYSSINIAN CRAMBE).//P01542 
F-NT2RP2002839//SALIVARY PROLINE-RICH PROTEIN^ PRECURSOR (CLONE CP7) [CONTAINS: BASIC 
PEPTIDE P-F] (FRAGMENT).//0.010:87:31//HOMO SAPIENS '(H UM AN) 7/P028 12 
50 F-NT2RP2002857//ACIDIC PROLINE-RICH PROTEIN PRECURSOR .(CLONE PRP33)7/0.00018:57:45//RAT- 

TUS NORVEGICUS (RAT)7/P04474 ' " '"l \ / ' 

F-NT2RP2002862//HYPOTHETICAL 27.1 KD PROTEIN U FD % 4.-C Al? 1 . J NTERGENIC REGION.//7.2e-27: 140:40// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P3320 % , 

F-NT2RP2002880//DNA REPAIR PROTEIN RAD327/0.83:67:28//SCHIZOSACCHAROMYCES POMBE (FIS- 
55 SION YEAST).//Q09683 

F-NT2RP2002891//HOMEOBOX PROTEIN DLX-2 (DLX-5) (FRAGMENT)7/0.99:70:24//RATTUS NORVEGICUS 
(RAT)7/Q64204 " 

F-NT2RP2002925//ALPHA-1D ADRENERGIC RECEPTOR (ALPHA 1 D-ADRENOCEPTOR) (ALPHA-1A 
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ADRENERGIC RECEPTOR) 7/0. 31 :48:43//HOMO SAPIENS4&WAN)i/P25100 

F-NT2RP2002928//CELL DIVISION CONTROL PROTEIN 407/2/8e-26:142:42//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST) 7/P40968 ' 

F-NT2RP2002929//HYPOTHETICAL46.2 KD TRP-ASP REPEATS CONTAINING PROTEIN D2013.2 IN CHRO- 

5 MOSOME H7/2.0e-31:186:35//CAENORHABDITIS ELEGANS.//Ql''8964 

F-NT2RP2002939//ADENYLATE CYCLASE, TYPE V (EC 4.6.1.1) (ATP PYROPHOSPHATE-LYASE) (CA(2+)- 
INHIBITABLE ADENYLYL CYCLASE)7/0.0022:98:39//CANIS FAMILIARIS (DOG).//P30803 
F-NT2RP2002954//U2 SMALL NUCLEAR RIBONUCLEOPROTEIN A' (U2 SNRNP-A')7/0.0019:107:30//ARABI- 
DOPSIS THALIANA (MOUSE-EAR CRESS) 7/P43333 

10 F-NT2RP2002959//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 2 (EC 6.3.2.19) (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2)7/2.8^1 1:33:81 //HO MO SAPIENS (HUMAN), MUS 
MUSCULUS (MOUSE), RATTUS NORVEGICUS (RAT), AND XENOPUS LAEVIS (AFRICAN CLAWED FROG).// 
P51669 

F-NT2RP2002979 - ' V; 

15 F-NT2RP2002980//30S RIBOSOMAL PROTEIN S10.//1 .1e-09:98:36//MYCO PLASMA CAPRICOLUM7/P10129 

F-NT2RP2002986//RING CANAL PROTEIN (KELCH vPROTEIN).//1.1e-19:141:39//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 \tt<*. : 

F-NT2RP2002987//!!!! ALU SUBFAMILY SC WARNING ENT0 7 mf//1v3e-O7:78:47//HOMO SAPIENS (HUMAN).// 
P39192 !^i :i ;: v 
20 F-NT2RP2002993//DNA-DIRECTED RNA POLYMERASE ^ 'j^5 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 

POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE I 127 KD SUBUNIT).//8.0e-77:165:85//RATTUS 
NORVEGICUS (RAT).//054888 „ ^J^f \ 

F-NT2RP2003000//!!!! ALU SUBFAMILY SQ WARNING ENTRY^!l'i/^e-19:62:64//HOMO SAPIENS (HUMAN).// 
P39194 • r ' t V: -:. 

25 F-NT2 R P2003034//H YPOTH ETI C AL PROTEIN HM458.//1 .0:42:35//HAEMOPHILUS I NFLU ENZA E.//P44204 

F-NT2RP2003073//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//0.0051 : 1 6:87//HOMO SAPIENS (HUMAN).// 

P39189 " — ' 

F-NT2RP2003099 

F-NT2RP2003108//BASIC PROLINE-RICH PEPTIDE IB-1 7/0.84;47:34//HOMO SAPIENS (HUMAN) 7/P04281 
30 F-NT2RP2003117 ' " \ 

F-NT2RP2003121//HYPOTHETICAL96.7 KD PROTEIN IN STE2 : FRS2 INTERGENIC REGION 7/9.0e-08:99:29// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P43572.' 

F-NT2RP2003125//TRANSCRIPTION REGULATOR PROTEIN BACH2 (BTB AND CNC HOMOLOG2)7/9.2e-08: 
134:28//MUS MUSCULUS (MOUSE) 7/P97303 . ,..*■ 

35 F-NT2RP2003129 .* '. v' 

F-NT2RP2003137//UBIQUITIN.//3.4e-06:70:30//NEUROSP.OgAC^ASSA7/P13117 

F-NT2RP20031 57//HYPOTHETICAL 37.0 KD PROTEIN ^495^ 8' IN CHROMOSOME 1 1. //7.8e- 13:84:40// 
CAENORHABDITIS ELEGANS7/Q0921 7 . *'?\ r F \ ' \ 

F-NT2RP2003158//26S PROTEASOME REGUUVTORYSyBUNI)TS3 l '(PROTEASOME SUBUNIT P58)7/3.1e-65: 
40 155:84//HOMO SAPIENS (HUM AN). #043242 V ' ( . 

F-NT2RP2003161//PROLINE-RICH PROTEIN MP-2 PRyCURSOR7/0.0011 :59:42//MUS MUSCULUS 
(MOUSE).//P05142 % V \ \ . '■ 

F-NT2RP20031 64//ZYXIN.//0.0037:85:36//MUS MUSCULUS v (MOySE).//Q62523 

F-NT2RP2003165//!!!! ALU SUBFAMILY SQ WARNING ENTRYM!!l//1..2e-24:77:64//HOMO SAPIENS (HUMAN).// 
45 P39194 * A • v. . 

F-NT2RP2003177//MALE SPECIFIC SPERM PROTEIN a . MST84DB.//0.55:38:39//DROSOPHILA MELA- 



NOGASTER (FRUIT FLY)7/Q01 643 , 



F-NT2RP20031 94//HYPOTHETICAL 12.5 KD PROTEIN ZK637.2IN CHROMOSOME lll.//2.3e-1 4:87:37// 
CAENORHABDITIS ELEGANS7/P30629 
50 F-NT2R P2003206//N ADH -UBIQUINONE OXIDOREDUCTASE CHAIN 3 (EC 1 .6.5.3)7/1 .0:1 00:28//DIDELPHIS 

MARSUPIALIS VIRGINIANA (NORTH AMERICAN 0 POSSUM) 7/P4 1306 

F-NT2RP2003228//DNA REPLICATION LICENSING FACTOR. MQM4 (CDC21 HOMOLOG) (P1-CDC21)7/9.3e- 
82:211 :81//HOMO SAPIENS (HUMAN)7/P33991 v [\ 

F-NT2RP2003230//SEC14 CYTOSOLIC FACTOR (PHOSPHATIDYLINOSITOL7PHOSPHATIDYLCHOLINE 
55 TRANSFER PROTEIN) (PI/PC TP).//1.0:51:31//CANDIDA GLABRATA (YEAST) (TORULOPSIS GLABRATA).// 

P53989 

F-NT2RP2003237//IM! ALU SUBFAMILY SQ WARNING ENTRY !!l!//5.1e-44:66:84//HOMO SAPIENS (HUMAN).// 
P39194 , ••WS' ' 
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F-NT2RP2003243//M PROTEIN, SEROTYPE 5 PRECURSOR7/0.027:204:23//STREPTOCOCCUS PYO- 
GENES. //P02977 • * . 
F-NT2RP2003265//BP4A PROTEIN. //0.95:35:34//BRASSICA.NARUS (RAPE) 7/P41 505 

F-NT2RP2003272//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) ( FRAG ME NT) 7/5. 5e- 
5 06:78:35//BRASSICA NAPUS (RAPE).//P40603 

F-NT2RP2003277//NAM7 PROTEIN (NONSENSE-MEDIATED MRNA DECAY PROTEIN 1 ) (UP-FRAMESHIFT 
SUPPRESSOR 1).//1 .9e-19:145:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P30771 
F-NT2RP2003280 

F-NT2RP2003286//RNA 3'-TERMINAL PHOSPHATE CYCLASE (EC 6.5.1 .4) (RNA-3'-PHOSPHATE CYCLASE) 
10 (RNA CYCLASE).//2.1e-32:137:42//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q08096 

F-NT2RP2003293//ZINC FINGER PROTEIN 83 (ZINC FINGER-PROTEIN HPF1)7/7.7e-12:175:33//HOMO SA- 
PIENS (HUM AN). //P5 1522 

F-NT2RP2003295//PTB- ASSOCIATED SPLICING FACTOR;;(PSFp0,055:44:45//HOMO SAPIENS (HUMAN).// 
P23246 .. 
15 F-NT2RP2003297 .' '].''/ 

F-NT2RP2003307//KINESIN LIGHT CHAIN (KLC).//2.0e-18:87:49//RATTUS NORVEGICUS (RAT)7/P37285 
F-NT2RP2003308//CROOKED NECK P ROT E I N 7/2. 1 e-9 1 :244: 67//D ROSO PH I LA MELANOGASTER (FRUIT 
FLY).//P17886 

F-NT2RP2003329//HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME lll.//5.8e-57:1 86:55// 
20 CAENORHABDITIS ELEGANS7/P34284 J . • C - 

F-NT2RP2003339//SHORT NEUROTOXIN 1 (NEUROTOXIN ALP HA)V/0. 98: 11 :72//DENDROASPIS POLYLEPIS 
POLYLEPIS (BLACK MAMBA)7/P01416 : £. . 

F-NT2RP2003347//60S RIBOSOMAL PROTEIN L387/0.83:42:33//OST ERTAGIA OSTERTAGI.//O61570 
F-NT2RP2003367//SYNERGISTIC-TYPE VENOM PROTEIN C9S3, CHAIN 1 7/1 .0:37:35//DENDROASPIS AN- 
25 GUSTICEPS (EASTERN GREEN MAMBA)7/P01408 " 1 " v '; V 

F-NT2RP2003391//MRNA TRANSPORT REGULATOR MTR107/3.3e-11 :229:24//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/Q99189 

F-NT2RP2003393//PROTOCHLOROPHYLLIDE REDUCTASE'CHLB SUBUNIT (EC 1 .3.1 .33) (NADPH- PROTO- 
CHLOROPHYLLIDE OXI DO REDUCTASE CHLB SUBUNIT) (FRAGMENT)7/0.94:29:34//ARAUCAR!A HETERO- 
30 PHYLLA.//P37843 ^^■>'r^ 

F-NT2RP2003394 ' ' • ' 

F-NT2RP2003401//60 KD CHAPERONIN (PROTEIN CPN60), (GROEL PROTEIN)7/0.95:125:28//THERMUS 
AQUATICUS (SUBSP. THERMOPHILUS)7/P45746 

F-NT2RP2003433//PROTEIN TRANSPORT PROTEIN SE£6.1 .ALPHA SUBUNIT//9.8e-78:178:84//RATTUS 
35 NORVEGICUS (RAT).//P38378 ' *\/rp ; 

F-NT2RP2003445 ' V" '', 

F-NT2RP2003446//HYPOTHETICAL PROTEIN E-1 157/0.00030:1 06: 33//HU MAN ADENOVIRUS TYPE 27/ 
P03290 V 

F-NT2RP2003456//PHOTOSYSTEM II REACTION CENTFtE M PROTEIN V/1 .0:27:51 //MARCHANTIA POLY- 
40 MORPHA (LIVERWORT).//P12168 • . .V ! f 4 " • 

F-NT2RP2003466//LINOLEOYL-COA DESATURASE (EC 1.14.99.25) (DELTA(6)-DESATURASE)7/6.7e-06: 108: 
32//SYN EC H OC YSTIS SP. (STRAIN PCC 6803)7/008871 . <\ v 

F-NT2RP2003480//TRANSCRIPTION FACTOR BF-2 (B R Al N FACTO R 2) (BF2) (CBF-2) (T-1 4-6) 7/7.2e- 15:38: 
50//GALLUS GALLUS (CHICKEN)7/Q98937 1 ~ 

45 F-NT2RP2003499//5E5 ANTIGEN7/0.090:114:32//RATTUS NORVEGICjJS (RAT)7/Q63003 

F-NT2RP2003506//NADPH -CYTOCHROME P450 REDUCTASE- (EC 1.6.2.4) (CPR).//2.0e-11 :91:43//SUS 
SCROFA(PIG)7/P04175 

F-NT2RP2003511//PARAMYOSIN, SHORT FORM (MIMIPARAMYOSIN) 7/0.0020: 108:25//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P35416 t S t 
50 F-NT2RP200351 3//PTB-ASSOCIATED SPLICING FACTOR /(PSF) 7/1 .2e-05:96:36//HOMO SAPIENS (HU- 
MAN)7/P23246 

F-NT2RP200351 7//HYPOTHETICAL 12.9 KD PROTEIN CY49.277/0.0059:22:31//MYCOBACTERIUM TUBER- 
CULOSIS 7/Q 1 0696 

F-NT2 R P2003522//H YPOTH ETICAL 10.0 KD PROTEIN.//1.0':65:30//THERMOPROTEUS TENAX VIRUS 1 
55 (STRAIN KRA1 ) (TTV1 )7/P1 9283 . . . ( ; . 

F-NT2RP2003533//LINE-1 REVERSE TRANSCRIPTAS§:HOMO.L6G7/8.7e-1 8:94:54//HOMO SAPIENS (HU- 
MAN)7/P08547 ^ yV 

F-NT2RP2003543//SYNAPSINS IA AND IB7/0.045:101 :35//RATTUS NORVEGICUS (RAT).//P09951 

- ' .' t *- 
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F-NT2RP2003559//ITBA2 PROTEIN (DXS9879E)7/0.98:37:37//HOMO SAPIENS (HUM AN). //Q 14657 
F-NT2RP2003564//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A))7/6.4e- 
35:175:44//HOMO SAPIENS (HUM AN) 7/P 19474 

F-NT2RP2003567//HYPOTHETICAL 11.2 KD PROTEIN . T18D3.7 IN CHROMOSOME X.//0. 72: 82:34// 

5 CAENORHABDITIS ELEGANS7/Q22544 / \ 

F-NT2RP2003581//HOMEOBOX PROTEIN OTX1 7/0.90:61 :37//MUS MUSCULUS (MOUSE).//P80205 
F-NT2RP2003596//ELONGATION FACTOR P (EF-P).//0.83:61 :32//MYCO PLASMA GENITALIUM.//P47272 
F-NT2RP2003604//ALPHA-CATENIN7/1 .5e-11 :152:33//DROSOPHILA MELANOGASTER (FRUIT FLY).// 
P35220 . . 

10 F-NT2RP2003629//PHOSPHOLIPASE A2 ALPHA (EC 3,1 .1 .4) (PHOSPHATIDYLCHOLINE 2-AC YLH YD ROLA- 

SE).//0.97:85:27//CROTALUS ADAMANTEUS (EASTERN DIAMONDBACK RATTLESNAKE).//P00623 
F-NT2R P2003643//ACYLN EU R AM I NATE CYTI DYLYLTRANS FE R AS E (EC 2.7.7.43) (CMP-N- ACETYL- 
NEURAMINIC ACID SYNTHETASE) (CMP-NEUNAC SYNTHETASE) (CMP-SIALIC ACID SYNTH ETAS E) 7/3. 9 e- 
12:84:40//NEISSERIAMENINGITIDIS.//Q57385 '.-VV 

15 F-NT2RP2003668//!!!! ALU-SUBFAMILY SX WARNING ENTRY !l!!//5.0e-33:74:81//HOMO SAPIENS (HUMAN).// 

P39195 

F-NT2RP2003687//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//5,7e-05:40:67//HOMO SAPIENS (HUMAN).// 
P39188 

F-NT2RP2003691//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!l//2.5e-37:56:67//HOMO SAPIENS (HUMAN).// 
20 P39194 

F-NT2 R P2003702//H Y POTH ETI C AL OXIDOREDUCTASE IN/lNLA 5'REGION (EC 1 .-.-.-) (ORFA)7/1 .3e-07:98: 
37//LISTERIA MONOCYTOGENES7/P25145 , .J 

F-NT2RP2003704//G AM MA-GLUTAMYLTRANS PEPTIDASE ~5 " PRECURSOR (EC 2.3.2.2) (GAMMA- 
GLUTAMYLTRANSFERASE 5) (GGT-REL)7/0.66:23:52//HOMO SAPIENS (HUMAN)7/P36269 
25 F-NT2RP2003706//GLUTAMYLAMINOPEPTIDASE(EC3.4.11.7) (EAP) (AMINOPEPTIDASE A) (APA) (DIFFER- 

ENTIATION ANTIGEN GP1 60)7/1 .2e-22:187:35//HOMO SAPIENS (HUMAN)7/Q07075 

F-NT2RP2003713//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 6 (EC 3.1 .2.1 5) (UBIQUITIN THIOLESTE- 
RASE 6) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 6) (DEUBIQUITINATING ENZYME 6) (PROTO-ON- 
COGENE TRE-2)7/2.7e-06:119:34//HOMO SAPIENS (HUMAN)7/P35125 
30 F-NT2RP2003714//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//6.7e-27:68:75//HO- 

MO SAPIENS (HUMAN).//Q05481 / 'i' ] 

F-NT2RP2003727//HYPOTHETICAL PROTEIN MG007 HOMOLOG.//0.64:110:30//MYCOPLASMA PNEUMONI- 
AE7/P75105 - ^1% '^ 

F-NT2RP2003737//UBIQUITIN-CONJUGATING ENZYME, E2-17^KD 2 (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
35 LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2)\//1~2e-72:i : 47:90//HOMO SAPIENS (HUMAN), MUS 

MUSCULUS (MOUSE), RATTUS NORVEGICUS (RAT), AND XENOPUS LAEVIS (AFRICAN CLAWED FROG).// 
P51669 '■ •■' 

F-NT2RP2003751//EXTRACELLULAR GLOBIN PRECURSOR.//0.67:68:30//PSEUDOTERRANOVA DECIPI- 
ENS(COD WORM).//P26914 " 
40 F-NT2RP2003760//COATOMER GAMMA SUBUNIT (GAMMA-COAT,PROTEIN) (GAMMA-COP)7/1 .0e-98:235: 

82//BOS TAURUS (BOVINE) 7/P53620 " ' ' 

F-NT2 R P2003764//H YPOTH ETICAL 29.3 KD PROTEIN (ORF92).//0.011 :69:34//ORGYIA PSEUDOTSUGATA 
MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV).//O10341 ' . 

F-NT2RP2003769//ATP SYNTHASE PROTEIN 8 (EC 3.6r1.34)>. (A6L)7/1 .0:33:36//EQUUS CABALLUS 
45 (HORSE)7/P48663 

F-NT2 R P2003770//PHOS PH ATE REGULON SENSOR PROTEIN PHOR (EC 2.7.3.-) (FRAGMENT) 7/0.029:35: 
42//PSEUDOMONAS AERUGINOSA.//P23621 --„,,. ; ; 

F-NT2RP2003777/HYPOTHETICAL 82 KD AVIRULENCE PROTEIN IN AVRBS3 REGION7/0.041 :67:34//XAN- 
THOMONAS CAMPESTRIS (PV. VESICATORIA)7/P 14728 : ' ^ ' 
50 F-NT2 R P200378 1 //H YPOTH ETICAL 36.7 KD PROTEINr7AH6?2* ■ IN CHROMOSOME ll.//4.7e-54:204:47// 

CAENORHABDITIS ELEGANS.//Q09201 

F-NT2RP2003793//PSEUDO-HEVEIN (MINOR HEVEIN)7/0.61 :30:36//HEVEA BRASILIENSIS (PARA RUBBER 
TREE)7/P80359 ... 

F-NT2RP2003825//ENDOTHELIN-1 PRECURSOR (ET-T)^' jpRAGM ENT) 7/1 .0:35:37//CANIS FAMILIARIS 
55 (DOG) 7/P 13206 ; ^/{\ V 

F-NT2RP2003840//H YPOTH ETICAL 48.1 KD PROTEIN B0$03;2 ; JN CHROMOSOME X 7/2. 5e-05: 80:38// 
CAENORHABDITIS ELEGANS7/Q1 1 076 I 

F-NT2RP2003857//BACTERIOCIN MICROCIN B17 PRECURSOR*(MCB17)7/0.54:28:50//ESCHERICHIA CO- 
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LI7/P05834 

F-NT2RP2003859//DROSOCIN PRECURSOR.//1.0:37:35//DROSOPHILA MELANOGASTER (FRUIT FLY).// 

P36193 : '\- ■ 

F-NT2RP2003871 

5 F-NT2RP2003885//CUTICLE PROTEIN 32 (LM-32) (LM-ACR32) <FRAGMENT)7/1 .0:28:50//LOCUSTA MIGRA- 

TORIA (MIGRATORY LOCUST)7/P11736 

F-NT2RP2003912//SERINE/THREONINE-PROTEIN KINASE NEK1 (EC 2.7.1 .-) (NIMA-RELATED PROTEIN KI- 
NASE 1).//4.8e-110:268:80//MUS MUSCULUS (MOUSE).//P51 954 

F-NT2RP2003952//AM I NO PEPTIDASE B (EC 3.4.11 .6); (ARGINYL ' AMINOPEPTIDASE) (ARGININE AMI- 
JO NOPEPTIDASE) (CYTOSOL AMINOPEPTIDASE IV) (AP-B)7/0.00024:92:31//RATTUS NORVEGICUS (RAT).// 

009175 , , .';?;■;;*■ pl 

F-NT2RP2003968//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//9.2e-05:101 :36// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P1 7437 

F-NT2RP2003976//!!!! ALU SUBFAMILY J WARNING ENTRY ! \\\u\ . 7e-21 :62:62//HOMO SAPIENS (HUMAN).// 
15 P39188 ' ■ 

F-NT2RP2003981//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS87/2.7e-08:165:22//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//P39702 • * " 

F-NT2RP2003984//UNC-87 PROTEIN.//0.75:71 :28//CAENORHABDITIS ELEGANS.//P37806 
F-NT2RP2003986//H!! ALU SUBFAMILY SP WARNING ENTRY !!!!//5.3e-19:47:70//HOMO SAPIENS.(HUMAN).// 
20 P39193 

F-NT2RP2003988//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//2.2e-18:80:58//HOMO SAPIENS (HUMAN).// 
P39195 

F-NT2RP2004013//TRANSCRIPTION FACTOR BTF3 ( R N A i P,0 LY M ERASE B TRANSCRIPTION FACTOR 3)7/ 
1.0e-52:141 :77//HOMO SAPIENS (HUMAN).//P20290 r : v- . ,' ' / 
25 F-NT2RP200401 4//MACROPHAGE INFLAMMATORY P ROTE IN-2-ALPH A (MIP2-ALPHA) (CINC-2-ALPHA).// 

0.99:45:26//RATTUS NORVEGICUS { RAT) .//Q 10746 K 

F-NT2RP2004041//SYNAPSINS IA AND IB.//0. 0022:5 1 :37//BOS TAURUS (BOVINE).//P17599 
F-NT2RP2004042//CRUSTACEAN HYPERGLYCEMIC HORMONE-PRECURSOR (CHH) (FRAGMENT) .//1 .0:49: 
28//PENAEUS VAN NAM El (PENOEID SHRIMP) (EUROPEAN-WHITE SHRIMP) 7/0261 81 
30 F-NT2RP2004066//CALDESMON (CDM).//2.9e-05:175:21//G^LLU^ ; GALLUS (CHICKEN)7/P12957 

F-NT2RP2004081//CADMIUM-METALLOTHIONEIN (C D-MT)H 93:59 :23//HE LI X POMATIA (ROMAN SNAIL) 
(EDIBLE SNAIL).//P331 87 ' V^V'l - 

F-NT2RP2004098//RAS SUPPRESSOR PROTEIN 1 (RSU-1 ) (RSPtI PROTEIN) (RSP-1).//4.6e-09:121:30//HO- 
MO SAPIENS (HUM AN).//Q1 5404 
35 F-NT2RP2004124//NONHISTONE CHROMOSOMAL PROTEIN , HMG-1 7.//0. 068:63:3 1//GALLUS GALLUS 

(CHICKEN)7/P02314 : *Y 

F-NT2 R P20041 42//HYPOTH ETI CAL 59.1 KD PROTEIN IN VPS15.-YMC2 INTERGENIC REGION.//7.9e-05:94: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38262 , ' 

F-NT2RP2004152//LAMIN L(I).//0.25:167:19//XENOPUS LAEVIS.(AFRICAN CLAWED FROG).//P09010 
40 F-NT2RP2004165//HYPOTHETICAL57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION7/0.0014:124: 

31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53214 

F-NT2RP2004170//PROLINE-RICH PROTEIN MP-3 (FRAGMENT)7/0.012:125:30//MUS MUSCULUS 
(MOUSE).//P05143 

F-NT2RP20041 72//HYPOTH ETICAL 105.7 KD PROTEIN JN/TPK3-PIR1 INTERGENIC REGION7/4.1e-26:214: 
45 35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36051 - 

F-NT2RP2004187//ZINC FINGER PROTEIN 1747/3.7e-12:76:47//HOMO SAPIENS (HUM AN).//Q1 5697 
F-NT2RP20041 94//HYPOTH ETICAL 10.5 KD PROTEIN C31A2.13C IN CHROMOSOME 17/0.0013:92:23// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09730 

F- NT2 R P2004 1 96//M ETALLOTH IO N E I N 10-11 (MT-1 0-1 1)7/0. 92 :36:36//MYT!LUS EDULIS (BLUE MUSSEL).// 
50 P80247 . V ^lJ^T, ,? 

F-NT2RP2004207//MALE ACCESSORY GLAND S EC RETOR^; PROTEIN 355A PRECURSOR7/0.92:62:35// 
DROSOPHILA SIMULANS (FRUIT FLY).//P33737 " : ;ufv Vy- 

F-NT2RP2004226//66 KD STRESS PROTEIN (P66)7/0.030:1^3!26//PHYSARUM POLYCEPHALUM (SLIME 
MOLD)7/P90587 ^x^i 
55 F-NT2RP2004232//PROTEIN KINASE C, MU TYPE (EC 2.7.1. ^(~NPKC^MU) 7/2. 0e-48:211 :51//HOMO SAPIENS 

(HUMAN)7/Q15139 v- [; . , ^ 

F-NT2RP2004239//GLUTENIN, HIGH MOLECULAR WEIGHT VuBUNIT PW212 PRECURSOR.//0.00038:111: 
36//TRITICUM AESTIVUM (WHEAT)7/P08489 . ; 




1672 



EP1 074 617 A? " 

F-NT2RP2004240//METALLOTHIONEIN-II (MT-II) (METALLOTH I dN El N-LIKE PROTEIN) (MT-CE) 7/1 .0:39:28// 
CAENORHABDITIS ELEG ANS7/P1 751 2 

F-NT2RP2004242//RAS- RELATED PROTEIN RGP1 (GTP-BINDING REGULATORY PROTEIN RGP1)7/0.0036: 
64:28//ORYZA SATIVA (RICE).//P25766 . ... t ■ ; . f . , ■ . 

5 F-NT2RP2004245//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 :34f (A6L).//l .0:21 :42//PONGO PYGMAEUS PYG- 

MAEUS (BORNEAN ORANGUTAN)7/P92896 

F-NT2RP2004270//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT)7/0.00023:118:33//NEPHILA CLA- 
VIPES (ORB SPIDER).//P46804 - 

F-NT2RP2004300//PROBABLE E4 PROTEIN7/0.18:77:40//HUMAN PAPILLOMAVIRUS TYPE 8.//P06425 
10 F-NT2RP2004316 

F-NT2R P2004321 //H YPOTH ETIC AL 10.8 KD PROTEIN SSR2439.//1.0:50:28//SYNECHOCYSTIS SP (STRAIN 
PCC 6803).//Q01904 

F-NT2RP2004339//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//5.0e-33:84:77//HOMO SAPIENS (HUMAN).// 
P39195 ' • 

15 F-NT2RP2004347//HYPOTHETICAL 40.9 KD PROTEIN F33H1.3 FROM CHROMOSOME 117/0.78:96:30// 

CAENORHABDITIS ELEGANS7/Q09556 : / 

F-NT2RP2004364//MINOR OUTER CAPS ID PROTEIN (NS26) (NONSTRUCTURAL PROTEIN VP9) 7/0. 059: 143: 
30//BOVINE ROTAVIRUS (STRAIN UK)7/P0451 5 v \ ^V^V: 1 

F-NT2RP2004365//EAMZP30-47 PROTEIN (FRAGMENT)7^i27:38:39//EIMERIA ACERVULINA7/P21 959 
20 F-NT2RP2004366//GLYCOPROTEIN L PRECURSOR7/0^4:71 :28//MAREK'S DISEASE HERPESVIRUS 

(STRAIN GA)(MDHV)7/P52510 'V V 

F-NT2RP2004373//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR (HISTIDINE-PROLINE RICH GLYCO- 
PROTEIN) (HPRG) (FRAGMENT)7/0.59:50:40//ORYCTOLAGUS FUNICULUS (RABBIT)7/Q28640 
F-NT2RP2004389//HYPOTHETICAL 70.7 KD PROTEIN FQ9G8;3 -IN CHROMOSOME lll.//4.0e-1 6:89:43// 
25 CAENORHABDITIS ELEG ANS 7/P34388 . . ... 

F-NT2RP2004392 • 

F-NT2RP2004396//SINGLE-STRANDED NUCLEIC ACID-BINDING PROTEIN7/0.42:89:29//SACCHAROMY- 
CES CEREVISIAE (BAKER'S Y EAST) 7/P 10080 

F-NT2RP2004399//SOMATOTROPIN PRECURSOR (GROWT H HORMONE)7/1 .0:72:34//MESOCRICETUS AU- 
30 RATUS (GOLDEN HAMSTER) 7/P37886 / j ' 

F-NT2RP2004400 

F-NT2RP2004412//SPERM PROTAMINE P1 7/0. 24: 38:31 //NOTORYCTES TYPHLOPS (MARSUPIAL MOLE).// 
P42143 

F- NT2 R P2004425//SU P P R E SSO R PROTEIN SRP407/0.0087:197:22//SACCHAROMYCES CEREVISIAE (BAK- 
35 ER'S YEAST)7/P32583 * v 

F-NT2RP2004463//ALPHA-2A ADRENERGIC RECEPTOR (ALPHA-2A ADRENOCEPTOR) (ALPHA-2AAR).// 
1.3e-05:121:37//MUS MUSCULUS (MOUSE) 7/Q01 338 

F-NT2RP2004476//NICKEL-SENSITIVE T-TYPE CALCIUM CHANNEL ALPHA- 1 SUBUNIT (RBE-ll)7/0.20:68: 
36//RATTUS NORVEGICUS (RAT)7/Q07652 .... . . . 

40 F-NT2RP2004490//FOS-RELATED ANTIGEN 1 7/0.94:59:33?/^6mP SAPIENS (HUMAN).//P1 5407 

F-NT2RP2004512//NADH-UBIQUINONE OXIDOREDUCTASlrG^AlN 4 (EC 1.6.5.3) (FRAGMENTS).//! .0:37: 
32//P IS ASTER OCHRACEUS (SEA STAR)7/P24998 ' ' 

F-NT2RP2004523//!!!! ALU SUBFAMILY SQ WARNING ENTRY IJ!!//2. je- 15:57:71 //HOMO SAPIENS (HUMAN).// 
P39194 '•■ 
45 F-NT2RP2004538//KINESIN-LIKE PROTEIN KIF1A (AXONAL TRAN S F?0 RTE R OF SYNAPTIC VESICLES).// 

1.2e-48:121:60//HOMO SAPIENS (HUMAN)7/Q 12756 ' v " 

F-NT2RP2004551//HYPOTHETICAL7.6 KD PROTEIN (ORF:65)7/1..0:20:50//EUGLENA GRACILIS7/P32095 
F-NT2RP2004568//PUTATIVE ATP-DEPENDENT RNA HELICASE C30D11 .037/5.2e-07:150:30//SCHIZOSAC- 
CHAROMYCES POMBE (FISSION YEAST) 7/QO 9903 ;' 7 / 

50 F-NT2RP2004580//!!!! ALU SUBFAMILY SC WARNING ENTf^Y : !!!l//3.7e-37:100:78//HOMO SAPIENS (HU- 

MAN)7/P39192 ' \ . . 

F-NT2RP2004587//H YPOTH ETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION 7/8.2e-06: 
150:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53214 

F-NT2R P2004594//H YPOTH ETICAL 45.3 KD PROTEIN C09F5.7 IN CHROMOSOME 117/0.84:105:24// 
55 CAENORHABDITIS ELEG ANS 7/Q09458 _ , :. 

F-NT2RP2004600//MYRISTOYLATED ALANINE-RICH C-KINASE'SUBSTRATE (MARCKSJ7/0.1 7:127:29//RAT- 
TUS NORVEGICUS (RAT)7/P30009 . 'I',; 

F-NT2RP2004602//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .1e-05:50:58//HOMO SAPIENS (HUMAN).// 

• « * 
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F-NT2RP200461 4//HYPOTHETICAL 11.6 KD PROTEIN7/1 .0:68:33//VACCINIA VIRUS (STRAIN COPENHA- 
GEN)7/P20561 ? / . ■ 

F-NT2RP2004655//GLYCINE-RICH RNA-BINDING PROTEIN 77/7.0e-05:70:42//ARABIDOPSIS THALIANA 
5 (MOUSE-EAR CRESS). //Q03250 

F-NT2RP2004664//HYPOTHETICAL 104.0 KD PROTEIN* k C32A11 .03C IN CHROMOSOME 17/0.30:78:38// 

SCHIZOSACCHAROMYCES POMBE (FISSION Y E AST) .//Q 10328 

F-NT2RP2004675 

F-NT2RP2004681 

10 F-NT2RP2004689//HYPOTHETICAL78.3 KD PROTEIN IN RAM2-ATP7 INTERGENIC REGION. //0.021 :1 79:24// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P34243. 

F-NT2RP2004709//HYPOTHETICAL PROTEIN MJ06477/0.90:39:'43//METHANOCOCCUS JANNASCHII.// 
Q58063 

F-NT2RP2004710//GAR2 PROTEIN7/0.085:60:30//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).// 
15 P41891 . 

F-NT2RP2004736//!!!! ALU SUBFAMILY J WARNING EN TRY ! ! ! !//4 .4e - 1 5 : 97 :49//H OM O SAPIENS (HUMAN).// 
P39188 v; 

F-NT2RP2004743//MALE SPECIFIC SPERM PROTEIN MST87F.//Q.43:24:41//DROSOPHILAMELANOGASTER 
(FRUIT FLY).//P081 75 ^V-V': 
20 F-NT2RP2004767//36.4 KD PROLINE-RICH PROTEIN 7/0.005 1:88:27//LYCOPERS ICON ESCULENTUM (TO- 

MATO)7/Q00451 ' ' / 

F- N T2 R P2004768//S E R I N E/TH R EO N I N E- P ROT E I N KINASE NRKf-(EC 2.7.1.-) (N-RICH KINASE 1)7/9.0e-29: 
166:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P38.692 
F-NT2RP2004775 \ V.":;"" -V 

25 F-NT2RP2004791//PROBABLE LEUCYL-TRNA SYNTHETASE -(EC 6.1.1.4) (LEUCINE--TRNA LIGASE) 

(LEURS)7/7.4e-60:226:53//CAENORHABDlTIS ELEGANS7/Q09996 

F-NT2RP2004799//SUCCINYL-COA LIGASE [GDP-FORMING] (l BETA-CHAIN PRECURSOR (EC 6.2.1 .4) (SUC- 
CINYL-COA SYNTHETASE, BETA CHAIN) (SCS-BETA).//2.2e^42-:1.33:57//NEOCALLIMASTIX FRONTALIS (RU- 
MEN FUNGUS) 7/P53587 " 
30 F-NT2RP2004802//HYPOTHET1CAL 17.1 KD PROTEIN IN PUR5 3'REGION7/0.018:86:32//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST) 7/P38898 4 .;. 

F-NT2RP2004816//H<BETA>58 PROTEIN.//1 .0e-68:145:93//MUS MUSCULUS (MOUSE) 7/P40336 
F-NT2RP2004841//DSRD PROTEIN.//0.83:33:39//ARCHAEOGLOBUS FULGIDUS7/P70742 
F-NT2RP2004861//KERATIN, HIGH-SULFUR MATRIX PROTEIN, 1 1 IA3A 7/0. 0072:41 :39//OVIS ARIES 
35 (SHEEP)7/P02443 

F-NT2 R P2004897//M ETALLOTH IO N E I N-LI KE PROTEIN 1 7/0.99:41 :41//CASUARINA GLAUCA (SWAMP 
OAK)7/Q39511 .,\\"; 

F-NT2RP2004933//DEATH- ASSOCIATED PROTEIN KINASE 1 (EC 2.7.1.-) (DAP KINASE 1 )7/8.4e-34: 102:67// 
HOMO SAPIENS (HUMAN) 7/P53355 . ; f i ? f * 

40 F-NT2RP2004936//HIGH POTENTIAL IRON-SULFUR PROTeIn, ISOZYME 2 (HIPIP 2) 7/0.87:36 :33//EC- 

TOTHIORHODOSPIRA VACUO LATA.//P38524 V.*- - 

F-NT2RP2004959//STEM CELL FACTOR PRECURSOR (SCF) (MASf CELL GROWTH FACTOR) (MGF) (C-KIT 
LIGAND)7/1.0:69:28//CANISFAMILIARIS(DOG)7/Q06220 , . 

F-NT2RP2004961//ZINC FINGER PROTEIN 33A (ZINC FINGER PROTEIN KOX31) (KIAA0065) (HA0946) 
45 (FRAGMENT)7/2.1 e-21 :73:58//HOMO SAPIENS (HUMAN) 7/0^730 1 

F-NT2RP2004962//!!!! ALU SUBFAMILY SB WARNING ENTRY ! ! ! !//0 . 1 7: 28 : 57//H O MO SAPIENS (HUMAN).// 
P39189 ' :" v 

F-NT2RP2004967//HYPOTHETICAL 7.3 KD PROTEIN 7/0.76:4 1:3 1//THERMOP ROTE US TENAX VIRUS 1 
(STRAIN KRA1)(TTV1).//P1 9301 ! 7/. * **" 

50 F-NT2RP2004978//SPERMATID-SP ECI FIC PROTEIN T2 [CONTAINS: SPERM PROTAMINE SP2] 7/0. 44:40:45// 

SEPIA OFFICINALIS (COMMON CUTTLEFISH).//P80002 
F-NT2RP2004982 

F-NT2RP2004985//HYPOTHETICAL PROTEIN KIAA01 447/1 .2e-51 :204:57//HOMO SAPIENS (HUMAN).// 
Q14157 . ; ; 

55 F-NT2RP2004999//LONG NEUROTOXIN 1 (ALPHA-BUNGAROTOXIN) (BGTX).//0.23:73:26//BUNGARUS MUL- 

TICINCTUS (MANY-BANDED KRAIT)7/P01378 

F-NT2RP2005000//ATPASE STABILIZING FACTOR 15 KD PROTEIN7/0.12:37:32//SACCHAROMYCES CERE- 
VISIAE (BAKER'S YEAST)7/P1 6965 ' , - 

*». V ! •- * 
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F-NT2RP2005001//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.90:54:31 //HOMO SAPIENS 
(HUMAN).//P22531 

F-NT2RP2005003//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR.//1 .6e-30:78:56//MUS 
MUSCULUS (MOUSE)7/P15533 
5 F-NT2RP2005012//NPL1 PROTEIN (SEC63 PROTEIN)7/0.00024:94:35//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST) .//P1 4906 

F-NT2RP2005018//GAG POLYPROTEIN (CORE POLYPROTEIN) [CONTAINS: CORE PROTEINS P19, P10] 
(FRAGMENT)7/1 .0:91 :28//AVIAN ENDOGENOUS ROUS-ASSOCIATED VIRUS-0 (EV-2) (AVIAN RETROVIRUS 
RAV-0)7/P06937 
10 F-NT2RP2005020 

F-NT2R P2005022//VEG ETATI BLE INCOMPATIBILITY PROTEIN HET-E-1 7/4.9e-11 :106:35//PODOSPORA AN- 

SERINA.//Q00808 

F-NT2RP2005031 

F-NT2RP2005037//ANTI-SILENCING PROTEIN 1 7/2.2e-32:117;55//SACCHAROMYCES CEREVISIAE (BAK- 
15 ER'S YEAST) 7/P32447 

F-NT2RP2005038//DNA NUCLEOTIDYLEXOTRANSFERASE (EC 2.7.7.31) (TERMINAL ADDITION ENZYME) 
(TERMINAL DEOXYNUCLEOTIDYLTRANSFERASE) (TERMINAL TRANSFERASE).//9.3e-28:187:40//AM- 
BYSTOMA MEXICANUM (AXOLOTL).//057486 

F-NT2RP2005108//CUTICLE COLLAGEN 27/0.33:62:38//CAENORHABDITIS ELEGANS7/P1 7656 
20 F-NT2RP2005116//PUTATIVE EUKARYOTIC TRANSLATION INITIATION FACTOR 3 ALPHA SUBUNIT (EIF-3 

ALPHA)7/4.0e-54:1 61 :63//CAENORHABDITIS ELEGANS7/P34466 . 

F-NT2RP2005126//CHLOROPLAST 50S RIBOSOMAL PROTEIN -L27 (FRAGMENT).//0.23:46:39//PLEURO- 
CHRYSIS HAPTONEMOFERA7/P41552 ; ■. - '' r ■" 

F-NT2RP2005139//COLLAGEN ALPHA 1 (XII) CHAIN (FRAGMENTS) 7/0.01 6 :43:37//BOS TAURUS (BOVINE).// 
25 P25508 

F-NT2RP2005140//HYPOTHETICAL 7.4 KD PROTEIN YCF$37/fr96:51 :39//GUILLARDIA THETA (CRYPTO- 
MONAS PHI) 7/07851 7 " j 

F-NT2RP2005144//TUBBY PROTEIN7/5.6e-08:66:45//MUS MUSCULUS (MOUSE) 7/P50586 
F-NT2RP2005147 

30 F-NT2RP2005159//PHOTOSYSTEM II 4 KD REACTION CENTREPROTEIN P RECURS OR 7/0. 94: 57:29//N ICO- 

TIANA TABACUM (COMMON TOBACCO), AND SPINACIA OLERACEA (SPINACH).//P121 64 
F-NT2RP2005162//HYPOTHETICAL 54.2 KD PROTEIN Ifcl ERI?5rORC6 INTERGENIC REGION7/1 .2e-33:139: 
51//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P3882l" 

F-NT2RP2005168//HETEROGENOUSNUCLEARRIBONUCLEOPROTEINU(HNRNPU)7/2.8e-33:102:61//HO- 
35 MO SAPIENS (HUMAN)7/Q00839 ^ 

F-NT2RP2005204//DNA DAMAGE TOLERANCE PROTEIN RHC31 (RAD31 HOMOLOG)7/3.9e-28:141 :42//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q06624^ : : t 
F-NT2RP2005227 ' |W J, 

F-NT2RP2005239//TRNA SPLICING PROTEIN SPL1 7/2 . 0 e- 3 8 : i 1 7 :64//C AN D I D A A LB I C AN S (YEAST)7/P87185 
40 F-NT2RP2005254//OMEGA-AGATOXIN IB (OM EGA-AG A- IB) v (FBAGMENT)7/0.26:29:48//AGELENOPSIS AP- 

ERTA (FUNNEL-WEB SPIDER).//P 15970 ' ' ' i?}'j-S : 

F-NT2RP2005270//HOMEOBOX PROTEIN HOX-A4 (CHOX-1 .4) 7/0.037:82 :34//GALLUS GALLUS (CHICKEN).// 
P17277 ^ Cf .. : . 

F-NT2RP2005276//LONG-CHAIN-FATTY-ACID--COA LIGASE'4 { (EC 6.2.1.3) (LONG-CHAIN ACYL-COA SYN- 
45 THETASE 4) (LACS 4)7/2.0e-59:1 74:61 //RATTUS NORVEGICUS (RAT).//035547 

F-NT2RP2005287//ZINC FINGER PROTEIN 26 (ZINC FINGER PROTEIN KOX20) (FRAGMENT)7/1 .5e-05:27: 
70//HOMO SAPIENS (HUMAN)7/P17031 . • W o y , 

F-NT2RP2005288//PROBABLE RUBREDOXIN HUPI7/1 .0:42:28//RHIZOBIUM LEGUMINOSARUM (BIOVAR VI- 
CIAE)7/P28151 

50 F-NT2RP2005289//!!!! ALU SUBFAMILY SP WARNING ENTRY MH//1 .1 e-21 :75:70//HOMO SAPIENS (HUMAN).// 

P39193 y\ 

F-NT2RP2005293//TRANSLATION INITIATION FACTOR ' jF-27/0.58:170:24//HELICOBACTER PYLORI 
(CAMPYLOBACTER PYLORI) 7/P55972 . \ v >•/ 

F-NT2RP2005315//CUTICLE COLLAGEN 7 (FRAGMENT)7/0.091 :65:38//CAENORHABDITIS ELEGANS.// 
55 P 18832 

F-NT2RP2005325//CHROMOGRANIN A PRECURSOR (CGA) (PITUITARY SECRETORY PROTEIN I) (SP-I) 
[CONTAINS: PANCREASTATIN; WE-1 4] 7/9.5e-09:98:39//HOMO SAPIENS (HUMAN)7/P10645 
F-NT2RP2005336//HYPOTHETICAL 68.7 KD PROTEIN Ity STB1-MCK1 INTERGENIC REGION7/0.00011:124: 
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28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P42846 / . 

F-NT2RP2005344//PROBABLE CALCIUM-TRANSPORTING : ATPASE 4 (EC 3.6.1 .38) 7/4.7e-21 :92:52//SAC- 

CHAROMYCES CEREVISIAE (BAKER'S Y E AST) .//Q 12675 

F-NT2RP2005354 

5 F-NT2RP2005358//MYOSIN IC HEAVY CHAIN.//0.01 2:91 :39//ACANTH AMOEBA CASTELLAN 1 1 (AMOEBA).// 

P10569 

F-NT2RP2005360//ACROSIN PRECURSOR (EC 3.4.21 .1 0)7/0. 0022: 73 :36//ORYCTOLAGUS CUNICULUS 
(RABBIT).//P48038 V 1 

F-NT2RP2005393//HYPOTHETICAL 25.9 KD PROTEIN AH6.3 IN CHROMOSOME 117/0.00085:135:28// 
10 CAENORHABDITIS ELEGANS .//Q09202 

F-NT2RP2005407//SQUALENE MONOOXYGENASE (EC 1.14.99.7) (SQUALENE EPOXIDASE) (SE)7/0.96: 
109:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P32476 

F-NT2RP2005436//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN)7/0.0011 :54:42//ZEA MAYS 
(MAIZE).//P14918 

15 F-NT2RP2005441//PROLINE-RICH PROTEIN MP-2 . PRECURSOR7/0.039:182:29//MUS MUSCULUS 

(MOUSE) .//P051 42 \ V, 

F-NT2RP2005453 

F-NT2RP2005457//NADH -UBIQUINONE OXIDOREDUCTASE SUBUNIT B14.5B (EC 1.6.5.3) (EC 1.6.99.3) 
(COMPLEX I-B14.5B) (CI-B14.5B).//4.0e-10:124:37//BOS TAURUS (BOVINE).//Q02827 
20 F-NT2RP2005464//HYPOTHETICAL 9.5 KD PROTEIN.//0.96:42:33//VACCINIA VIRUS (STRAIN COPENHA- 

GEN).//P20553 , . 

F-NT2RP2005465//MITOCHONDRIAL CARRIER PROTEIN RlM27/4.6e-09:92:42//SACCHAROMYCES CERE- 
VISIAE (BAKER'S YEAST)7/P38127 ! -:..' -r, • C 

F-NT2RP2005472//HYPOTHETICAL PROTEIN BB0129.//0.76:80:32//BORRELIA BURGDORFERI (LYME DIS- 
25 EASE SPIROCHETE).//051155 

F-NT2RP2005476//!!!! ALU SUBFAMILY SP WARNING ENTRY !l!!//1 .Oe-31 :39:89//HOMO SAPIENS (HUMAN).// 
P39193 , 1 

F-NT2RP2005490//METALLOTHIONEIN-II (MT-II).//0.14:27:33//SCYLLA SERRATA (MUD CRAB)7/P02806 
F-NT2RP2005491//DNA-DIRECTED RNA POLYMERASE SUBUNIT I (EC 2.7.7.6) 7/0.95:45:3 1//METHANO- 
30 COCCUS JANNASCHII7/Q58785 

F-NT2RP2005495//HYPOTHETICAL10.8 KD PROTEIN INGP30-RIII INTERGENIC REGION.//0.99:68:30//BAC- 
TE RIO PHAGE T47/Q02407 , ^ 

F-NT2RP2005496//ZINC FINGER PROTEIN 1357/1 .4e-54; 120: 59//HOMO SAPIENS (HUMAN) 7/P52742 
F-NT2RP2005498//PROTEIN PHOSPHATASE PP2A, 55 KD REGULATORY SUBUNIT, ALPHA ISOFORM (PRO- 
35 TEIN PHOSPHATASE PP2A B SUBUNIT ALPHA ISOFORMHALPHA-PR55)7/9.5e-76:146:86//RATTUS NOR- 

VEGICUS (RAT).//P36876 . .-^ - .. 

F-NT2RP2005501//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3)^ (MAC-2 ANTIGEN) (IGE-BINDING PRO- 
TEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) (CBP 35) (LAMININ-BINDING PROTEIN) 
(LECTIN L-29) (L-31) (GALACTOSIDE-BINDING P ROTE IN) (G ALB P ) 7/0 . 025 : 70 :40//H O M O SAPIENS (HU- 
40 MAN)7/P17931 \.V r - ^ 

F-NT2RP2005509//PROCOLLAGEN ALPHA 1 (I) CHAIN PRECURSOR 7/1 .0:1 66:27//GALLUS GALLUS (CHICK- 
EN)7/P02457 

F-NT2RP2005520//CHROMOSOME ASSEMBLY PROTEIN XC4P : E7/7.9e-45:118:79//XENOPUS LAEVIS (AF- 
RICAN CLAWED FROG).//P50533 ' : \X\ ' 
45 F-NT2RP2005525//50S RIBOSOMAL PROTEIN L11 7/1.0:47:27//BORRELIA BURGDORFERI (LYME DISEASE 
SPIROCHETE)7/051354 

F-NT2RP2005531//PROTEIN-TYROSINE PHOSPHATASE MEG1 (EC 3.1. 3.48) (PTPASE-MEG1) (MEG)7/9.8e- 
13:84:45//HOMO SAPIENS (HUMAN)//P29074 \ 

F-NT2RP2005539//RING CANAL PROTEIN (KELCH - PROTEIN)7/4.9e-10:90:33//DROSOPHILA MELA- 
50 NOGASTER (FRUIT FLY)7/Q04652 * .*" 

F-NT2RP2005540//NUCLEOTIDE BINDING PROTEIN EXPZ7/0.36:119:21//BACILLUS SUBTILIS.//P39115 
F-NT2RP2005549//HYPOTHETICAL 32.0 KD PROTEIN C16C10.10 IN CHROMOSOME lll.//6.0e-39:179:46// 
CAENORHABDITIS ELEGANS 7/Q09253 

F-NT2RP2005555 . . , 

55 F-NT2R P2005557//H YPOTH ETICAL 23.7 KD PROTEIN^ C13G6.14 IN CHROMOSOME l.//4.9e-06:90:35// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q0979q7 
F-NT2RP2005581 ' ' V " 

F-NT2RP2005600//BASIC PROLINE-RICH PEPTIDE P-E (IB-9)7/0.014:37:40//HOMO SAPIENS (HUMAN).// 
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F-NT2RP2005605//GONADOLIBERIN I PRECURSOR (LHRH.il) (LUTEINIZING HORMONE RELEASING HOR- 
MONE I) (GONADOTROPIN RELEASING HORMONE I) (G.N RH I ) ■ ( LU LI BE R I N I) (FRAGMENT) 7/0.64:26:42// 
MACACA MULATTA (RHESUS MACAQUE).//P55247 ■ 
5 F-NT2RP2005620//HYPOTHETICAL45.1 KD PROTEIN IN RPS5-ZMS1 INTERGENIC REGION7/8.7e-31 :138: 

49//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P471 60 ' 

F-NT2RP2005622//NEUROTOXIN-LIKE PROTEIN STR1 (ANATOXIN AAH ST R 1 ).//0. 39:22 :40//ANDROC- 
TONUS AUSTRALIS HECTOR (SAHARA SCORPION)7/P80950 ... 

F-NT2R P2005635//HYPOTH ETI CAL 80.7 KD PROTEIN IN ERG7.-NMD2 INTERGENIC REGION7/5.8e-43:144: 
10 56//SACCH ARO M YC ES CEREVISIAE (BAKER'S YEAST)7/P38795 : . 

F-NT2RP2005637//VPU PROTEIN (U ORF PROTEIN).//0.91:33:45//CHIMPANZEE IMMUNODEFICIENCY VI- 
RUS (SIV(CPZ)) (CIV).//P1 7286 . i.', 

F-NT2RP2005640//METALLOTHIONEIN-LIKE PROTEIN LSC547/0.63:41:31//BRASSICA NAPUS (RAPE).// 
P43402 
15 F-NT2RP2005645 

F-NT2RP2005651//OCTAMER -BIN DING TRANSCRIPTION FACTOR 3A (OCT-3A) (OCT-4) 7/0.0023 :50:42//HO- 
MO SAPIENS (HUMAN).//Q01 860 

F-NT2RP2005654//HYPOTHETICAL48.6 KD PROTEIN IN BET1;-PAN1 INTERGENIC REGION.//6.1e- 16:76:44// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40564^ ; * . 
20 F-NT2RP2005669//METALLOTHIONEIN-II (MT-I I) 7/0.76: 1 6:50//SCYLLA SERRATA (MUD CRAB)7/P02806 

F-NT2RP2005675//PUTATIVE ORAL CANCER SUPPRESSOR (DELETED IN ORAL CANCER-1).//6.5e-26:116: 
54//MESOCRICETUS AURATUS (GOLDEN HAMSTER)7/P49119. 

F-NT2RP2005683//HYPOTHETICAL PROTEIN HI02757/0.1.7:50:40//HAEMOPHILUS INFLUENZAE7/P43975 
F-NT2RP2005690//PYRROLINE-5-CARBOXYLATE REDUCTASE^ e6 1.5.1.2) (P5CR) (P5C REDUCTASE).// 
25 1 .3e-16:75:30//PISUM SATIVUM (GARDEN PEA)y/Q04706^**k!'i- " 

F-NT2RP2005694//HYPOTHETICAL PROTEIN KIAA00327/a6e,11:135:34//HOMO SAPIENS (HUMAN).// 
Q 15034 r 

F-NT2RP2005701//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT)7/0.084:158:32//HOMO SAPIENS (HUMAN)7/P10161 t ] V 
30 F-NT2RP2005712//METALLOTHIONEIN-II (MT-II)7/0.19:14:50//STEISIELLA COERULEOALBA (STRIPED DOL- 

PHIN).//P14425 lj 

F-NT2RP2005719//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENT) 7/1 .0:36:41 //ORYCTOLAG US CUNICULUS 
(RABBIT)7/P02456 

F-NT2RP2005722//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//7.8e-37:131 :62//HOMO SAPIENS (HU- 
35 MAN)7/P16415 " ~ ' ' : 

F-NT2RP2005723//!!!! ALU SUBFAMILY SC WARNING ENTRY !N!//0.98:23:60//HOMO SAPIENS (HUMAN).// 
P39192 

F-NT2RP2005726//HYPOTHETICAL PROTEIN TP03757/0.98:30:43//TREPONEMA PALLID UM7/O83390 
F-NT2RP2005732//PERIOD CLOCK PROTEIN (FRAGMENT) 7/0.41 :20:55//DROSOPHILA ROBUSTA (FRUIT 
40 FLY)7/Q03296 

F-NT2RP2005741//SMR1 PROTEIN PRECURSOR (VCS-ALPHA 1 )7/0.38:58:36//RATTUS NORVEGICUS 
(RAT)7/P13432 . , 

F-NT2RP2005748//ZINC FINGER PROTEIN KOX23 (FRAGMENT).//0.026:19:68//HOMO SAPIENS (HUMAN).// 

P17034 

45 F-NT2RP2005752//PROCOLLAGEN ALPHA 1(111) CHAIN?p|^ SAPIENS (HU- 

MAN)7/P02461 

F-NT2RP2005753//DNA-BINDING P52/P1 00 COMPLEX, 106kDSUBUNIT(FRAGMENTS).//0.50:22:59//HOMO 
SAPIENS (HUMAN)7/P30808 ■ 

F-NT2RP2005763//PUTATIVE ATP-DEPENDENT RNA HELICASE $TE1 37/4.7e-1 4: 1 08:37//SCHIZOSACCHA- 
50 ROMYCES POMBE (FISSION YEAST)7/Q09181 ' ' " 

F-NT2RP2005767//NONHISTONE CHROMOSOMAL PROTEIN:6B7/4,1e-08:65:32//SACCHAROMYCES CER- 
EVISIAE (BAKER'S YEAST) 7/P1 1633 ,; : ! v 

F-NT2RP2005773//PYRROLINE-5-CARBOXYLATE REDUCTASE ''(EC 1.5.1.2) (P5CR) (P5C REDUCTASE).// 
1.2e-14:65:61//HOMO SAPIENS (HUMAN).//P32322 
55 F-NT2RP2005775//NEUROLYSIN PRECURSOR (EC 3.4.24.1,6) (NEUROTENSIN ENDOPEPTIDASE) (MITO- 

CHONDRIAL OLIGOPEPTIDASE M) (MICROSOMAL ENDOPEPTIDASE) (MEP).//1 .3e- 103:1 99:90//ORYC- 
TOLAGUS CUNICULUS (RABBIT)7/P42675 

F-NT2RP2005781//SALIVARY ACIDIC PROLINE-RICH PHOSPHOPROTEIN 1/2 PRECURSOR (PRP-1 / PRP- 
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3) (PRP-2/PRP-4)(PIF-F/PIF-S) (PROTEIN A/ PROTEIN G)j[CONTAINS: PEPTIDE P-C]7/0.090:73:36//HOMO 
SAPIENS (HUMAN)7/P02810 ' / ; ' > ' : " ' : : 

F-NT2RP2005784//TRANS-ACTING TRANSCRIPTIONAL ' PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN 
IE110) (VMW110) (ALPHA-0 PROTEIN)7/3.5e-06:79:37//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN 17)7/ 
5 P08393 

F-NT2R P2005804//H YPOTH ETI CAL PROLINE-RICH P ROTE I N ( FR AG M E NT) 7/1 .8e-07:43:55//OWENIA FUSI- 
FORMIS7/P21260 tj . tj -. , 

F-NT2RP2005812//HYPOTHETICAL39.3 KD PROTEIN IN GCN4-WBP1 INTERGENIC REGlON7/6.3e-14:143: 
31//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/P^O 004 . 
10 F-NT2RP2005815//FERROCHELATASE(EC4.99.1.1)(PROTOHEME FERRO-LYASE) (HEME SYNTHETASE) 7/ 

0.0017:123:37//MYCOBACTERIUM AVIUM7/O07401 

F-NT2RP2005835//SHP1 PROTEIN 7/1 .2e-08:135:26//SACCHAROMYCES CEREVISIAE (BAKER'S YE AST) 7/ 
P34223 

F-NT2RP2005841//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N)7/0.23:28:53//HOMO SAPIENS 
15 (HUMAN)7/P22532 - 

F-NT2RP2005853//HYPOTHETICAL 8.5 KD PROTEIN IN 'feiA-MOTA INTERGENIC REGION 7/0.99:33:48// 
BACTERIOPHAGE T47/P22917 \ \ 

F-NT2RP2005857//CHROMOSOME ASSEMBLY PROTEIN XCAP-C7/8.6e-84:235:66//XENOPUS LAEVIS (AF- 
RICAN CLAWED FROG)7/P50532 
20 F-NT2RP2005859//MALE SPECIFIC SPERM PROTEIN . MST84DB7/0.017:60:40//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)7/Q01 643 

F-NT2RP2005868//ATP SYNTHASE B' CHAIN PRECURSOR (EC ; 3.6.1. 34) (SUBUNIT 11)7/0.28:121 :28//SPI NA- 
CIAOLERACEA(SPINACH)7/P31853 

F-NT2RP2005886//MICRONUCLEAR LINKER HISTONE POLYPROTEIN (MIC LH) [CONTAINS: LINKER HIS- 
25 TONE PROTEINS ALPHA, BETA, DELTA AND GAMMA] J/o!80:130:28//TETRAHYMENA THERMOPHILA7/ 

P40631 

F-NT2RP2005890 . .:j ; 

F-NT2RP2005901//ATP SYNTHASE PROTEIN 8 (EC 3.6. 1 .34) (A^L) 7/0.35:1 8:44//DROSOPHILA YAKUBA 

(fruit FLY)7/P03933 ;• : ; -; r ;^'i 

30 F-NT2RP2005908//HM ALU SUBFAMILY SQ WARNING ENtR^jl!!//^\0e-28:61 :65//HOMO SAPIENS (HUMAN)7/ 

P39194 < \ 

F-NT2RP2005933//PERIOD CLOCK PROTEIN (P230) (FRAGMENT)7/1.7e-11 :85:49//ACETABULARIA MEDI- 
TERRANEA (MERMAID'S WINE G LASS) 7/P 12347 " " Wl ^ . 

F-NT2RP2005942//POLY(A) POLYMERASE (EC 2.7.7.19) (PAPf (POLYNUCLEOTIDE ADENYLYLTRANS- 
35 FERASE)7/7.2e-59:21 6:58//BOS TAURUS (BOVINE)7/P25500 

F-NT2RP2005980//HYPOTHETICAL 11.5 KD PROTEIN IN RSP8A-AST1 INTERGENIC REGION 7/1 .0:49:34// 
SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/P38 185 

F-NT2RP2006023//DNA REPAIR PROTEIN RECN (RECOMBINATION PROTEIN N) (FRAGMENT)7/1 .0:40:45// 
VIBRIO CHOLERAE7/P52118 r \ -". 

40 F-NT2RP2006038//HYPOTHETICAL 30.2 KD PROTEIN C02F5:4 IN CHROMOSOME Ill7/4.0e-11 :90:34// 

CAENORHABDITIS ELEGANS7/P34281 

F-NT2RP2006043//L7VMININ BETA-1 CHAIN VARIANT (LAMININ BETA- 1-2 CHAIN) (FRAGMENT) 7/0.00067:73: 
38//GALLUS GALLUS (CHICKEN)7/Q01636 : . ; v . t 

F-NT2RP2006052//METALLOTHIONEIN-I (MT-i)7/0.19:3r:38//CERCG)PITHECUS AETHIOPS (GREEN MON- 
45 KEY) (GRIVET)7/P02797 ' . ? > s - 

F-NT2RP2006069//COLLAGEN ALPHA 2(l) CHAIN (FRAGMENTS)!//! .6: 66:34//RATTUS NORVEGICUS (RAT).// 
P02466 ■ ?..?'>■'" " 

F-NT2RP2006071//RESTIN7/0.40:156:29//GALLUS GALLUS (CHIC KEN) 7/042 184 

F-NT2RP2006098//HYPOTHETICAL 21.7 KD PROTEIN IN TUP1-ABP1 INTERGENIC REGION.//0.99:95:20// 
50 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P2565W-: , ? 

F-NT2RP2006100//LONG NEUROTOXIN 4 (ALPHA-NEUROfOXIN)7/0.94:43:34//OPHIOPHAGUS HANNAH 
(KING COBRA) (NAJA HANNAH) 7/P801 56 ' ^ ' H 

F-NT2RP2006103//50S RIBOSOMAL PROTEIN L327/0.40:36:38//SYNECHOCYSTIS SP. (STRAIN PCC 6803)7/ 
P73014 " ■ « ■ 

55 F-NT2RP2006106//CUTICLE COLLAGEN 1 7/0.28:85:29//CAENORH^BDITIS ELEGANS 7/P081 24 

F-NT2RP20061 41 //HYPOTHETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME 17/1 .9e-08:57:42// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09701 

F-NT2RP2006166 
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F-NT2RP20061 84//HYPOTHETICAL 11.2 KD PROTEIN IN CSGC-MDOG INTERGENIC REGION PRECUR- 
SOR. I/O. 95:87 :26//ESC HE RICH I A COLI.//P75917 • * V - 

F-NT2RP2006186//MICROTUBULE-ASSOCIATED PROTEIN '27/6.088:1 24 :33//M US MUSCULUS (MOUSE).// 
P20357 •< -.' . 

5 F-NT2RP2006196//!!!! ALU SUBFAMILY SP WARNING ENTRY !l|!//4.Qe-05:49:61//HOMO SAPIENS (HUMAN).// 

P39193 • J/ 

F-NT2RP2006200//PROCOLLAGEN ALPHA 2(V) CHAIN PRECURSOR7/0.0013:205:32//HOMO SAPIENS (HU- 
MAN)7/P05997 

F-NT2RP2006219//GONADAL PROTEIN GDL//3.5e-18:158:37//DROSOPHILA MELANOGASTER (FRUIT 
10 FLYJ.//P22468 

F-NT2RP2006237//FIBRINOGEN- AND IG-BINDING PROTEIN .-PRECURSOR (MRP PROTEIN).//0. 79: 103:28// 
STREPTOCOCCUS PYOGENES.//P30141 ? * : 

F-NT2RP2006238//PROLINE-RICH PROTEIN MP-3 (FRAGMENT).//4.7e-07:127:39//MUS MUSCULUS 
(MOUSE)7/P05143 

15 F-NT2RP2006258//PROBABLE E5 PROTEIN.//0.78:47:34//RHESUS PAPILLOMAVIRUS TYPE 1 (RHPV 1)7/ 

P24834 

F-NT2RP2006261//PENAEIDIN-3A PRECURSOR (P3-A)7/0.61 :35:40//PENAEUS VANNAMEI (PENOEID 
SHRIMP) (EUROPEAN WHITE SHRIMP)7/P81058 

F-NT2RP2006275//ELECTROMOTOR NEURON-ASSOCIATED PROTEIN 2 (FRAGMENT)7/1 .2e-28: 59:57// 
20 TORPEDO CALIFORNIA (PACIFIC ELECTRIC RAY)7/P1440,1 

F-NT2RP2006312//HIGH-MOBILITY-GROUP PROTEIN (NONHISTONE CHROMOSOMAL PROTEIN)7/1 .6e-06: 
53:35//TETRAHYMENAPYRIFORMIS7/P40625 . ( ' i'.-'^JL-:) 

F-NT2RP2006320//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN) (FRAGMENT)7/0.90:24:41// 
HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATE).(ftlV : ,1)7/P04612 
25 F-NT2RP2006321//NI! ALU SUBFAMILY SPWARNING ENTRY 111 !//6 .0051 :25:76//HOMO SAPIENS (HUMAN).// 

P39193 • ' . 

F-NT2RP2006323//WISKOTT-ALDRICH SYNDROME PROTEIN (WASP)7/0.84:33:39//HOMO SAPIENS (HU- 
MAN)7/P42768 V .^'i*> *. 

F-NT2RP2006333//MYOTOXIN 3 PRECURSOR (CROTAMINE;3)7/6:56:37:40//CROTALUS DURISSUS TER- 

30 RIFICUS (SOUTH AMERICAN RATTLESNAKE) 7/P24333 . ' j 

F-NT2RP2006334//SUCCINYL-COA LIGASE [GDP-FORMING]' ALPHA-CHAIN 3 PRECURSOR (EC 6.2.1.4) 
(SUCCINYL-COA SYNTHETASE, ALPHA CHAIN 3).//0.00p97;.46:4 v 1//TRICHOMONAS VAGINAL I S.//P53401 
F-NT2RP2006365//NONSPECIFIC LIPID-TRANSFER PROTEINICS PRECURSOR (LTP 4.3)7/0. 18:75:29//HOR- 
DEUM VULGARE (BARLEY) 7/Q42842 

35 F-NT2RP2006393//OMEGA-CONOTOXIN MVIIC PRECURSOR (FRAGMENT)7/0.82:15:66//CONUS MAGUS 

(MAGUS CONE)7/P37300 

F-NT2RP2006436//ANTERIOR-RESTRICTED HOMEOBOX PROTEIN (RATHKE POUCH HOMEO BOX)7/1 .4e- 
08:50:50//MUS MUSCULUS (MOUSE).//Q61 658 . . 

F-NT2RP2006441//METALLOTHIONEIN-LIKE PROTEIN 1 7/0.99:22:54//MIMULUS GUTTATUS (SPOTTED 
40 MONKEY FLOWER) (YELLOW MONKEY FLOWER)7/P20238. t ,, 

F-NT2RP2006454//SPERM PROTAMINE P17/0.60:47:36//TACHYGLOSSUS ACULEATUS ACULEATUS (AUS- 
TRALIAN ECHIDNA)7/P35311 v , 
F-NT2RP2006456 " y \^'^- ' 

F-NT2RP2006464//PHOTOSYSTEM I IRON-SULFUR CENTERS (PHOTOS YSTEM I SUBUNIT VII) (9 KD 
45 POLYPEPTIDE) (PSI-C)7/0.91:79:30//SYNECHOCOCCUS SPjSTRAiN PCC 7002) (AGMENELLUM QUADRU- 

PLE ATUM).//P3 1087 ". *f!% : ^V 7 

F-NT2RP2006467//PUTATIVE CUTICLE COLLAGEN F55C10.37/6!l5:53:35//CAENORHABDITIS ELEGANS.// 
Q21184 ! [ 

F-NT2RP2006472//HYPOTHETICAL 19 KD PROTEIN (ORF.i67)7/0.33:98:26//MARCHANTIA POLYMORPHA 
so (LIVERWORT)7/P12202 " .py^?V5 ,: r . 

F-NT2RP2006534 ' " ' 

F-NT2RP2006554//ANTI-SIGMA F FACTOR ANTAGONIST (STAGE'IISPORULATION PROTEIN AA).//0.91 :50: 
34//BACILLUS SPHAERICUS.//032723 „. /' ~ . 

F-NT2RP2006565//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 1 (SCAMP 37)7/6.0e-66:93: 
55 96//RATTUS NORVEGICUS (RAT)7/P56603 

F-NT2RP2006571//CYTOCHROME P450 2B10 (EC 1.14.14.1) (CYPIIB10) (TESTOSTERONE 16-ALPHA HY- 
DROXYLASE) (P450-16-ALPHA) (CLONE PF3/46).//4.5e-40:138:57//MUS MUSCULUS (MOUSE)7/P 12791 
F-NT2RP2006573//SPERM PROTAMINE P1 (CYSTEINE-RICH PROTAMINE)7/0.53:46:39//BOS TAURUS (BO- 
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VINE)7/P02318 

F-NT2RP2006598//!!!! ALU SUBFAMILY SX WARNING ENTRY J!!!//1 -3e-12:44:77//HOMO SAPIENS (HUMAN).// 
P39195 

F-NT2RP3000002//!!!! ALU SUBFAMILY SC WARNING ENTRY HN//1 .4e-19:60:63//HOMO SAPIENS (HUMAN).// 
5 P39192 ; « 

F-NT2RP3000031 //HYPOTHETICAL 89.8 KD PROTEIN F41H10.6 IN CHROMOSOME IV.//2.1e-39:2 10:42// 
CAENORHABDITIS ELEGANS7/Q20296 rtV i> ••■ 

F-NT2RP3000046//POSSIBLE THIOPHENE AND FURAN oklDATION PROTEIN THDF.//1 .4e-25: 149:44// 
PSEUDOMONAS PUTIDA7/P25755 \ if; 

10 F-NT2RP3000047//NPL4 PROTEIN7/4.7e-48:275:38//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 

P33755 

F-NT2RP3000050//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)7/3.2e-72:232:59//HOMO SA- 
PIENS (HUMANJ.//P51 522 

F-NT2RP3000055//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.26:57:36//DROSOPHILA MELA- 
'S NOGASTER (FRUIT FLY)7/Q01 643 

F-NT2RP3000068//HYPOTHETICAL 182.0 KD PROTEIN IN NMD5-HOM6 INTERGENIC REGION 7/0.001 4:66: 
34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P47 170 

F-NT2RP3000072//HYPOTHETICAL 6.7 KD PROTEIN IN NOHtf-CSPI INTERGENIC REG ION. //0.95:49 ^//ES- 
CHERICHIA COLI.//P77695 ; • • 
20 F-NT2RP3000080//!!!! ALU SUBFAMILY J WARNING ENTRY : !!!!//5.1e-17:64:68//HOMO SAPIENS (HUMAN).// 

P39188 

F-NT2RP3000085//B1OTIN CARBOXYLASE (EC 6.3.4.1 4)' (A'SUBUNIJ OF ACETYL-COA CARBOXYLASE (EC 
6.4.1 .2)) (ACC)7/4.4e-43:169:51//BACILLUS SUBTILIS7/P49787-. : v, 

F-NT2RP3000092//CELL DIVISION CONTROL PROTEIN 17/0. 00016:1 03:31 //SACCHAROMYCES CEREVI- 
25 SIAE (BAKER'S YEAST) 7/P40986 r ... > )>\ :V 

F-NT2RP3000109//ACYL CARRIER PROTEIN HOMOLOG (ACP).//p.76:83:28//MYCOPLASMA GENITALIUM.// 

P47529 yi}\ 

F-NT2RP3000134 

F-NT2RP3000142//GAR2 PROTEIN.//0.00098:241 :20//SCHIZOSACCHAROMYCES POMBE (FISSION 
30 YEAST) 7/P41 891 ., " .. t..^;. . 

F-NT2RP3000149//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34V(A6|f) 7/0.0014:33 :36//PONGO PYGMAEUS ABE- 
LM (SUMATRAN ORANGUTAN)7/P92694 

F-NT2RP3000186//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//8.3e-15:36:83//HOMO SAPIENS (HUMAN).// 
P39188 

35 F-NT2R P30001 97//HYPOTH ETICAL 6.0 KD PROTEIN IN THH2;5'REGION7/0.91 :21 :52//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST) 7/P53820 ' ■ ]. 

F-NT2RP3000207//GLUCO AMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//0.026:209:27//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) 7/P08640 -*t&\ 
40 F-NT2RP3000220//DNA-BINDING P52/P1 00 COMPLEX,. 100 KD.SUBUNIT (FRAGMENTS).//1 .0:26:42//HOMO 

SAPIENS (HUMAN)7/P30808 # , V ■' ' ^ _ 

F-NT2RP3000233//RING CANAL PROTEIN (KELCH 'PROTEIN j 7/2.1 e-42:249:39//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY) Y/Q04652 . v i & 7 

F-NT2RP3000235//HOMEOBOX PROTEIN H40 (FRAGMEN^7/b.5'5: , 45:40//APIS MELLIFERA (HONEYBEE).// 
45 P15858 U'^r.y." 

F-NT2RP3000247//HYPOTH ETICAL PROTEIN KIAA021 87/1^76-82: 123:69//HO MO SAPIENS (HUMAN).// 
Q93075 V ir : 

F-NT2RP3000251//SERINE PROTEINASE STUBBLE (EC i3.4-2t.-j'(ST UBBLE-STUBBLOID PROTEINJ7/1 .0:53: 
33//DROSOPHILAMELANOGASTER(FRUITFLY)7/Q05319 * ; ! 

50 F-NT2 R P3000252//H Y PO TH ETI C AL 40 KD GTP-BINDING PROTEIN IN RIBOSOMAL PROTEIN GENE CLUS- 

TER 5'REG!ON7/2.2e-06:96:32//HALOBACTERIUM CUTIRUBRUM.//P1 71 03 
F-NT2RP3000255//HISTONE H1.1 ( F R AGM E NT) 7/0.95:71: 33//BOS TAU RUS (BOVINE).//P02253 
F-NT2RP3000267//HYPOTH ETICAL 21 .1 KD PROTEIN IN SSR-SERA INTERGENIC REGION (0182)7/0.38:77: 
33//ESCHERICHIA COLI7/P09160 

55 F-NT2RP3000299//MYOSIN IC HEAVYCHAIN7/1 .2e-11 :147:34//ACANTHAMOEBACASTELLANII (AMOEBA).// 

P10569 • - : -* k . 

F-NT2RP300031 2//HYPOTH ETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION7/0.64:216: 
29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P532 14 - 

V 
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F-NT2RP3000320//TRANSLATION INITIATION FACTOR IF-2.//5:2e-05:184:22//AQUIFEX AEOLICUSV/067825 
F-NT2RP3000324//HYPOTHETICAL PROTEIN HI10367/0.69:'64:35//HAEMOPHILUS INFLUENZAE7/P44097 
F-NT2RP3000333//WIR1A PROTEIN7/0.35:51 :41//TRITICUM AESTIVUM (WH EAT) 7/Q0 1482 
F-NT2RP3000341//!!!! ALU SUBFAMILY SB WARNING ENTRY HM//2.1 e-30:57:80//HOMO SAPIENS (HUMAN).// 
5 P39189 a/rt J 

F-NT2RP3000348 

F-NT2RP3000350//HYPOTHETICAL40 KD GTP-BINDING PROTEIN IN RIBOSOMAL PROTEIN GENE CLUS- 
TER 5'REGION7/0.0011:77:35//HALOBACTER!UM CUTIRUBRUM.//P1 71 03 

F-NT2RP3000359//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.1 0) (AK3)7/1 .2e-97:222: 
10 84//BOS TAURUS (BOVINE) 7/P08760 ' . 

F-NT2RP3000361//PRE-MRNA SPLICING FACTOR PRP6.//2.2e-08:128:28//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P19735 

F-NT2RP3000366//RAS-RELATED PROTEIN RAB-1 87/2.1 e-1 07:206:99//MUS MUSCULUS (MOUSE) 7/P35293 
F-NT2RP3000393//HOMEOBOX PROTEIN HOX-C4 (HOX-3E) (C P 19) 7/0.0023 :36:52//HOMO SAPIENS (HU- 
15 MAN)7/P09017 ' 

F-NT2RP3000397//PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE (DEAH BOX PROTEIN 13)7/ 
5.5e-27:116:44//MUS MUSCULUS (MOUSE).//035286 

F-NT2RP3000403//PRE-MRNA PROCESSING PROTEIN .PRP407/o!o0044:67:34//SACCHAROMYCES CERE- 
VISIAE (BAKER'S YEAST)7/P33203 
20 F-NT2RP3000418//RETROVIRUS-RELATED POL POLYPRQTEIN [CONTAINS: REVERSE TRANSCRIPTASE 

(EC 2.7.7.49); ENDONUCLEASE]7/2.2e-16:228:34//MUS MUSCULUS (MOUSE).//P11369 
F-NT2RP3000433//I!!! ALU SUBFAMILY J WARNING ENTRY I! !!//.1 r 7e-1 7:79:55//HOMO SAPIENS (HUMAN).// 
P39188 t :. v ; v 

F-NT2RP3000439//HYPOTHETICAL 46.4 KD PROTEIN IN,FFH^GRPE INTERGENIC REGION 7/9.8G-1 0:201 : 
25 26//ESCHERICHIACOLI.//P37908 \ 

F-NT2RP3000441//PROTEIN-EXPORT MEMBRANE PROTEIN SECG-HOMOLOG7/0.91 :48:35//MYCOBACTE- 
RIUM LEPRAE7/P38388 

F-NT2RP3000449//HOMEOBOX PROTEIN HOX-B8 (CHOX-2.4) (FRAGMENT) 7/1 .0:42:33//GALLUS GALLUS 
(CHICKEN)7/P23681 v 
30 F-NT2RP3000451 .77- 

F-NT2RP3000456//COLLAGEN ALPHA 1(1) CHAIN 

(FRAGMENTS)7/0.00018:178:36//RATTUS NORVEGICUS (RAT).//P02454 

F-NT2RP3000484//METALLOTHIONEIN-III (MT-II I) (GROWTH INHIBITORY FACTOR) (GIF).//0.098:40:27//BOS 
TAURUS (BOVINE)7/P37359 , . \ 

35 F-NT2RP3000487//SULFATED SURFACE GLYCOPROTEIN 1 85 (SSG 1 85)7/0.00037:1 6:8 1//VOLVOX CART- 

ERI.//P21997 * ; r ; -' ; 

F-NT2RP3000512 , 

F-NT2RP3000526//HYPOTHETICAL NIN REGION PROTEIN 6 RF56 7/0.51 :37:43//BACTE RIO PHAGE LAMB- 
DA7/P03769 . , ' :v ,,;.- , 

40 F-NT2RP3000527//ZINC FINGER PROTEIN 83 (ZINC FINGER' PROTEIN HPF1).//1 .0e-16:234:30//HOMO SA- 

PIENS (HUMAN).//P51522 - : * : « 

F-NT2RP3000531//POLIOVIRUS RECEPTOR PRECURSOR (6bl 55 ANTIGEN)7/3.4e-1 5:1 92:30//HOMO SA- 
PIENS (HUMAN)7/P1 51 51 , 

F-NT2RP3000542//CYTO CHROME C OXIDASE POLYPEPTIDE 1 1 '( EC 1.9.3.1) (FRAGM ENT) 7/0.60:51 :39//AS- 
45 TERINAPECTINIFERA(STARFISH)7/P11958 t 'I ^ 

F-NT2 R P300056 1 //H YPOTH ETICAL ATP-BINDING PROT El N : :MJ0423 7/0. 79:53 :32//METHANO COCCUS JAN- 
NASCHII7/Q57866 , Ml £ \ 

F-NT2RP3000562//ACCESSORY GLAND PEPTIDE PRECURSOR (PARAGON I AL PEPTIDE B).//0.99:26:34// 
DROSOPHILA MAURITIAN A (FRUIT FLY), AND DROSOPHILA SIMULANS (FRUIT FLY)7/018666 
50 F-NT2RP3000578//HYPOTHETICAL49.8 KD PROTEIN IN RPL14B-GPA1 INTERGENIC REGION7/1 .5e-26:1 27: 

37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38755 
F-NT2RP3000582 . 

F-NT2RP3000584//METALLOTHIONEIN-II (MT-1 1)7/0.28:27 :29//MUS MUSCULUS (MOUSE)7/P02798 
F-NT2RP3000590//UVS-2 PROTEIN7/4.8e-10:113:33//NEUROSPbRA CRASSA7/P33288 
55 F-NT2RP3000592//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) 

(TAFII-130) (TAFII130)7/0.00087:178:31//HOMO SAPIENS (HUMAN)7/O00268 

F-NT2RP3000596//YEMANUCLEIN-ALPHA7/1.8e-05:98:34//DROSOPHILA MELANOGASTER (FRUIT FLY).// 
P25992 
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F-NT2RP3000599//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66)7/0.00095:90:37//HOMO 
SAPIENS (HUMAN)7/Q15428 

F-NT2RP3000603//5E5 ANTIGEN 7/1 .Oe-09: 1 81 :34//RATTUS NORVEGICUS (RAT).//Q63003 
F-NT2RP3000605//STEROL REGULATORY ELEMENT BINDING' PROTEIN-1 (SREBP-1) (STEROL REGULA- 
5 TORY ELEMENT-BINDING TRANSCRIPTION FACTOR 1).//0.00098:76:34//HOMO SAPIENS (HUMAN).// 

P36956 

F-NT2RP3000622//HYPOTHETICAL PROTEIN MG096 HOMOLOG 5 (P02JDRF427) 7/0.1 5:52:36//MYCOPLAS- 
MA PNEUMONIAE7/P75277 

F-NT2RP3000624//HYPOTHETICAL PROTEIN KIAA02567^5,4e-1 6:222:31 //HOMO SAPIENS (HUMAN).// 
10 Q93073 

F-NT2RP3000628 

F-NT2RP3000632//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC. FINGER PROTEIN NKlO).//2.0e-16:52:63//MUS 
MUSCULUS (MOUSE)7/Q61 967 

F-NT2RP3000644//!!!! ALU SUBFAMILY SQ WARNING t ENTRY'J!!!//6.7e-40:1 02:79//HOMO SAPIENS (HU- 
15 MAN)7/P39194 

F-NT2RP3000661 //HYPOTHETICAL 139.1 KD PROTEIN C08B11.3 IN CHROMOSOME ll.//6.0e-08:83:36// 
CAENORHABDITIS ELEGANS7/Q09441 

F-NT2RP3000665//HOMEOBOX PROTEIN PROPHET OF PITt1 : (PROP-1 ) (PITUITARY SPECIFIC HOMEODO- 
MAIN FACTOR).//0.13:48:35//HOMO SAPIENS (HUMAN).//O75360 . 
20 F-NT2RP3000685//HYPOTHETICAL 33.5 KD PROTEIN IN CAT1 5;REGION (ORFY).//0.26:202:23//CLOSTRID- 

IUM KLUYVERI.//P38943 

F-NT2RP3000690//INORGANIC PYROPHOSPHATASE (EC '3:6(1 ;1.) (PYROPHOSPHATE PHOSPHO- HYDRO- 
LASE) (PPASE)7/0.99:131:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P008 17 
F-NT2RP3000736//HYPOTHETICAL 28.7 KD PROTEIN IN RNR3-ARC15 INTERGENIC REGION 7/3.5e-27:21 1 : 
25 34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P4051 6 

F-NT2RP3000739//HYPOTHETICAL 33.5 KD PROTEIN. C1D4.02C. IN CHROMOSOME l.//6.0e-23:114:42// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q 101 49 

F-NT2RP3000742//1-PHOSPHATIDYLINOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE DELTA 1 (EC 
3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLC-lll).//6.7e-12:85:36//RATTUS NORVEGICUS 
30 ( RAT) 7/P 10688 . fe M 

F-NT2RP3000753//CELL SURFACE GLYCOPROTEIN 1 PRECURSOR (OUTER LAYER PROTEIN B) (S-LAYER 
PROTEIN 1)7/0.00011 :208:28//CLOSTRIDIUM THERMOCELLUM 7/(306852 

F-NT2RP3000759//ADP-RIBOSYLATION FACTOR 67/8.1 e-28: 1 41 :38//GALLUS GALLUS (CHICKEN).//P26990 
F-NT2RP3000815//CYTOCHROME C-551 (C551) (CYTOCHROME C8)7/0.24:45:37//PSEUDOMON AS DENI- 
35 TRIFICANS.//P00103 .. .. ; v ,.: ; - ' 

F-NT2RP3000825//ALPHA-LACTALBUMIN (LACTOSE SYNTHASE B PROTEIN (EC 2.4.1 .22)).//0.82:51 :39// 
MACROPUS RUFOGRISEUS (RED-NECKED WALLABY) 7/ P07458 

F-NT2RP3000826//COLLAGEN ALPHA 1(XII) CHAIN ( FRAGMENTS) 7/0.025 :79:37//BOS TAURUS (BOVINE)V/ 
P25508 . V; »»..,-rv . 

40 F-NT2RP3000836//HYPOTHETICAL PROTEIN IN KSGA 3'REGION (ORF L5) ( FRAGMENT) 7/0.85 ^^//MYC- 

OPLASMA CAP RICO LUM7/P43040 ■ : ., r • 

F-NT2RP3000841//UDP-GLUCURONOSYLTRANSFERASE 1-7 PRECURSOR, MICROSOMAL (EC 2.4.1.17) 
(UDPGT) (UGT1*7) (UGT1-07) (UGT1.7) (UGT1A7) (UGTP4) (FRAGMENT) 7/1 .0:70 :34//M US MUSCULUS 
(MOUSE).//Q62452 " 
45 F-NT2RP3000845//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-) 7/5. 2e-72:247: 61 //HO- 

MO SAPIENS (HUMAN).//P27448 _ ., I 

F-NT2RP3000847//HYPOTHETICAL PROTEIN KIAA0161 7/0.037:55:30//HOMO SAPIENS (HUMAN)7/P50876 
F-NT2RP3000850//!!!! ALU SUBFAMILY SQ WARNING ENTRY H!!//7.4e-31 :90:75//HOMO SAPIENS (HUMAN).// 
P39194 } 
50 F-NT2RP3000852//HYDROPHOBIC SEED PROTEIN (HPS).//0.33:23:69//GLYCINE MAX (SOYBEAN).//P24337 

F-NT2RP3000859//IMMEDIATE-EARLY PROTElN7/3.6e-07:189:25//HERPESVIRUS SAIMIRI (STRAIN 11)7/ 
Q01042 ' 
F-NT2RP3000865 -\ ; /*;v ■'' ' 

F-NT2RP3000868//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE. ISOFORM (FRAGMENT) 7/1 .4e-09:232:28// 
55 GALLUS GALLUS (CHICKEN).//P2961 6 * K'.^ '} 

F-NT2RP3000869//CUTICLE COLLAGEN 27/4.5e-08:58:46//CAENORHABD!TIS ELEGANS7/P 17656 
F-NT2RP3000875//HOMEOBOX PROTEIN CDX-2 (CAUDAL-TYPE .HOMEOBOX PROTEIN 2)7/0.90:62:37// 
MUS MUSCULUS (MOUSE)7/P43241 ' J/ r . 
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F-NT2RP3000901//COLLAGEN ALPHA 1(1) CHAIN ( FRAGMENTS) 7/0.99 :124:33//BOS TAURUS (BOVINE).// 
P02453 * : ?*V 'X \ 

F-NT2RP3000904 "'i • ■", 

F-NT2RP300091 7//DHP1 PROTEINy/6.5e-60:229:55//SCHIZOSACCHAROMYCES POMBE (FISSION 
5 YEASTV/P40848 

F-NT2RP300091 9//HYPOTHETICAL 33.5 KD PROTEIN C1D4.02C IN CHROMOSOME l.//2.4e-1 9:1 59:34// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q10149 • 

F-NT2RP3000968//40S RIBOSOMAL PROTEIN S15A.//3.7e-48:73:98//HOMO SAPIENS (HUMAN), AND RAT- 
TUS NORVEGICUS (RAT).//P39027 ♦ 
10 F-NT2RP3000980//COPA/INCA PROTEIN (REPA3 PROTEIN)y/0.24:19:47//ESCHERICHIA COLI7/P13946 

F-NT2 R P3000994//M ATERN AL EFFECT PROTEIN ' STAUFEN.//1 .4e-10:78:48//DROSOPHILA MELA- 
NO G ASTER (FRUIT FLY) 7/P25 159 * ' i\- 

F-NT2RP3001 004//HYPOTHETICAL 7.6 KD PROTEIN B0563.8 IN CHROMOSOME X.//0. 70: 50:32// 
CAENORHABDITIS ELEGANS7/Q11084 
15 F-NT2RP3001007 

F-NT2RP3001055//N-TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG7/1 .3e-05: 
138:28//DICTYOSTELIUM DISCOIDEUM (SLIME MOLD).//P36416 

F-NT2RP3001057//ZINC FINGER PROTEIN 45 (BRCl744).//4.0e-28:141 :51//HOMO SAPIENS (HUMAN).// 
Q02386 

20 F-NT2RP3001 081 //HYPOTHETICAL 46.4 KD PROTEIN -T1.6H1 2.5 IN CHROMOSOME lll.//3.8e-08:144:29// 

CAENORHABDITIS ELEGANS7/P34568 ' " ' ' 

F-NT2RP3001084//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT)7/3.4e-06:217:32//NEPHILA CLA- 
VIPES(ORBSPIDER).//P46804 ^ ■ 

F-NT2RP3001096//SYNAPTONEMAL COMPLEX PROTEIN SC65.//1 . 1 e-30:244:33//RATTUS NORVEGICUS 
25 (RAT).//Q64375 ''J&^i'X 1 ' 

F-NT2RP3001107//ARYLSULFATASE F (EC 3.1.6.-) (ASF) (FRAG ? MENTO.//0.041:47:44//HOMO SAPIENS (HU- 
MAN)7/P54793 . 
F-NT2RP3001109 . l-V".- "' 

F-NT2RP3001111//MALE SPECIFIC SPERM PROTEIN \ MST84DCV/0.1 7:28:39//DROSOPHlLA MELA- 
30 NOGASTER (FRUIT FLY)7/Q01 644 '* "? 

F-NT2RP3001113//INVOLUCRIN.//0.00036:192:23//MUS MUSCULUS (MOUSE).//P48997 
F-NT2RP3001115 y 

F-NT2RP3001116//AMINOPEPTIDASE G (EC 3.4.11 .-) ;(FRAGMENT)//0.99:29:51//STREPTOMYCES LIVI- 
DANS.//Q54340 

35 F-NT2RP3001119//COLLAGEN ALPHA 4(IV) CHAIN (FRAGMENT).//0.0015:73:39//BOS TAURUS (BOVINE).// 

Q29442 

F-NT2RP3001120//ZINC FINGER PROTEIN ZFP-36 (Ff?AGMEN,T)y/1 .3e-57:229:52//HOMO SAPIENS (HU- 
MAN)y/P16415 * 

F-NT2RP3001126//HYPOTHETICAL91.2 KD PROTEIN IN RPS4B-SCH9 INTERGENIC REGION.//2.8e-07:83: 
40 34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)'y/P38888" 

F-NT2RP3001133//CALCIUM BINDING PROTEINy/2.0e-08:171:32//DICTYOSTEUUM DISCOIDEUM (SLIME 
MOLD).//P35085 ' * 

F-NT2RP3001140//F-SPONDIN PRECURSORy/2.0e-147:24i;97//F?ATTUS NORVEGICUS (RAT)y/P35446 
F-NT2RP3001147//TROPOMYOSIN 2 (TMII).//0.11 :159:23//SdhilSTOSOMA MANSONI (BLOOD FLUKE).// 
45 P42638 . ^" rMf '^:. 

F-NT2RP3001150//OCTAPEPTIDE-REPEAT PROTEIN T2.//6:2e : 09:163:25//MUS MUSCULUS (MOUSE).// 

Q06666 s * 

F-NT2RP3001155//DNA POLYMERASE ALPHA-BINDING PROTEIN (POB1/CTF4 PROTEIN) (CHROMOSOME 
REPLICATION PROTEIN CHL1 5)7/4.1 e-05:244:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
50 Q01454 : : / P \ V- 

F-NT2RP3001176//LEUKOSIALIN PRECURSOR (LEUCOCYTE ".SLALOGLYCOPROTEIN) (SIALOPHORIN) 
(CD43) (LY 48) (B CELL DIFFERENTIATION ANTIGEN LP-3).//0 ; 21:136:26//MUS MUSCULUS (MOUSE).// 
P15702 * "\ ; 7 * 

F-NT2RP3001214//SAP1 PROTEINy/0.058:133:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
55 P39955 ' " c 

F-NT2RP3001216//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE I) (FRAGMENT)y/2.1e-08:137:33//HOMO SA- 
PIENS (HUMAN).//P35663 

F-NT2RP3001221//GAMMA-BUTYROBETAINE.2-OXOGLUTARATE DIOXYGENASE (EC 1.14.11.1) (GAMMA- 
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BUTYROBETAINE HYDROXYU\SE)7/4.2e-05:131 :26//PSEUDOMONAS SP. (STRAIN AK-1 ).//P801 93 
F-NT2RP3001232//HYPOTHETICAL PROTEIN PRECURSOR'-IN CS5 3'REGION (FRAGMENT).//0.75:57:31// 
ESCHERICHIA COLI7/P33792 " \ . 

F- NT2 R P300 1 236//TRANS FO R M I NG PROTEIN MAFy/0.017:136:30//AVIAN MUSCULOAPONEUROTIC FIB- 
5 ROSARCOMA VIRUS AS42.//P23091 > r ^ . 

F-NT2RP3001239//ELECTROMOTOR NEURON-ASSOCIATED 'PROTEIN 1 (FRAGMENT).//4.2e-55:221:49// 
TORPEDO CALIFORNICA (PACIFIC ELECTRIC RAY).//P 14*400 
F-NT2RP3001245 .-. v 

F-NT2RP3001253//TROPOMYOSIN 2, MUSCLE THORACIC. I SO FORM (TROPOMYOSIN 1)7/0.0042:142:24// 
10 DROSOPHILA MELANOGASTER (FRUIT FLY)7/P09491 . .W..-^-"' 

F-NT2RP3001260//COLLAGEN ALPHA 4(IV) CHAIN PRECURSOR 7/0. 00 11 :89:43//HOMO SAPIENS (HU- 
MAN)7/P53420 

F-NT2RP3001268//ZINC FINGER PROTEIN 45 (BRC1744).//9.0e-29:194:44//HOMO SAPIENS (HUMAN).// 
Q02386 * 
15 F-NT2RP3001 272//HYPOTHETICAL 75.2 KD PROTEIN C13F4.08C IN CHROMOSOME l7/8.2e-1 7:1 83:26// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q10199. . 

F-NT2RP3001274//SERINE/THREONINE PROTEIN PHOSPHATASE 5 (EC 3.1.3.16) (PP5) (PROTEIN PHOS- 
PHATASE T) (PPT) (FRAGMENT) 7/1 .7e-09:78:39//MUS MUSCULUS (MOUSE).//Q60676 
F-NT2RP3001281//!!!! ALU SUBFAMILY J WARNING ENTRY } !!!!//7.7e-08:38:71//HOMO SAPIENS (HUMAN)7/ 
20 P39188 «* ? ; . 

F-NT2RP3001297//HYPOTHETICAL PROTEIN KIAA0281 (HA6725)y/2.2e-57:159:70//HOMO SAPIENS (HU- 
MAN)7/Q92556 ; - ; 

F-NT2RP3001307//SPERM PROTAMINE P1 7/0.21 :46:39//ipRNITHORHYNCHUS ANATINUS (DUCKBILL PLAT- 
YPUS) 7/P35307 : :'•] '■:],';■'' 

25 F-NT2RP3001318 ^.A^f ■' 

F-NT2RP3001325//ENHANCER OF RUDIMENTARY HOM'6lOG7/1.0:73:24//BRACHYDANIO RERIO (ZE- 
BRAFISH) (ZEBRA DAN 10)7/098874 \ -r ! y ~ . 

F-NT2RP3001338//ZINC FINGER PROTEIN 29 (ZINC FINGER PROTEIN KOX26) ( FRAGMENT) 7/0.0021 :56: 
35//HOMO SAPIENS (HUMAN).//P1 7037 
30 F-NT2RP3001339//CITRON PROTEIN 7/3.6e-06:90:33//MUS MUSCULUS (MOUSE)7/P49025 

F-NT2RP3001340//HYPOTHETICAL PROTEIN UL61 7/7.2e-11 :202:34//HUMAN CYTOMEGALOVIRUS 
(STRAIN AD169)7/P1 681 8 ' 

F-NT2R P300 1 355//TRI CARBOXYL ATE TRANSPORT PROTEIN PRECURSOR (CITRATE TRANSPORT PRO- 
TEIN) (CTP) (TRICARBOXYLATE CARRIER PROTEIN).//7.7e-16:129:33//HOMO SAPIENS (HUMAN) 7/P53007 
35 F-NT2RP3001356//RAS- RELATED PROTEIN RABA (FRAGMENT)7/0.00041 :66:28//DICTYOSTELIUM DISCOI- 

DEUM (SLIME MOLD)7/P34141 „ . ; 

F-NT2RP3001374 . i-.i 

F-NT2RP3001383//PTB- ASSOCIATED SPLICING FACTOR -(PS F)7/2.5e-06:190:32//HOMO SAPIENS (HU- 
MAN)7/P23246 

40 F-NT2RP3001384//CHORION PROTEIN S157/0.00079:94:37//DROSOPHILA VIRILIS (FRUIT FLY)7/P13424 

F-NT2RP3001392//VPU PROTEIN (ORF-X PROTEIN) (UPX PROTEIN)7/1 .0:22:45//CAPRINE ARTHRITIS EN- 
CEPHALITIS VIRUS (CAEV)7/P31 834 ' \ j'./.j 

F-NT2RP3001396//HYPOTHETICAL 8.1 KD PROTEIN (O R F4) 7/1 .6:37: 32//STRAWBERRY MILD YELLOW 
EDGE-ASSOCIATED VIRUS (SMYEAV)7/Q00848 . '''''hffi'- & 

45 F-NT2RP3001398//KRUEP PEL- RELATED ZINC FINGER. PROTEIN 2"(HKR2 PROTEIN) (FRAGMENT) 7/1 ,9e- 

08:45:37//HOMO SAPIENS (HUMAN)7/P10073 

F-NT2RP3001399//SSU72 PROTEIN7/7.3e-18:84:52//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/ 
P53538 . '; yT' . 

F-NT2RP3001407//SCY1 PROTEIN7/1.5e-08:143:25//SACC^ARO^ CEREVISIAE (BAKER'S YEAST).// 
50 P53009 - 1V ' 

F-NT2 R P3001 420//HYPOTH ETIC AL 7.9 KD PROTEIN7/0.25:4 ? 1 :26//VACCINIA VIRUS (STRAIN COPENHA- 

GENJ7/P20542 !■ V- • 

F-NT2RP3001426//DNAJ PROTEIN7/7.5e-15:78:43//HAEMOPHILUS INFLUENZAE7/P43735 

F-NT2RP3001427//WERNER SYNDROME HELICASE7/3.6e-13:159:33//HOMO SAPIENS (HUMAN)7/Q14191 
55 F-NT2RP3001 428//NUCLEOPROTEIN TPR7/1 .8e-53:117:99//HOMO SAPIENS (HUM AN)7/P1 2270 

F-NT2RP3001 432//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRAGMENT)7/0.96:52: 

21//TARSIUS SYRICHTA (TARSIER)7/Q36151 

F-NT2RP3001447//HYPOTHETICAL5.5 KD PROTEIN IN REPLICATION ORIGIN REGION (ORF1)7/0.96:45:35// 

» ~ . >t- 

i 
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ESCHERICHIA COLI7/P14505 

F-NT2RP3001449//HOMEOBOX PROTEIN SAX-1 (CHOX-3) (FRAGMENT) 7/0.0043:53 :43//GALLUS GALLUS 
(CHICKEN)7/P19601 

F-NT2RP3001453//MALE SPECIFIC SPERM PROTEI_N MST84DB.//0.0048:65:40//DROSOPHILA MELA- 
5 NOGASTER (FRUIT FLY)7/Q01 643 ' 

F-NT2RP3001457//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS287/0.55:121 :20//SACCHA- 
ROMYCES CEREVISIAE (BAKER'S YEAST).//Q02767 • 

F-NT2RP3001459//MYOSIN IC HEAVY CHAIN 7/0. 10:126:34//ACANTH AMOEBA CASTELLAN 1 1 (AMOEBA) 7/ 
P10569 

10 F-NT2RP3001472//NONHISTONE CHROMOSOMAL PROTEIN 6A7/3.0e-14:87:43//SACCHAROMYCES CER- 

EVISIAE (BAKER'S YEAST) 7/P1 1632 

F-NT2RP3001490//METALLOTHIONEIN-LIKE PROTEIN LSC547/1 .0:39:35//BRASSICA NAPUS (RAPE).// 
P43402 

F-NT2RP3001495//UBIQUITIN--PROTEIN LIGASE RSP5 ; (EC 6.3.2.-)7/3.3e-14:148:35//SACCHAROMYCES 
15 CEREVISIAE (BAKER'S YEAST)7/P39940 

F-NT2RP3001497//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS)7/0.13:44:38//BOS TAURUS (BOVINE).// 
P25508 ' 

F-NT2RP3001527//SPERM PROTAMINE P1.//0.35:29:37//DlDELPHIS MARSUPIALIS VIRGINIANA (NORTH 
AMERICAN OPOSSUM), AND MONODELPHIS DOMESTICA.(SHORT-TAILED GREY OPOSSUM).//P35305 
20 F-NT2RP3001 529//HYPOTHETICAL 43.3 KD GTP-BINDING, PROTEIN IN DACB-RPMA INTERGENIC RE- 

GION.//3.3e-21:125:37//ESCHERICHIACOLI7/P42641 ;•• 

F-NT2RP3001538//HNF3/FH TRANSCRIPTION FACTOR GENESIS (WINGED HELIX PROTEIN CWH-3)7/0.13: 
53:39//GALLUS GALLUS (CHICKEN) 7/P79772 t . . 

F-NT2RP3001554//ELECTROMOTOR NEURON-ASSOCIATED 'PROTEIN 2 (FRAGMENT) 7/2. 3e-48: 137:52// 
25 TORPEDO CALIFORNICA (PACIFIC ELECTRIC RAY) 7/P 14401,. v , 

F-NT2RP3001580//GERM CELL-LESS PROTEIN7/8.2e-18:l6p:4^/DROSOPHILA MELANOGASTER (FRUIT 
FLY)7/Q01820 , , . 

F-NT2RP3001587//UBIQUITIN-ACTIVATING ENZYME E1 : LIKE *(Kp'LYM ERASE- INTERACTING PROTEIN 2)7/ 
2.0e-47:188:51//SACCHAROMYCES CEREVISIAE (BAKER:£^EAST)7/P52488 
30 F-NT2RP3001589//!!!! ALU SUBFAMILY SP WARNING ENTRV !!!!/^4e-41 :87:80//HOMO SAPIENS (HUMAN).// 

P39193 

F-NT2RP3001607//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1 .0:49:32//DICENTRARCHUS LABRAX 
(EUROPEAN SEA BASS)7/Q36362 

F-NT2RP3001608//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) 7/0.001 3:1 77:25//ZEA MAYS 
35 (MAIZE).//P14918 . 

F-NT2RP3001621//MALE SPECIFIC SPERM PROTEIN MST84DD 7/0.84:29 :37//DROSO PHI LA MELA- 
NOGASTER (FRUIT FLY)7/Q01645 

F-NT2RP3001 629//RAS- RELATED C3 BOTULINUM TOXIN SUBSTRATE 1 (P21-RAC1) (FRAGMENTS)7/0.91 : 
57:24//CAVIA PORCELLUS (GUINEA PIG)7/P80236 ,. lV • , , 
40 F-NT2RP3001634//H!! ALU SUBFAMILY SB WARNING ENTRy;!|!l//8.9e-11:73:54//HOMO SAPIENS (HUMAN).// 

P39189 ; 4 ;^ 4V ' ^ ' 

F-NT2 R P300 1 642//HYPOTH ETI CAL PROTEIN KIAA0210#1 .1^.12:1 17:29//HOMO SAPIENS (HUMAN).// 
Q92609 - .. V; ./ 

F-NT2RP3001 646//HYPOTHETICAL 29.3 KD PROTEIN (ORF92)7/0.0092:69:34//ORGYIA PSEUDOTSUGATA 
45 MULTICAPSID POLYHEDROSIS VIRUS (0PMNPV)7/01 0341. . 

F-NT2RP3001671//RING CANAL PROTEIN (KELCH, P l RbTEIN)7/0.0042:55:41//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 A%?' 
F-NT2RP3001672 ' " ' ' 

F-NT2RP3001676//GTP-BINDING PROTEIN LEPA (FRAGMENT)7/V.2e-15:56:62//PSEUDOMONAS FLUO- 
50 RESCENS7/P26843 ' ; 

F-NT2RP3001678//SPIDROIN 2 (DRAGLINE SILK FIBROIN^2)V(FRAGMENT)7/0.054:187:31//NEPHILA CLA- 
VIPES(ORBSPIDER)7/P46804 * 

F-NT2RP3001 679//HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME IIL//1.5e-07:63:44// 
CAENORHABDITIS ELEGANS7/P34679 
55 F-NT2RP3001 688//GLUCOAMYLASE S1 PRECURSOR (ECj5 ; 2!l.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) 

(1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) (GAI)7/1 .Q:83:28//SACCHAROMYCES DIASTATICUS 
(YEAST)7/P04065 . "\ {•;-. 

F-NT2RP3001690//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE BETA ISOFORM 7/0.021 :247:24//HOMO SA- 

*.t # • 
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PIENS (HUMAN)7/P12883 • y - W 

F-NT2RP3001698 

F-NT2RP3001708//TWISTED GASTRULATION PROTEIN PRECURSOR7/7.7e-12:73:43//DROSOPHILA MEL- 
ANOGASTER (FRUIT FLY)7/P54356 
5 F-NT2RP3001712//CEC-1 PROTEIN.//1 .9e-07:121 ^//CAENORhfABDITIS ELEGANS7/P3461 8 

F-NT2RP3001716//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR7/0.89:54:40//DROSOPHILA SIMULANS 
(FRUIT FLY).//P13729 

F-NT2RP3001724//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 1 (CHD-1).//7.5e-41 :164:48//HO- 
MO SAPIENS (HUM AN).//01 4646 
10 F-NT2RP3001 727//HYPOTH ETICAL 37.7 KD PROTEIN ZK686;3 IN CHROMOSOME III.//1 ,5e-51 :240:41// 

CAENORHABDITIS ELEGANS7/P34669 

F-NT2RP3001730//SEPTIN 2 HOMOLOG (FRAGMENT)7/2.4e-122:267:86//HOMO SAPIENS (HUMAN).// 
Q14141 v . 

F-NT2RP3001739//INTESTINAL SODIUM/DICARBOXYLATE COTRANSPORTER (NA(+)/DICARBOXYLATE 
15 COTRANSPORTER)7/0.99:63:34//RATTUS NORVEGICUS (RAT).//P70545 

F-NT2RP3001752//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//4.0e-21 :60:85//HOMO SAPIENS (HUMAN).// 
P39193 y' ■ 

F-NT2 R P3001 753//HYPOTH ETICAL PROTEIN KIAA0127.//7:9e-12:83:44//HOMO SAPIENS (HUMAN).// 
Q14140 i 
20 F-NT2RP3001764//DUAL SPECIFICITY PROTEIN PHOSPHATASE 6 (EC 3.1.3.48) (EC 3.1.3.16) (DUAL SPE- 

CIFICITY PROTEIN PHOSPHATASE PYST1)7/7.7e-25:146:36//HOMO SAPIENS (HUMAN).//Q1 6828 
F-NT2RP3001777//SERINE/THREONINE-PROTEIN KINASE STE20 -HOMOLOG (EC 2.7.1 .-).//0.0096:204:25// 
CANDIDA ALBICANS (YEAST).//Q92212 " 

F-NT2RP3001782//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) t (A6L)7/0.91 :34:44//PONGO PYGMAEUS ABELII 
25 (SUMATRAN ORANGUTAN) 7/P92694 : . . v 

F-NT2RP3001 792//HETEROGENEOUS NUCLEAR R I BO NUGLEO PROTEIN M (HNRNP M) 7/1 .8e-33: 159:53// 
HOMO SAPIENS (HUMAN) 7/P522 72 "'' ' * 

F-NT2RP3001799//LIGHT- HARVESTING PROTEIN B800/830/1 020, ALPHA-2 CHAIN (EHS-ALPHA-2) (ANTEN- 
NA PIGMENT PROTEIN, ALPHA-2 CHAIN)7/0.14:46:28//ECTQTHIORHODOSPIRA HALOCHLORIS.//P80103 
30 F-NT2RP3001819//PROCOLLAGEN ALPHA 2(l) CHAIN PRECURSOR 7/0. 00030: 77:36//HOMO SAPIENS (HU- 

MAN)7/P08123 f • * w -. 

F-NT2RP3001 844//OCTAMER-BINDING TRANSCRIPTION FACTOR 1 (OTF-1) (NF-A1) (FRAGMENT)7/0.99: 
43:34//MACROPUS EUGENII (TAMMAR WALLABY) 7/Q28466 

F-NT2RP3001854//FIBRINOGEN- AND IG-BINDING PROTEIN PRECURSOR (MRP PROTElN)7/9.3e-1 0:213: 
35 24//STREPTOCOCCUS PYOGENES.//P301 41 " 

F-NT2RP3001855//HOMEOBOX PROTEIN PKNOX1 (HOM.EOBOX PROTEIN PREP-1)7/2.6e-61:220:60//HO- 
MO SAPIENS (HUMAN)7/P55347 *. ^ y ;. 

F-NT2RP3001857/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/1 .0e-1 3:21 3:24//PODOSPORA AN- 
SERINA7/Q00808 . , 

40 F-NT2RP3001896//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66)7/0.074:124:34//HOMO SA- 

PIENS (HUMAN)7/Q 15428 - ,, s> . 

F-NT2RP3001 898//REGULATORY PROTEIN E27/0.36:131 :29//CANINE ORAL PAPILLOMAVIRUS (COPV).// 
Q89420 --Vr-'Ci'. 

F-NT2RP3001915//CHITIN BIOSYNTHESIS PROTEIN CHS5 4CAL3 PROTEIN) 7/0 .0021 :237:23//SACCHARO- 
45 MYCES CEREVISIAE (BAKER'S YEAST)7/Q12114 . t , .. t _. 

F-NT2RP3001 926//HYPOTH ETICAL 14.0 KD PROTEIN IN RPlil5B-GCR3 INTERGENIC REGION 7/1 .0:63:34// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/Q03880< \ : . - 

F-NT2RP3001929//!!!! ALU SUBFAMILY SX WARNING ENTRY!! !!//T!4e-1 4:35 :60//HOMO SAPIENS (HUMAN).// 
P39195 

50 F-NT2RP3001 931 //HYPOTHETICAL 59.3 KD PROTEIN IN TAP42-ARP9 INTERGENIC REGION 7/0.86: 162:24// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/Q05040. . 

F-NT2RP3001938//GLYCOPROTEIN GP507/0.0036:54:40//PSEU DO RABIES VIRUS (STRAIN RICE) (PRV).// 
P07645 . ' 

F-NT2RP3001943//33.2 KD PROTEIN IN DIND-RPH 'INTERGENIC REGION (ORF X)7/1 .0:113:27//ES- 
55 CHERICHIA COLI7/P23839 , 

F-NT2RP3001944//HYPOTH ETICAL 47.6 KD PROTEIN C16C10.5 IN CHROMOSOME HI7/4.1e-56:208:47// 
CAENORHABDITIS ELEGANS7/Q09251 . ■-, »_/... 

F-NT2RP3001969//PUFF II/9-2 PROTEIN PRECURSOR7/6V0078:149:26//SCIARA COPROPHILA (FUNGUS 
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GNAT).//P22312 . 

F-NT2RP3001989//SPERM PROTAMINE P1 (CYSTEINE-RICH PROTAMINE).//1 .0:41 :31//MUS MUSCULUS 
(MOUSE).//P02319 - \ 

F-NT2RP3002002//!!!! ALU SUBFAMILY SX WARNING ENTRY .2e-44:69:79//HOMO SAPIENS (HUMAN).// 
5 P39195 • . ; * : -\ - 

F-NT2RP3002004//TRANSCRIPTION FACTOR BF-2 (BRAIN FACTOR 2) <BF2)7/0.00024:45:40//MUS MUSCU- 
LUS (MO USE) 7/Q6 1345 

F-NT2RP3002007//TENASCIN PRECURSOR (TN) (H EXABR ACH I ON ) (CYTOTACTIN) (NEURONECTIN) 
(GMEM) (Jl) (MIOTENDINOUS ANTIGEN) (GLIOMA-ASSOCIATED-EXTRACELLULAR MATRIX ANTIGEN) (GP 
10 150-225) (TENASCIN-C).//0.21:115:28//HOMO SAPIENS (HUMAN)7/P24821 

F-NT2RP300201 4//HYPOTHETICAL 32.0 KD PROTEIN C09F5.2 IN CHROMOSOME III.//1 .7e-25: 139:48// 
CAENORHABDITIS ELEGANS7/Q09232 , 

F-NT2RP3002033//ACTIVATOR OF APOPTOSIS HARAKIRI (NEURONAL DEATH PROTEIN DP5).//0. 14:65:41// 
HOMO SAPIENS (HUMAN)7/O001 98 
15 F-NT2RP3002045//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALPHA-C LARGE 

CHAIN) (1 00 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
C SUBUNIT)//8.1e-108:192:98//MUS MUSCULUS (MOUSE).//P.17427 

F-NT2RP3002054//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556 7/0.046: 176:31 //STREPTO- 
MYCES FRADIAE.//P201 86 

20 F-NT2RP3002056//140 KD NUCLEOLAR PHOSPHOPROTEIN (NOPP140).//1 .4e-07:245:25//RATTUS NOR- 

VEGICUS(RAT).//P41777 • .. 

F-NT2RP3002057//SMALL HYDROPHOBIC PROTEIN7/i.6?12:66//SiMIAN VIRUS 5 (STRAIN W3) (SV5).// 
P07577 

F-NT2RP3002062//PROTEASE A INHIBITOR 3 (PROTEINASEJNHIBITOR l(A)3)7/1 .0:49:32//SACCHAROMY- 
25 CES CEREVISIAE (BAKER'S Y E AST) .//P0 1094 \ , 

F-NT2RP3002063//ACYL CARRIER PROTEIN (ACP)7/0.99:38:31//HAEMOPHILUS INFLUENZAE.//P43709 
F-NT2RP3002081//HYPOTHETICAL 100.5 KD PROTEIfvl C1B9,04 IN CHROMOSOME l.//5.8e-35:253:37// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q1 0429 . 

F-NT2RP3002097//HYPOTHETICAL98.1 KD PROTEIN IN SPX19-GCR2 INTERGENIC REGION7/6.2e-06:99: 
30 31 //SACCHAROMYC ES CEREVISIAE (BAKER'S YEAST).//R40;I64 

F-NT2RP30021 02//HYPOTHETICAL 7.4 KD PROTEI N .//0. 68 :3^-:47//TH ERMO P ROTE US TENAX VIRUS 1 
(STRAIN KRA1 ) (TTV1 ).//P1 9302 ± ^VHi^. 

F-NT2RP30021 08//HYPOTHETICAL 105.5 KD PROTEIN: Ri3F6 10 JN CHROMOSOME lll.//7.9e-1 9:1 79:34// 
CAENORHABDITIS ELEGANS//Q21 986 , ' ; i r \ [U, ^ 

35 F-NT2RP3002142//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.6e-17:37:75//HOMO SAPIENS (HUMAN).// 

P39188 -I- . - ; '-, 

F-NT2RP3002146//CUTICLE COLLAGEN 40 7/0. 00034 :90:37//CAENORHABDITIS ELEGANS.//P34804 
F-NT2RP3002147//SALIVARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE S).//0.011 :166:28//HOMO 
SAPIENS (HUMAN)//P1 01 63 I li ^'^ 'i 

40 F-NT2RP3002151//G1 TO S PHASE TRANSITION PROTEIN 1 HOMO LOG (GTP-BINDING PROTEIN 

GST1-HS)7/4.8e-11:60:53//HOMO SAPIENS (HUMAN).//P15170 

F-NT2RP3002163//TRANSCRIPTION INITIATION FACTO R TFI I D 1 35 KD SUBUNIT (TAFII-135) (TAFII135) 
(TAFII-130) (TARN130)7/0.028:191:29//HOMO SAPIENS (HUMAN)7/O00268 
• F-NT2RP30021 65//TRANSC Rl PTI ON AL REGULATOR PROTEIN HCNGP.//2.3e-131 :223:91//MUS MUSCULUS 
45 (MOUSE).//Q02614 

F-NT2RP3002166//D-ALANYL CARRIER PROTEIN (DCP).//1 .0:65:33//LACTOBACILLUS CASEI.//P55153 
F-NT2RP3002173//!!!! ALU SUBFAMILY SQ WARN I NG , ENTRY ,! ! ! !//2.4e-26 : 1 1 4: 62//HOMO SAPIENS (HU- 
MAN) 7/P391 94 

F-NT2RP30021 81//MALE SPECIFIC SPERM PROTEIN . ' MST84DD 7/0 .25:31 :38//DROSOPHILA MELA- 
50 NOGASTER (FRUIT FLY)7/Q01 645 

F-NT2RP3002244//SPERM PROTAMINE P1 (CYSTEINE ; BJC4 PROTAMINE).//0.069:16:62//OVIS ARIES 
(SHEEP), AND CAPRA HIRCUS (GOAT).//P041 02 ' V- J 

F-NT2RP3002248//MICROFIBRILLAR-ASSOCIATED PROTEINM; (ASSOCIATED MICROFIBRIL PROTEIN) 
(AMF).//0.0079:187:24//GALLUSGALLUS (CHICKEN).//P5508bI;; y ; 
55 F-NT2RP3002255//PROLINE-RICH PROTEIN MP-3 (FRAGMENT).//4.6e-10:168:34//MUS MUSCULUS 

(MOUSE) .//P051 43 : 

F-NT2RP3002273//SCD6 PROTEIN.//1.5e-11:160:33//SACCHAR6MYCES CEREVISIAE (BAKER'S YEAST).// 
P45978 : 
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F-NT2RP3002276//PROBABLE E4 PROTEIN.//0.91 :54:2MHUMAN -PAPILLOMAVIRUS TYPE 16.//P06922 
F-NT2 R P3002303//H YPOTH ETI C AL 30.2 KD PROTEIN C4D7.04C IN CHROMOSOME .7e-42:191 :43// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/01 41 7.1 
F-NT2RP3002304 m ; 

5 F-NT2RP3002330//NNP-1 PROTEIN.//0.52:140:18//MUS MUSCULUS (MOUSE)y/P56183 

F-NT2RP3002343//5E5 ANTIGENy/0.0056:1 89:30//RATTUS Kl6RVEGICUS (RAT)7/Q63003 
F-NT2RP3002351//NAD-DEPENDENT METHYLENETETRAHYDROFOLATE DEHYDROGENASE (EC 1 .5.1 .1 5) 
/ METHENYLTETRAHYDROFOLATE CYCLOHYDROLASE (k) 3.5.4.9) MITOCHONDRIAL PRECURSOR.// 
1.0e-66:196:68//HOMO SAPIENS (HUMAN).//P1 3995 ' ':/" 

10 F-NT2RP3002352//PRESYNAPTIC PROTEIN SAP102 (SYNAPSE-ASSOCIATED PROTEIN 102) (NEUROEN- 

DOCRINE-DLG) (NE-DLG)7/0.79:173:27//HOMO SAPIENS (HUMAN)7/Q92796 

F-NT2RP3002377//PUTATIVE HELICASE YGR271 W7/1 .0e : 56;21 6:44//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P53327 ' Y 

F-NT2RP3002399//MINICHROMOSOME MAINTENANCE PROTEIN 6.//1 .4e-19:136:31//SACCHAROMYCES 
15 CEREVISIAE (BAKER'S YEAST) 7/P53091 ' : 

F-NT2RP3002402//EBNA-6 NUCLEAR PROTEIN (EBNA-3C) (EBNA-4B)7/0.74:107:36//EPSTEIN-BARR VIRUS 
(STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03204 " 

F-NT2RP3002455//DNAJ PROTEIN (FRAGMENT).//5.6e-06:57:42//AGROBACTERIUM TUMEFACIENS.// 
P50018 

20 F-NT2RP3002484//HYPOTHETICAL 46.5 KD PROTEIN, C.12B1 0.04 IN CHROMOSOME l.//0.00032:52:48// 

SCHIZOSACCHAROMYCES POMBE (FISSION Y E AST) 7/Q 10438 

F-NT2RP3002501 //HYPOTHETICAL 34.9 KD PROTEIN INvFRE2rJEN1 INTERGENIC R EG IO N 7/9 .4e -42:209: 
42//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)'.//P36667 

F-NT2RP3002512//HYPOTHETICAL37.4KD PROTEIN IN GP.M,J T MCR1 INTERGENIC REGION.//7.7e-32:162: 
25 37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36059 

F-NT2RP3002529//PUTATIVE VACUOLAR PROTEIN SORTING ^ASSOCIATED PROTEIN C2G1 1 .03C7/2.1 e-45: 
241 : 43//S CH IZOS ACC H ARO M YC E S POMBE (FISSION YEA^7/QC)9805 
F-NT2RP3002545 * 

F-NT2RP3002549//HYPOTHETICAL 26.6 KD PROTEIN T19.ci4.-iN CHROMOSOME MI7/2.8e-41 :161 :52// 

30 CAENORHABDITIS ELEGANS7/Q10010 . Vr-r/ v 

F-NT2RP3002566//IM MEDIATE-EARLY PROTEIN IE 1 807/0.56:1 30:24//PSEUDO RABIES VIRUS (STRAIN KA- 
PLAN) (PRV)7/P33479 Vy.' ', \. ; 
F-NT2RP3002587 ■ \Xf'^- 
F-NT2RP3002590 '.' \V 

35 F-NT2RP3002602//PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4.1) (THIOREDOXIN- RE- 

LATED GLYCOPROTEIN 1 )7/0.00091 :1 11 :28//SACCHAR0MYCES CEREVISIAE (BAKER'S Y E AST) 7/P 17967 
F-NT2RP3002603//HYPOTHETICAL 14.2 KD PROTEIN IN BLAB 3' REGION 7/1 .0:65:40//STREPTOMYCES CA- 
CAOI7/P33654 

F-NT2RP3002628//DNAJ-LIKE PROTEIN SLR00937/2.4e-17:1 01 :44//SYNECHOCYSTIS SP. (STRAIN PCC 
40 6803).//P50027 

F-NT2RP3002631//METALLOTHIONEIN-IB (MT-1 B) 7/0.092 :36:33//HOMO SAPIENS (HUMAN)7/P07438 
' F-NT2RP3002650//DUALIN.//3.0e-21 :1 84:37//GALLUS GALLUS(CHICKEN)7/Q90830 

F-NT2RP3002659//PROCOLLAGEN ALPHA 2(l) CHAIN PRECU.flSQR7/0.00016:223:33//HOMO SAPIENS (HU- 
MAN) 7/P081 23 ' ^ : •* •»' " 
45 F-NT2RP3002660//40S RIBOSOMAL PROTEIN S27A7/0.1 6:72:3 1//CAEN OR HABDITIS ELEGANS7/P371 65 
F-NT2RP3002663//OXYSTEROL-B1NDING PROTEIN7/5.4e-23B'68:41//HOMO SAPIENS (HUMAN)7/P22059 
F-NT2RP3002671//HYPOTHETICAL 124.5 KD PROTEIN JNaSKOI - RPL44A INTERGENIC REGION 7/6.0e-38: 
203:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAS^P53893 

F-NT2RP3002682//NADH-UBIQUINONE OXIDOREDUCTAS^ChXYN 4L (EC 1 .6.5.3)7/0.25:63:31//ARTEMIA 

50 SALINA (BRINE SHRIMP).//P1 9049 ' 

F-NT2 R P3002687//H YPOTH ETI C AL 30.4 KD PROTEIN IN : LEF3-jAP2 INTERGENIC REGION 7/0.029:60:36// 
AUTOGRAPHA CALIFORNIA NUCLEAR POLYHEDROSIS VIRUS. (ACM NPV)7/P41 469 
F-NT2RP3002688//KINESIN-LIKE PROTEIN KIF1B7/5.3e-61 :136:88>/MUS MUSCULUS (MOUSE)7/Q60575 
F-NT2RP3002701//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS).//7.4e-05:109:33//MUS 

55 MUSCULUS (MOUSE)7/P1 5265 -.O-; / 

F-NT2RP3002713//PROBABLE ATP-DEPENDENT RNA HELICASE' DDX10 (DEAH BOX PROTEIN 10)7/0.77: 
70:32//HOMO SAPIENS (HUMAN).//Q1 3206 ■ ; ,-4 • 

F-NT2RP3002763//HYPOTHETICAL 11.3 KD PROTEIN *C2C6. 07-, IN CHROMOSOME l.//6.7e-11 :66:40// 

, ^C:.:7. n 
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SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/0 14056 . 

F-NT2RP3002770//COLLAGEN ALPHA 1 (IX) CHAIN (FRAGMENT)7/0.33:87:34//MUS MUSCULUS (MOUSE),// 
Q05722 

F-NT2RP3002785//LETHAL(2)DENTICLELESS PROTEIN (DTL83 PROTEIN)7/9.7e-36:187:39//DROSOPHILA 
5 MELANOGASTER (FRUIT FLY)7/Q24371 

F-NT2RP3002799//IH! ALU SUBFAMILY J WARNING ENTRY!! !!//5.6e-08:41 :73//HOMO SAPIENS (HUMAN).// 
P39188 

F-NT2RP3002810//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//0.0034:35:65//HOMO SAPIENS (HUMAN).// 
P39193 

10 F-NT2RP3002818//MAJOR CENTROMERE AUTOANTIGEN B (CENTROMERE PROTEIN B) (CENP-B).//3.2e- 

17:148:37//MUS MUSCULUS (MOUSEJ7/P27790 i . r / V- ] 

F-NT2R P300286 1 //HYPOTH ETIC AL 70.2 KD PROTEIN IN GSH1-CHS6 INTERGENIC REGlON7/1.7e-05:95: 
31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P42951 

F-NT2RP3002869//TRYPSIN INHIBITOR II (BDTI-II)7/0.97:23:39//BRYONIA DIOICA (RED BRYONY)7/P11968 
15 F-NT2RP3002876//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP33) 7/0.0001 7:1 40:31 //RAT- 

TUS NORVEGICUS ( RAT) 7/P 04474 ; '■ 

F-NT2RP3002877//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//2.5e-06:55:60//HOMO SAPIENS (HUMAN).// 
P39194 ' iu • . 

F-NT2RP3002909//P53-BINDING PROTEIN 53BP2 (BCL2-B I NDlKjG' PROTEIN) (BBP)7/4.6e-08:129:38//HOMO 
20 SAPIENS (HUMAN)7/Q13625 ■: :" 

F-NT2RP3002911 //HYPOTHETICAL PROTEIN C1 87/0. 99:26:50//SWINE POX VIRUS (STRAIN KASZA) (SPV).// 
P32217 ~7. v ;.- v ' 

F-NT2RP3002948//RING CANAL PROTEIN ( K E LC H P RO J f IN ) 7/ 1 .2e-23 : 1 1 3 :47//D ROSO P H I L A MELA- 
NOGASTER (FRUIT FLY)7/Q04652 
25 F-NT2RP3002953//CADH ERIN-RELATED TUMOR SUPPRESSOR.PRECURSOR (FAT PROTEIN).//0.55:116: 

27//DROSOPHILA MELANOGASTER (FRUIT FLY)7/P33450 \ 

F-NT2RP3002955//HYPOTHETICAL 1 6.5 KD PROTEIN IN BLTR-SPOillC INTERGENIC REGION7/0.87:67:37// 
BACILLUS SUBTILIS7/P54445 

F-NT2RP3002969//LONG-CHAIN-FATTY-ACID--COA LIGASE 4 (EC 6.2.1.3) (LONG-CHAIN ACYL-COA SYN- 
30 THETASE 4) (LACS 4)7/6.7e-56:189:59//HOMO SAPIENS (HUMAN) 7/O60488 

F-NT2RP3002972//HYPOTHETICAL 73.0 KD PROTEIN INCLA4-MID1 INTERGENIC REGION7/0.0028: 147:27// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P48566' V 

F-NT2RP3002978//PROBABLE E5 PROTEIN7/0.15:55:36//HUMAN PAPILLOMAVIRUS TYPE 51 7/P26553 
F-NT2RP3002985//METALLOTHIONEIN (MT)7/0.0031 :49:42//PLEURONECTES PLATESSA (PLAICE).// 
35 P07216 - ,/ ! /v,; 

F-NT2RP3002988//NEUROGENIC LOCUS NOTCH HOMO LOG^P, ROTE I N 1 PRECURSOR (MOTCH PRO- 
TEIN).//1.0:111:29//MUS MUSCULUS (MOUSE)7/Q01705.' ^<v! v 

F-NT2RP3003008//HYPOTHETICAL 54.7 KD PROfEIN$?$7£4.1 IN CHROMOSOME 1117/0.96:112:25// 
CAENORHABDITIS ELEGANS7/P41 879 ' '?; "W 

40 F-NT2RP3003032 • 

F-NT2RP3003059//HYPOTHETICAL52.3 KD PROTEIN C56F8.06C IN CHROMOSOME I PRECURSOR7/9.7e- 
27:21 6:37//SCHIZOSACCHAROMYCES POMBE (FISSION YEASJ)7/Q10254 

F-NT2RP3003061//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN)7/3.7e-25:1 67:34//HOMO 
SAPIENS (HUMAN)7/P1 61 57 -j; . 

45 F-NT2RP3003068//SERYL-TRNA SYNTHETASE (EC 6.1 .1-11) (SERINE-TRNA LIGASE) (SERRS) (FRAG- 

MENT) . //0.074:82:39//SULFOLOBUS SOLFATARICUS7/03378Q', 

F-NT2RP3003071//VASODILATOR-STIMULATED PHOSPHO PROTEIN ( VASP) 7/0. 0085:1 28 :30//HOMO SAPI- 
ENS (HUMAN)7/P50552 . 

F-NT2RP3003078//SPERM ACROSOMAL PROTEIN FSA-ACR.1 PRECURSOR (FRAGMENT) 7/0. 028: 165:31// 
50 VULPES VULPES (RED FOX)7/P53353 

F-NT2R P3003 1 0 1 //TETRACYCLI N E RESISTANCE PROTEIN, CLASS C (TETA(C)).//1 ,0e-14:243:25//ES- 
CHERICHIA COLI7/P02981 ! 

F-NT2RP3003121//SUPPRESSOR PROTEIN SRP407/7.4e-05:143:27//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) 7/P32583 f. . 

55 F-NT2RP3003133//65 KD YES-ASSOCIATED PROTEIN (YAP65)7/0.024:61:42//GALLUS GALLUS (CHICK- 

EN)7/P46936 

F-NT2RP3003138//KINESIN-LIKE PROTEIN KIF47/1.1e-118:15l793//MUS MUSCULUS (MOUSE)7/P33174 
F-NT2RP30031 39//ATP-BINDING CASSETTE TRANSPORTER ABC1 7/1 .0:70:30//SCHIZOSACCHAROMYCES 
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POMBE (FISSION YEAST)7/Q92337 

F-NT2RP3003145//MILK FAT GLOBULE-EGF FACTOR 8 PRECURSOR (MFG-E8) (HMFG) (BREAST EPITHE- 
LIAL ANTIGEN BA46) (MFGM).//2.0e-12:121 :37//HOMO SAPIENS (HUMAN)7/Q08431 

F-NT2RP3003150 ; 

5 F-NT2RP3003157//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)7/4.0e-79:260:54//HOMO SA- 

PIENS (HUMAN).//P51 522 

F-NT2RP3003185//TROPOMYOSIN7/0.077:122:27//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).// 
Q02088 , 

F-NT2RP3003193//ZINC FINGER PROTEIN 135.//7.2e-91 :239:65//HOMO SAPIENS ( HUM AN ).//P 52742 
10 F-NT2RP30031 97//HYPOTHETICAL 28.1 KD PROTEIN IN siPU-PBPC INTERGENIC REGION7/1 .3e-07:117: 

34//BACILLUS SUBTILIS7/P42966 

F-NT2RP3003203//HYPOTHETICAL 33.5 KD PROTEIN C1D4.02C IN CHROMOSOME 1 7/9. 9e-23: 132:39// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Ql6l49 

F-NT2RP3003204//RAS-LIKE PROTEIN RASB.//0.92: : i03i27//blCTYOSTELIUM DISCOIDEUM (SLIME 
15 MOLD).//P32252 ' 

F-NT2RP3003210/A/ERY HYPOTHETICAL 13.2 KD PROTEIN : INTTC3-SAS3 INTERGENIC REGION .//0.23: 
106:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P38 190 

F-NT2RP300321 2//SUPPRESSOR PROTEIN SRP40.//0.019:J71 :23//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) V/P32583 

20 F-NT2RP3003230//CORONIN-LIKE PROTEIN P577/8.3e-74:1,83:73//BOS TAURUS (BOVINE).//Q92176 

F-NT2 R P3003242//STAN N IOCALCI N PRECURSOR7/1 .4e-21 :127:37//HOMO SAPIENS (HUMAN)7/P52823 
F-NT2RP3003251//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR.//3.1e-51:198:52//MUS 
MUSCULUS(MOUSE)7/P15533 , 

F-NT2RP3003264//E6 PROTEIN7/1 .0:31 :41//HUMAN PAPILLOMAVIRUS TYPE 48.//Q80920 
25 F-NT2RP3003278//45.8 KD PROTEIN IN SHM1-MRPL37 INTERGENIC REGION7/8.6e-07:80:33//SACCHARO- 

MYCES CEREVISIAE (BAKER'S YEAST)7/P38344 

F-NT2RP3003282//DYNAMIN 2 (DYNAMIN UDNM)7/8.0e-108:226:88//MUS MUSCULUS (MOUSE)7/P39054 
F-NT2RP3003290//BIOH PROTEIN.//0.0055:107:30//ESCHERICHIA COLI.//P13001 

F-NT2RP3003301//MITOCHONDRIAL LON PROTEASE HOMCkOG 1 PRECURSOR (EC 3.4.21 .-)7/1 .3e-69: 
30 200:55//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS).//064948 

F-NT2RP3003302//LINE-1 REVERSE TRANSCRIPTASE HOMOCOG.//6.4e-69:102:66//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-NT2RP3003311//MYOSIN II HEAVY CHAIN, NON MUSCLE,//0:1 8 :225:26//ACANTH AMOEBA CASTELLANII 
(AMOEBA).//P05659 'if.'-V 
35 F-NT2RP3003313//SALIVARY PROLINE-RICH PROTEIN Pq : (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT).//0.0014:142:33//HOMO SAPIENS (HUMAN)7/P1 0.162."/ " 

F-NT2RP3003327//52 KD RO PROTEIN (SJOGREN SYNDROME. TYPE A ANTIGEN (SS-A)) (RO(SS-A)) 
(R052).//8.8e-18:94:43//MUS MUSCULUS (MOUSE) 7/Q621 91 ' - ' 

F-NT2RP3003330//HYPOTHETICAL PROTEIN K IAA0 1 76 (FRAGMENT) 7/1 .3e-20: 123 :44//HO MO SAPIENS 
40 (HUM AN).//Q1 4681 * /' V 

F-NT2 R P3003344//H Y POTH ETI C AL 8.8 KD PROTEIN IN ICDCrMlNE INTERGENIC REGION.//1 .0:28 ^/ES- 
CHERICHIA COLI.//P75991 ■ 

F-NT2RP3003346//!!!! ALU SUBFAMILY SB2 WARNING ENTJRY !!!!//6.9e-26:74:78//HOMO SAPIENS (HU- 
MAN)7/P39191 

45 F-NT2RP3003353//HY POTH ETI CAL 52.4 KD PROTEIN R08D7.2 ?N CHROMOSOME I II 7/3.7e-1 0:118:33// 

CAENORHABDITIS ELEGANS 7/P30641 " ">^ v ■ \ ' 

F-NT2RP3003377//PUTATIVE CUTICLE COLLAGEN F09G8.6://1.5e-05:102:37//CAENORHABDITIS ELE- 
GANS.//P34391 

F-NT2RP3003384 . . 

50 F-NT2RP3003385//SKD3 PROTEIN.//5.1e-83:210:69//MUS MUSCULUS (MOUSE) 7/Q60649 

F-NT2RP3003403 ^ 

F-NT2RP3003409//SOX-22 PROTEIN.//0.042:173:28//HOMO SAPIENS (HUMAN)7/O15370 
F-NT2RP3003411//PROBABLE E3 PROTEIN7/0. 17:91 :31//BOViNE PAPILLOMAVIRUS TYPE 27/P11300 
F-NT2RP3003427//HOLOTRICIN 3 PRECURSOR7/0.012:36:41//HOLOTRICHIA DIOMPHALIA7/Q25055 
55 F-NT2RP3003433 

F-NT2RP3003464//HYPOTHETICAL57.5 KD PROTEIN IN VMA7-R£S25A INTERGENIC REGION.//0.0042:110: 

40//SACCH ARO MYC ES CEREVISIAE (BAKER'S YEAST)?//P5321'4 ; 

F-NT2RP3003490 
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F-NT2RP3003491//10 KD CHAPERONIN (PROTEIN CPN10) (PROTEIN GROES) (HEAT SHOCK 10 KD PRO- 
TEIN). //0.99:49:34//LEPTOSPIR A INTERROGANS7/P35472 • 

F-NT2RP3003500//SCY1 PROTEIN7/6.8e-14:192:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P53009 

5 F-NT2RP3003543//COLLAGEN ALPHA 5(IV) CHAIN P R ECU RSOR 7/0.0026: 175:30//HOMO SAPIENS (HU- 

MAN)7/P29400 ; 

F-NT2RP3003552//ANNEXIN VII (SYNEXIN) (FRAGMENT) 7/0.1 9:21 :47//BOS TAURUS (BOVINE).//P20072 
F-NT2RP3003555//HYPOTHETICAL 32.6 KD PROTEIN IN MET30-PIG2 INTERGENIC REGION7/7.3e-27:159: 
43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P40529 
10 F-NT2RP3003564//RNA REPLICASE POLYPROTEIN (EC 2.7>.48)7/1 .0:99:30//TURNIP YELLOW MOSAIC VI- 

RUS.//P10358 «»■ ;V ;j -r. 

F-NT2RP3003572//PUTATIVE CUTICLE COLLAGEN F09*gI^/0.33:128:32//CAENORHABDITIS ELEGANS.// 
P34391 

F-NT2RP3003576//!!!! ALU SUBFAMILY SX WARNING ENTRY MH//7.1 e-28:58:77//HOMO SAPIENS (HUMAN).// 
15 P39195 Vj - r 

F-NT2 R P3003589//RAS-RE LATED PROTEIN RAB-10.//5.4e-54:114:94//CANIS FAMILIARIS (DOG).//P24409 
F-NT2RP3003621//COAGULATION FACTOR XII PRECURSOR;(EC 3.4.21.38) (HAGEMAN FACTOR) (HAF).// 
2.0e-15:89:40//HOMO SAPIENS (HUMAN)7/P00748 

F-NT2RP3003625//MALE SPECIFIC SPERM PROTEIN MST84DD 7/0,99 :22:50//DROSO PHI LA MELA- 
20 NOGASTER (FRUIT FLY)7/Q01 645 - / 

F-NT2RP3003656//HOMEOBOX PROTEIN OTX3 (ZOTX3) 7/0 .30:111 :25//BRACHYDANIO RERIO (ZE- 
BRAFISH) (ZEBRA DANIO).//Q90267 " \; . 

F-NT2RP3003659//HYPOTHETICAL49.8 KD PROTEIN IN RPLT4B-G£A1 INTERGENIC REGION7/1 .1 e-20:127: 
37//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/P38 755 
25 F-NT2RP3003665//PENAEIDIN-3C PRECURSOR (P3-C).//0.34:52:34//PENAEUS VANNAMEI (PENOEID 

SHRIMP) (EUROPEAN WHITE SHRIMP).//P81060 w*i , 

F-NT2RP3003672//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (CD99) (MIC2 PRO- 
TEIN) (12E7).//8.7e-15:146:42//HOMO SAPIENS (H UM AN) 7/P 1.4209 

F-NT2 RP3003680//H YPOTH ETI C AL 55.1 KD PROTEIN IN FAB1=PES4 INTERGENIC REGION7/4.3e-25:159: 
30 40//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST). //P43 601 

F-NT2RP3003686//NONHISTONE CHROMOSOMAL PROTEIN HMG-177/0.067:63:31//GALLUS GALLUS 
(CHICKEN)7/P02314 ... hi \ l,l , 

F-NT2RP3003701//F-SPONDIN P R ECU RSO R 7/1 ,8e- 1 3: 1 93 %7#R ATTU S NORVEGICUS (RAT)7/P35446 
F-NT2RP3003716//SLIT PROTEIN PRECURSOR.//1 .3e-12:t50:34//DROSOPHILA MELANOGASTER (FRUIT 
35 FLY).//P24014 ; , 

F-NT2RP3003726//INSERTION ELEMENT IS136 HYPOTHETICAL 1.6.9 KD PROTEIN).//0.47:109:28//AGRO- 
BACTERIUM TUMEFACIENS7/P05680 ;> , , 

F-NT2 R P3003746//H YPOTH ETI CAL 7.7 KD PROTEIN IN FIXX 3'REGION (ORF1)7/0.57:34:38//AZORHIZO- 
BlUM CAULINODANS7/P26486 
40 F-NT2RP3003795//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!]//4,3e-10:40:90//HOMO SAPIENS (HUMAN).// 

P39195 ' * ■ ^ 

F-NT2RP3003799//MATING-TYPE PHEROMONE BBP1(3) V PRECURSOR7/0.75:60:36//SCHIZOPHYLLUM 
COMMUNE (BRACKET FUNGUS).//P78744 

F-NT2RP3003800//PROTO-ONCOGENE TYROSINE-PROTEIN KINASE SRC (EC 2.7.1 .112) (P60-SRC)7/4.2e- 
45 51 :72:95//GALLUS GALLUS (CHICKEN)7/P00523 

F-NT2RP3003805//HYPOTHETICAL32.1 KD PROTEIN IN DBP7-GCN3 INTERGENIC REGION7/0.00069:160; 
25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P36.i21 

F-NT2RP3003809//COLLAGEN ALPHA 1 (III) CHAIN (FRAGMENTS).//0.028:135:35//GALLUS GALLUS (CHICK- 
EN).//P12105 j 
50 F-NT2RP3003819//C-HORDEIN (PCP387) (FRAGMENT)>0.66^6;90:33//HORDEUM VULGARE (BARLEY).// 

P06472 

F-NT2RP3003825//PHOSPHATIDYLCHOLINE TRANSFER PROTEIN (PC-TP) 7/5.6e-20: 174:31 //BOS TAURUS 
(BOVINE).//P02720 ' •? < 

F-NT2RP3003828//ADENYLATE CYCLASE, TYPE V (EC<4 f 6.^Vj>(ATP PYRO PHOSPHATE- LYASE) (CA(2+)- 
55 INHIBITABLE ADENYLYL CYCLASE)7/0.0017:111:38//CANISTAm'|LIARIS (DOG)7/P30803 

F-NT2RP3003831//ENDO NUCLEASE G PRECURSOR (EC 3.1 .30.-) (ENDO G).//1 .1 e-37: 1 87:42//MUS MUSCU- 
LUS (MOUSE).//O08600 - ;;■ 

F-NT2RP3003833//HYPOTHETICAL 6.4 KD PROTEIN IN INTE-PIN INTERGENIC REGION.//1 .0:38:39//ES- 
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CHERICHIACOLI7/P75979 , ( . 

F-NT2RP3003842 

F-NT2RP3003846//RETINAL DEGENERATION B PROTEIN (PROBABLE CALCIUM TRANSPORTER RDGB).// 
0.61:54:35//DROSOPHILA MELANOGASTER (FRUIT FLY)y/P43|25' 
5 F-NT2RP3003870//MALE SPECIFIC SPERM PROTEIN MST84DB 7/0. 83:51 :37//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)Y/Q01 643 l rJ, \'i 

F-NT2RP3003876//PROTEIN TRANSPORT PROTEIN SEC27/0.0017:151 :27//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P17065 "f -^/'V • 

F-NT2RP3003914//UDP-GLUCOSE:GLYCOPROTEIN G LU COS YLTR AN S F E R AS E PRECURSOR (EC 2.4.1.-) 
10 (DUGT)7/3.3e-23:76:64//DROSOPHILA MELANOGASTER (FRUIT FLY).//Q09332 

F-NT2RP3003918/A/ESICLE-ASSOCIATED MEMBRANE. PROTEIN/SYNAPTOBREVIN BINDING PROTEIN 
(VAP-33)7/5.5e-45:127:69//APLYSIA CALIFORNICA (CALIFORNIA SEA HARE). //Q1 6943 
F-NT2RP3003932 !, . > % , 

F-NT2RP3003989//PREPROTEIN TRANSLOCASE SECE SUBUNITy/0 .96:46:32//THERMOTOGA MARITIMA.// 
15 P35874 

F-NT2RP3003992//NUCLEAR LOCALIZATION SEQUENCE BINDING PROTEIN (P67)7/0.001 1 :170:26//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//P27476 

F-NT2RP300401 3//DOUBLE-STRANDED RNA-SPECIFIC EDITASE 1 (EC 3.5.-.-) (DSRNA ADENOSINE DEAM- 
INASE) (RNA EDITING ENZYME 1).//3.6e-21:134:45//RATTUS NORVEGICUS (RAT)7/P51400 
20 F-NT2RP300401 6//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGION.//0.00021 :64:40// 

AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV)7/P41479 
F-NT2RP3004041//SPERM PROTAMINE P1 7/0.0028:43 :46//ORNITHORHYNCH US ANATINUS (DUCKBILL 
PLATYPUS)7/P35307 ** 

F-NT2RP3004051//MICROBIAL COLLAGENASE PRECURSOR r '(EC 3.4.24.3) (120 KD COLLAGENASE).// 
25 0.0079:1 94:24//CLOSTRIDIUM PERFRINGENS7/P431 53*' f/Z^U 

F-NT2RP3004070//!!!! ALU SUBFAMILY J WARNING ENTRV*!!!!//3.4e-11 :51 :72//HOMO SAPIENS (HUMAN).// 
P39188 ,^. t : 

F-NT2RP3004078//DNA BINDING PROTEIN RFX27/2.7e-114:243:87//MUS MUSCULUS (MOUSE)7/P48379 
F-NT2RP3004093//HYPOTHETICAL32.3 KD PROTEIN IN.RHSE NARV INTERGENIC REGION (ORFB)7/8.0e- 
30 13:111 :41//ESCHERICHIACOLI7/P37757 S$^i^ j 

F-NT2RP3004095//!!!! ALU SUBFAMILY J WARNING ENT Fi^H \f/j\ . 5e- 1 7 :72 :65//H OM O SAPIENS (HUMAN).// 
P39188 iJX-i: - 

F-NT2RP3004110//!!!! ALU SUBFAMILY SX WARNING ENTR^!M2;6e-10:51:72//HOMO SAPIENS (HUMAN).// 
P39195 

35 F-NT2RP3004125//ZINC FINGER PROTEIN 757/1 .1e-28: 11 8:47//HOMO SAPIENS (HUMAN).//P51815 

F-NT2RP3004145//AEROLYSIN REGULATORY PROTEIN.//0.012:45:33//AEROMONAS SOBRIA7/P09165 
F-NT2RP3004148//METALLOTHIONEIN-I (MT-1 ) 7/0.055:1 8 :50//COLUMBA LIVIA (DOMESTIC PIGEON).// 
P15786 

F-NT2RP3004155//UBIQUINONE BIOSYNTHESIS PROTEIN ,COQ7 HOMOLOG.//1 .7e-82:178:89//RATTUS 
40 NORVEGICUS (RAT).//Q63619 V r. < 

F-NT2RP30041 89//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/1 .7e-11 :215:24//PODOSPORA AN- 
SERINA7/Q00808 

F-NT2RP3004206//CROOKED NECK PROTEIN7/3.8e-101 :241;73//DROSOPHILA MELANOGASTER (FRUIT 
FLYJ7/P 17886 * :i 

45 F-NT2RP3004207//CUTICLE COLLAGEN 12 PRECURSOR,//0.13:130:33//CAENORHABDITIS ELEGANS7/ 

P20630 < '/ * t !: 

F-NT2RP3004209//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1 .2.15) (UBIQUITIN THIOLESTE- 
RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUI- 
TOUS NUCLEAR PROTEIN HOMOLOG)7/6.5e-16:207:29//H0MO SAPIENS (HUMAN).//Q13107 
50 F-NT2RP3004215//PROTEIN TRANSPORT PROTEIN SEC6> 0XMMA SUBUNIT7/1 .0:69:3 1//SACCHAROMY- 

CES CEREVISIAE (BAKER'S YEAST)7/P351 79 ' l r : 

F-NT2 R P3004242//H YPOTH ETICAL 30.2 KD PROTEIN ;ZK632 $ : 2 IN CHROMOSOME MI7/1.1e-64:191:63// 
CAENORHABDITIS ELEGANS 7/P34657 %i 

F-NT2RP3004246//RING3 PROTEIN (KIAA9001)7/0.060:101 :28//HOMO:SAPIENS (HUMAN)7/P25440 
55 F-NT2RP3004253//COLLAGEN ALPHA 1(1) CHAIN ( FR AGM ENTS) ://i : . 1 e-07:1 84:35//BOS TAURUS (BOVINE).// 

P02453 : 

F-NT2RP3004258//SUPPRESSOR PROTEIN SRP407/4.9e-08:98-39//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YE AST) 7/P32583 ' - 
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F-NT2RP3004262//DNAJ PROTEIN HOMOLOG 1 (HDJ-1 ) (HEAT SHOCK PROTEIN 40) (HSP40)7/1 .6e-63:21 0: 
61//HOMO SAPIENS (HUMAN).//P25685 - 

F-NT2 R P3004282//H YPOTH ETICAL PROTEIN F44G4.1 IN CHROMOSOME II (FRAGMENT).//1 .6e-29: 177:38// 
CAENORHABDITIS ELEGANS7/P54073 : Xt? 

5 F-NT2 R P3004332//DN A-DI R ECTED RNA POLYMERASE, M^RG EST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 

MENT).//0.030:118:36//CRICETULUS GRISEUS (CHINESE HAMSTER)y/P1 1 41 4 
F-NT2RP3004334 

F-NT2RP3004341//ALPHA-INTERNEXIN (ALPHA-INX).//0.9i':lf0.^6//MUS MUSCULUS (MOUSE). //P46660 
F-NT2RP3004348//HYPOTH ETICAL 105.3 KD PROTEIN C01G6 : 5 *IN CHROMOSOME II I.//0.60: 198:24// 
10 CAENORHABDITIS ELEGANS7/P46012 h.t:-jh 

F-NT2RP3004349//I!!! ALU SUBFAMILY SP WARNING ENTRY.! !!!//1,.0e-37:60:76//HOMO SAPIENS (HUMAN).// 
P39193 

F-NT2RP3004378//H YPOTH ETICAL 18.8 KD PROTEIN IN GNTR-GGT INTERGENIC REGION (0162)7/0.0026: 
76:28//ESCHERICHIA COLI7/P46854 * . " 

15 F-NT2RP3004399//LEUCINE-RICH PRIMARY RESPONSE PFlOTEiN.1 (FOLLICLE-STIMULATING HORMONE 

PRIMARY RESPONSE PROTEIN) 7/4. 4e-1 09:21 2:96//HOMO SAPIENS (HUMAN) 7/Q92674 
F-NT2RP3004424//JTV-1 PROTEIN.//4.5e-18:60:70//HOMO SAPIENS (HUMAN)7/Q13155 F-NT2RP3004428// 
M ETALLOTH I O N E I N -A (MTA)7/0.0010:36:47//STRONGYLOCENTROTUS PURPURATUS (PURPLE SEA UR- 
CHIN)7/P04734 

20 F-NT2RP3004451//MYOSIN IC HEAVY CHAIN7/0.00072:113:34//ACANTHAMOEBA CASTELLANII (AMOE- 

BA).//P10569 ' ; - . 

F-NT2RP3004454//VERPROLIN7/3.3e-07:156:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/ 
P37370 . ., '-./•! * 

F-NT2RP3004466//HYPOTH ETICAL PROTEIN F-2 1 5 7/0 . 0 01 3 \\ 2 5 :32//H U M AN ADENOVIRUS TYPE 27/ 
25 P03291 

F-NT2RP3004470//HYPOTH ETICAL 15.4 KD PROTEIN 06.14803 0! 11 IN CHROMOSOME 1117/1.0:33:51// 
CAENORHABDITIS ELEGANS7/Q09254 V V>^: f 

F-NT2RP3004472//GERM CELL-LESS PROTEIN7/7.3e-33:1*70:49//b r ROSOPHILA MELANOGASTER (FRUIT 
FLY).//Q01820 '^If^h;','. • 

30 F-NT2RP3004475//RHO-GAP HEMATOPOIETIC PROTEIN Cl'^PJ^ SA- 

PIENS (HUMAN).//P981 71 , J. ^ y~ : - 

F-NT2RP3004480//VACUOLAR PROTEIN SO RTI NG- ASSOC! ATE DP ROTE I N VPS357/3.9e-47:199:49//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P34110 ' ' ' ' '/ 

F-NT2RP3004490//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//0.0013:121 :33// 
35 XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P1 7437 V ■ 

F- NT2 R P3004498//H YPOTH ETI C AL 43.5 KD PROTEIN r IN OOTD-KDUD INTERGENIC REGION PRECUR- 
SOR.//0.066:87:35//BACILLUS SUBTIL IS 7/P50840 • ' V 

F-NT2RP3004503//IM! ALU SUBFAMILY SQ WARNING ENTRY l!!!//2.0e-34:102:69//HOMO SAPIENS (HU- 
MAN)7/P39194 

40 F-NT2R P3004504//SU P P RESSO R PROTEIN SRP40.//0 ; 64:93:34//SACCHAROMYCES CEREVISIAE (BAK- 

ER'S YEAST)7/P32583 . . .1 I f . 

F-NT2RP3004507//MOB1 PROTEIN (MPS1 BINDER 1)7/2:2e-16:90:42//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST)7/P40484 * 

F-NT2RP3004527 

45 F-NT2RP3004534//S-PHASE ENTRY CYCLIN 67/0.38:1 48 :22/^SACCHAROMYCES CEREVISIAE (BAKER'S 

YEAST)7/P32943 1- 

F-NT2RP3004539//INSULIN-LIKE GROWTH FACTOR BINDING, PROTEIN 1 PRECURSOR (IGFBP-1) (IBP-1) 
(IGF-BINDING PROTEIN 1)7/0.38:89:38//RATTUS NORVEG J |CU^ : (RAT).//P21743 

F-NT2 R P3004544//C YTADH ERENC E HIGH MOLECULAR WEIGHT.PROTE IN 2 (CYTADHERENCE ACCESSO- 
50 RY PROTEIN 2).//0.0024:200:24//MYCOPLASMA PNEUMONIAE7/R75471 

F-NT2 R P3004566//GASTRULA ZINC FINGER PROTEIN XLCGF17.1 (FRAGMENT)7/4.6e-25:126:43//XENO- 
PUS LAEVIS (AFRICAN CLAWED FR0G)7/P18713 : «'"'"> . 

F-NT2RP3004569//ANKYRIN7/8.3e-07:150:28//MUS MUSCUlilJ'S;(MOU.SE)7/Q02357 

F-NT2RP3004572//TRANSCRIPTION INITIATION FACTOR -TFND" 150 KD SUBUNIT (TAFII-150) (TAFII150).// 
55 1 .6e-70:247:54//DROSOPHILA MELANOGASTER (FRUIT FLY)7/Q24325 

F-NT2RP3004578//CENTROMERIC PROTEIN E (CENP-E PR6TErN)7/1.5e-10:210:26//HOMO SAPIENS (HU- 
MAN)7/Q02224 . 

F-NT2RP3004594//P54 PROTEIN PRECURSOR7/0.0044:230:24//ENTEROCOCCUS FAECIUM (STREPTO- 
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COCCUS FAECIUM)7/P1 3692 ' . '^ r'lrJ' 

F-NT2RP3004617//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR.//1 .5e-14:113:34//MUS 
MUSCULUS (MOUSE)7/P15533 ; W i yi 

F-NT2RP300461 8//HYPOTHETICAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSOME lll.//4.5e-08:149:30// 
5 CAENORHABDITIS ELEGANS7/P34681 - r % ,fv 

F-NT2RP3004669//ETHANOLAMINE KINASE (EC 2.7.1.82) (EASILY SHOCKED PROTEIN).//1 .Oe-24: 75:48// 
DROSOPHILA MELANOGASTER (FRUIT FLY)7/P54352 

F-NT2RP3004670//CUTICLE COLLAGEN 21/0.00090: 159:29//CAENORHABDITIS ELEGANS7/P1 7656 
F-NT2RP4000008//CHLORINE CHANNEL PROTEIN P647/4.0e-79:243:62//BOS TAURUS (BOVINE).//P35526 
10 F-NT2RP4000023 

F-NT2RP4000035//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!l//3.6e-06:46:67//HOMO SAPIENS (HUMAN).// 
P39194 

F-NT2RP4000049//CALDESMON (CDM).//0.41 :63:34//GALLUS GALLUS (CHICKEN)7/P12957 
F-NT2RP4000051//DUALIN.//2.3e-23:195:37//GALLUSGALLUa(CHICKEN).//^ 

15 F-NT2RP4000078//RING CANAL PROTEIN (KELCH ' PROTEIN). //1 .2e-24: 182:31 //DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)7/Q04652 ; 
F-NT2RP4000102//XPAR7PROTEINy/1.0:54:33//BACILLUSLICHENIFORMIS.//Q99166 
F-NT2RP4000109//SLIT PROTEIN PRECURSOR. //1 .9e-60:230:46//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//P24014 ' ' ^h?< ;y y 

20 F-NT2RP40001 11 //CLEAVAGE AND POLYAD EN YLATION SPEC ipl CITY FACTOR, 100 KDSUBUNIT(CPSF 100 

KD SUBUNIT).//1 .4e-91 :157:100//BOS TAURUS (BOVINE) ^0.10568 \ 
F-NT2RP4000129//5E5 ANTIGEN 7/0.00072 :124:37//RATTUS NORVEGICUS (RAT).//Q63003 
F-NT2RP4000147//ZINC FINGER PROTEIN GCS1 7/1 .5e-26:1 V9:4<3//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST)7/P35197 v" # .] iv. 

25 F-NT2RP4000150 • ;/ . 

F-NT2RP4000 151 //HYPOTHETICAL 31.0 KD PROTEIN R10.7.2.'lN CHROMOSOME Hl.//4.2e-31 :1 80:47// 
CAENORHABDITIS ELEGANS 7/P32740 . 

F-NT2RP4000159//SPORE COAT PROTEIN SP96.//0.84:107:28//DICTYOSTELIUM DISCOIDEUM (SLIME 
MOLD) .//P1 4328 

30 F-NT2RP4000167//HYPOTHETICAL98.1 KD PROTEIN IN SPX19rGCR2 INTERGENIC REGION7/2.4e-08:133: 

32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P40'l64 . 

F-NT2RP40001 85//TRANS-ACTING TRANSCRIPTIONAL RROJEIN ICP0 (VMW118 PROTEIN)7/5.4e-05:143: 
32//HERBES SIMPLEX VIRUS (TYPE 2/ STRAIN HG52)7/P28284~ 

F-NT2RP4000210//PAIRED AM PHI PATH I C HELIX PROTEIN7/1 .8e-40:258:35//SACCHAROMYCES CEREVI- 
35 SIAE (BAKER'S YEAST)7/P22579 ' ' 

F-NT2RP4000212//ATRIAL GLAND-SPECIFIC ANTIGEN /PRECURSOR (AGSA).//1.4e-20:104:40//APLYSIA 
CALIFORNICA (CALIFORNIA SEA HARE)7/P15287 Vv; 

F-NT2RP4000214//FERREDOXIN7/1.0:19:42//MOORELLATHERMOACETICA (CLOSTRIDIUM THERMOACE- 
TICUM)7/P00203 V /.!;%iV"rv - 

40 F-NT2RP4000218//!!!! ALU SUBFAMILY J WARNING ENT RY, J !H//t^.7e-1 5:48:60//HOMO SAPIENS (HUMAN).// 

P39188 A-' 
F-NT2RP4000243//DUALIN.//5.8e-78:192:70//GALLUS GALLUS (CHICKEN). //Q90830 

F-NT2RP4000246//NPC DERIVED PROLINE RICH PROTEIN /L (NDPP-1 )7/3. 1 e-83:207:76//MUS MUSCULUS 
(MOUSE).//Q03173 * £ 'f V;/",' 

45 F-NT2RP4000259//GLUTATHIONE PEROXIDASE 2 (EC 1 .11 .,1 .9)7/5.5e-29:153:43//HELIANTHUS ANNUUS 

(COMMON SUNFLOWER)7/023968 ' • . • ' 

F-NT2RP4000263//ANNEXIN VII (SYNEXIN) (FRAGMENT) 7/0. 98:42 :40//BOS TAURUS (BOVINE)7/P20072 
F-NT2RP4000290//HYPOTHETICAL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME l.//3.5e-71 :209:66// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/P871 15 
50 F-NT2RP4000312//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1 ).//8. 9 e-22: 166 ^//HO- 

MO SAPIENS (HUMAN)7/Q15404 , \\ 

F-NT2RP4000321//VERPROLIN.//0.00018:260:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P37370 .>! f i ( . , 

F-NT2R P4000323//ANTHO PLEU Rl N B (TOXIN AP-B) 7/0.42: 15 v 46//ANTHO PLEURA XANTHOGRAMMICA (Gl- 
55 ANT GREEN SEA ANEMONE)7/P01 531 

F-NT2RP4000355//HYPOTHETICAL90.9 KD PROTEIN IN GCIs!2(M;MK1 INTERGENIC REG ION 7/0. 75: 125:29// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/R43596 s ;l . 

F-NT2RP4000360//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT) 7/0.27:92: 
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33//RATTUS NORVEGICUS (RAT)7/P10164 

F-NT2RP4000367//HYPOTHETICAL7.3 KD PROTEIN IN 100 KD PROTEIN REGION.//0.99:52:32//HUMAN AD- 
ENOVIRUS TYPE 41 7/P23691 • 

F-NT2RP4000370//MITOCHONDRIAL PEPTIDE CHAIN RELEASE FACTOR 1 PRECURSOR (MRF-1)7/4.1e-40: 
5 1 63:52//HOMO SAPIENS (HUMAN).//O75570 

F-NT2RP4000376//PHOSPHOLIPASE A-2-ACTIVATING PROJEIN (PLAP).//4.2e-59:125:80//RATTUS NOR- 
VEGICUS (RAT).//P5431 9 

F-NT2RP4000381//NEUROFI LAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 
0.00058: 194:30//MUS MUSCULUS (MOUSE).//P19246 - ■] 
10 F-NT2RP4000398//ZINC FINGER PROTEIN 184 (FRAGMENT).//1.2e^5:153:39//HOMO SAPIENS (HUMAN).// 

Q99676 n : , ■ 

F-NT2RP4000415//HYPOTHETICAL118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC REGION PRECURSOR.// 
0.00066:201 :27//SACCHAROMYCES CEREVISIAE (BAKER : S,YEAST)7/P47179 

F-NT2RP400041 7//PROCESSING ALPHA-1 ^-MANNOSIDASE'tEC 3.2.1 .-) (ALPHA-1 ,2-MANNOSIDASE 1 B).// 
15 1 .8e-25:196:40//MUS MUSCULUS (MOUSE)7/P39098 J "X'.i 

F-NT2RP4000424//!!!! ALU SUBFAMILY SX WARNING ENTRY NH//1 .0e-1 5:72:61//HOMO SAPIENS (HUMAN).// 
P39195 * . ' • 

F-NT2RP4000448//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//7.0e-23:63:82//HOMO SAPIENS (HUMAN).// 
P39192 ; - 

20 F- N T2 R P4000449//R EG U LATO R Y PROTEIN SIR2 (SILENT INFORMATION REGULATOR 2)7/1 .3e-41: 102:45// 

KLUYVEROMYCES LACTIS (YEAST) 7/P33294 

F-NT2RP4000455//HOMEOBOX PROTEIN SAX-1 (CHOX-3) (FRAGMENT).//0.00014:92:30//GALLUS GALLUS 
(CHICKEN)7/P19601 , .,, tl , 

F-NT2RP4000457//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 7 (EC 3.1 .2.15) (UBIQUITIN THIOLESTE- 
25 RASE 7) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 7) (DEUBIQUITINATING ENZYME 7) (HERPESVI- 

RUS ASSOCIATED UBIQUITIN-SPECIFIC PROTEASE)7/1.0e-29:218:38//HOMO SAPIENS (HUMAN) 7/Q93009 
F-NT2RP4000480//TRANSCRIPTIONAL REGULATORY PROTEIN ALGP (ALGINATE REGULATORY PROTEIN 
ALGR3)7/0.049:1 1 7:29//PSEUDOMONAS AERUGINOSA7/P1 5276 

F-NT2RP4000481//HYPOTHETICAL H ELI CASE C28H8.3 : IN CHROMOSOME lll.//2.3e-05:152:23// 
30 CAENORHABDITIS ELEGANS7/Q09475 •, " 

F-NT2RP4000498//MOB1 PROTEIN (MPS1 BINDER 1).//2.3e-48:172:52//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST)7/P40484 

F-NT2RP4000500//HYPOTHETICAL 83.6 KD PROTEIN R05D3.2 IN CHROMOSOME lll.//1.3e-23: 165:35// 
CAENORHABDITIS ELEGANS7/P34535 v t t£p& t 

35 F-NT2RP4000515//PHOSPHODI ESTERASE I (EC 3.1 .ti^S^XONUCLEASE) (S'-NUCLEOTIDE PHOS- 

PHODIESTERASE) (FRAGMENT)7/1 .0:48:37//BOS TAU RU S '( B0 VINE)7/P 15396 

F-NT2RP4000517//METALLOTHIONEIN-LIKE PROTEIN TYPE : ,2.//1 .0:41 :36//VICIA FABA (BROAD BEAN).// 
Q41657 ,£'V 

F-NT2RP400051 8//ATP-DEPENDENT RNA HELICASE ROKl.//1.1e-11:93:36//SACCHAROMYCES CEREVI- 
40 SIAE (BAKER'S YEAST)7/P45818 ' ■■)""■'" ;' 

F-NT2RP4000519//COLLAGEN ALPHA 1(XII) CHAIN (FR_AGMENTS)7/0.68:55:40//BOS TAURUS (BOVINE).// 
P25508 !r .V : " 

F-NT2RP4000524//IGA FC RECEPTOR PRECURSOR (BETA ANTIGEN) (B ANTIGEN) 7/0.37: 187:24//STREP- 
TOCOCCUS AGALACTIA E7/P27951 
45 F-NT2RP4000528//NPL4 PROTEIN 7/2. 1e-45:305:36//SACCHAf?OMYCES CEREVISIAE (BAKER'S YEAST).// 

P33755 O t /. w ' 

F-NT2RP4000541//HOMEOBOX PROTEIN CHOX-1 (FRAGMENT).//0.23:28:50//GALLUS GALLUS (CHICK- 
ENS/PI 3544 

F-NT2RP4000556//HYPOTHETICAL 34.1 KD PROTEIN C40H1,4 IN CHROMOSOME lll.//4.3e-1 4:1 74:34// 
50 CAENORHABDITIS ELEGANS7/Q03574 ./ ] 

F-NT2RP4000560//HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME lll.//2.1e-19:155:36// 
CAENORHABDITIS ELEGANS7/P34679 - - 

F-NT2RP4000588//HYPOTHETICAL PROTEIN E-115.//0.014:64:35//HUMAN ADENOVIRUS TYPE 2.//P03290 
F-NT2RP4000614//SPLICING FACTOR, ARGININE/SERINE-RjCH 2 (SPLICING FACTOR SC35) (SC-35) 
55 (SPLICING COMPONENT, 35 KD) (PR264 PROTEIN)7/2.7e-27:t88:44//GALLUS GALLUS (CHICKEN) 7/P30352 

F-NT2RP4000638//EARLY NODULIN 55-1 P R ECURSORi(N-55;^j; (FRAGM ENT).//0.55:40:40//GLYC I N E MAX 
(SOYBEAN).//Q05544 .', M^Sf--', 

F-NT2RP4000648//!!!! ALU SUBFAMILY J WARNING ENTR^!Jji//2,4e-06:31 :74//HOMO SAPIENS (HUMAN).// 

'. 'i ' . 

.... ; 
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P39188 

F-NT2RP46000657//HYPOTHETICAL PROTEIN MJ1065y/2.5e-40:237:40//METHANOCOCCUS JANNAS- 

CHII.//Q58465 

F-NT2RP4000704 

5 F-NT2RP400071 3//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556y/4.0e-07:134:40//STREP- 

TOMYCES FRADIAE.//P201 86 /: 

F-NT2RP4000724//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE]7/1.1e-62:109:88//HOMO SAPIENS (HUMAN)y/Pl0266 
F-NT2RP4000728//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR.//0.0033:190:25//SACCHAROMY- 
10 CES CEREVISIAE (BAKER'S YEAST).//P32323 ' :• 

F-NT2 R P4000737//PTB- ASSOCIATE D SPLICING FACTOR (PS F).//1 .0e-05:1 14:34//HOMO SAPIENS (HU- 
MAN)i/P23246 : r $*< : ? : 

F-NT2RP4000739//ATP SYNTHASE PROTEIN 8 (EC 3.6.1-.34) ^(A6L)Y/1 .0:20:50//ANAS PLATYRHYNCHOS 
(DOMESTIC DUCK)7/P50655 - :: /'■' ' 

15 F-NT2RP4000781 //HYPOTHETICAL 27.7 KD PROTEIN IN CPT1*-SPC98 INTERGENIC REGION.//0.0013:67: 

31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53915 . ' 

F-NT2RP4000787//POLLEN SPECIFIC PROTEIN SF3.//1 ,3e-13:79:39//HELIANTHUS ANNUUS (COMMON 
SUNFLOWER).//P29675 

F-NT2RP400081 7//SUPPRESSOR PROTEIN SRP40Y/1 .3e-05:255:21 //SACCHAROMYCES CEREVISIAE 
20 (BAKER'S YEAST).//P32583 

F-NT2RP4000833 

F-NT2RP4000837//MALE SPECIFIC SPERM PROTEIN MSTS4DB.//0.18:38:44//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q01 643 :.' [\. ... 

F-NT2RP4000839//TRANSCRIPTION INITIATION FACTOR TFIID 90 KD SUBUNIT (TAFII-90).//0.026:38:44// 
25 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P381 29 

F-NT2RP4000855//AMINOPEPTIDASE B (EC 3.4.11.6) (AflGINYL AMINOPEPTIDASE) (ARGININE AMI- 
NOPEPTIDASE) (CYTOSOL AMINOPEPTIDASE IV) (AP-B)Y/2.8e-64:229:53//RATTUS NORVEGICUS (RAT).// 
009175 ; 'V~<V. ■ 

F-NT2RP4000865//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//3.6e-84:174:54//HOMO SAPIENS (HU- 
30 MAN)7/P16415 

F-NT2RP4000878//MYELOID UPREGULATED PROTEINy/8.2e-88:227:74//MUS MUSCULUS (MOUSE).// 
035682 v 

F-NT2RP4000879//UBIQUITIN-ACTIVATING ENZYME El JaYSQ PROTEIN). //9.1e-55:268:43//HOMO SAPIENS 
(HUMAN).//P22314 /, y , 

35 F-NT2RP4000907//BDNF/NT-3 GROWTH FACTORS RECEPTOR' PRECURSOR (EC 2.7.1.112) (TRKB TYRO- 

SINE KINASE) (GP145-TRKB) (TRK-B)y/5.4e-10:220:25//tfOMO SAPIENS (H UM AN) Y/Q 16620 
F-NT2RP4000915//60S ACIDIC RIBOSOMAL PROTEIN P2 (FRAGMENT)y/0.46:23:60//ARABIDOPSIS THAL- 
I ANA (MOUSE-EAR CRESS).//P51 407 ~ e [\*: . 

F-NT2RP40 009 18//M ETHYL-ACCEPTING CHEMOTAXIS PROTEIN TLPB.//0.000 10:1 48:32//BAC I LLUS SUBTI- 
40 LIS.//P39217 

F-NT2RP4000925//FIBROMODULIN PRECURSOR (FM) (c6lL aSE'N -BINDING 59 KD PROTEIN) 7/3. 5e-27: 
220:36//HOMO SAPIENS (HUMAN).//Q06828 

F-NT2RP4000927//TRANS-ACTING TRANSCRIPTIONAL PROTEIN. ICPO (P135 PROTEIN) (IER 2.9/ER2.6).// 
0.64:75:37//BOVINE HERPESVIRUS TYPE 1 (STRAIN JURA)Y/P29128 
45 F-NT2RP4000928//PHOSPHATIDATE C YTI D YLYLTRAN S FE R AS E (EC 2.7.7.41) (CDP-DIGLYCERIDE SYN- 

THETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) (CDP-DIACYLGLYCEROL SYNTHASE) (CDS) 
(CTP:PHOSPHATIDATE CYTIDYLYLTRANSFERASE) (C DP-DAG SYNTHASE).//3.1e-104:263:66//HOMO SA- 
PIENS (HUMAN).//Q92903 t '*' ,? s : 

F-NT2RP4000929//HYPOTHETICAL 22.2 KD PROTEIN IN NSRV-TIF4631 INTERGENIC REGIONy/0.93:107: 
50 28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53288 

F-NT2RP4000955//PUTATIVE CUTICLE COLLAGEN F09G8r6)/2.0e-05:102:37//CAENORHABDITIS ELE- 
GANS.//P34391 + ■ 

F-NT2RP4000973//HYPOTHETICAL48.6KD PROTEIN IN BET1-PAN1 INTERGENIC REGION .//2.3e- 17:78:56// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P40564;^;.^ , 
55 F-NT2RP4000975//SALIVARY PROLINE-RICH PROTEIN PO "(ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT) .//0.0041: 142 :33//HOMO SAPIENS (HUMAN).//P10162.^ >V n ^ ■ 

F- NT2 R P4000979//H Y POTH ETI C AL 14.5 KD PROTEIN7/0.77:,106:33/A/ACCINIA VIRUS (STRAIN COPENHA- 
GEN)y/P20517 '* .l-i r -;r: 
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F-NT2RP4000984//HYPOTHETICAL 124.8 KD PROTEIN C29E4.4 IN CHROMOSOME 1 1 17/0.90:94:25// 
CAENORHABDITIS ELEGANS7/P34343 - 

F-NT2R P4000989//ANTHO PLEU Rl N B (TOXIN AP-B)7/0.76:41:41//ANTHOPLEURA XANTHO GRAM MICA (GI- 
ANT GREEN SEA ANEMONE)7/P01531 
5 F-NT2RP4000996//PROTEIN Q300.//0.00024:41 :53//MUS MUSCULUS (MOUSE)7/Q02722 

F-NT2RP4000997//DNA-DIRECTED RNA POLYMERASE il 35.KD" POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMER- 
ASE I SUBUNIT2) (RPA135) (RNA POLYMERASE I 127 Kp v SUBUNIT)7/8.7e-11 5:261 :82//RATTUS NORVEGI- 
CUS (RAT)7/054888 * ^ : Y. 

F-NT2RP4001004//EC PROTEIN HOMOLOG 2 (FRAGMENT)7/0.50:61:34//ARABIDOPSIS THALIANA 
10 (MOUSE-EAR CRESS)7/Q42377 •^W/.v.V 

F-NT2R P400 1 006//H YPOTH ETICAL 43.5 KD PROTEIN IN COTD-KDUD INTERGENIC REGION PRECUR- 
SOR7/0.010:152:29//BACILLUSSUBTILIS7/P50840 

F-NT2RP4001010//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1,4-ALPHA-D-GLUCAN GLUCO HYDROLASE) 7/9. 9e-05:247:25//SACCHAROMYCES CEREVISIAE 
15 (BAKER'S YEAST)7/P08640 

F-NT2RP4001029//PROTEIN GRAINY-HEAD (DNA-BINDING PROTEIN ELF-1) (ELEMENT l-BINDING ACTIV- 
ITY) (TRANSCRIPTION FACTOR NTF-1)7/1 .1e-14:175:31//DROSOPHILA MELANOGASTER (FRUIT FLY).// 

P13002 f ; " , 

F-NT2RP4001041//PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6.1.1.4) (LEUCINE--TRNA LIGASE) 
20 (LEURS)7/1 .5e-74:272:55//CAENORHABDITIS ELEGANS7/Q09996 

F-NT2RP4001 057//H YPOTH ETICAL 62.2 KD PROTEIN ZK652.6 IN CHROMOSOME 1117/0.0064:76:38// 
CAENORHABDITIS ELEGANS7/P34664 . 
F-NT2RP4001064//DUALlN7/2.5e-24:1 99:38//GALLUS GALLUS (CHIC KEN) 7/Q90830 

F-NT2RP4001078//TRANSCRIPTION INITIATION FACTOR. Jpl ID 135 KD SUBUNIT (TAFII-135) (TAFII135) 
25 (TAFII-130) (TAFM130)7/0.11:139:38//HOMO SAPIENS (HUMAN) 7/O00268 

F-NT2 R P40 0 1 079//C ALC IUM-TRANSPORTING ATPASE 1 (EC 3.6.1 .38) (GOLGI CA2+-ATPASE)7/1 .5e-22:242: 
31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/R13586 

F-NT2RP4001080//POLYPYRIMIDINE TRACT-BINDING gROlflN^PTB) (HETEROGENEOUS NUCLEAR Rl- 
BONUCLEOPROTEIN I) (HNRNP 1)7/1 .7e-82:178:69//SUS" S§r8fA (PIG)7/Q29099 
30 F-NT2RP4001086//LEUCINE-RICH ACIDIC NUCLEAR RRbjEI 1^7/0. 00039:1 41 :26//RATTUS NORVEGICUS 

(RAT).//P49911 ' V "v:'v : 

F-NT2RP4001 095//DOUBLE-STRANDED RNA-SPECIFIC ED'itASE 1;(EC 3.5.-.-) (DSRNA ADENOSINE DEAM- 
INASE) (RNA EDITING ENZYME 1 ).//9.9e-07:79:43//HOMO SAPIENS (HUMANJ7/P78563 
F-NT2RP4001 1 00//HYPOTH ETICAL 74.0 KD PROTEIN IN CAJ1-HOM3 INTERGENIC REGION7/4.4e-1 6:207: 
35 35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST^/P^OO^^ I 

F-NT2RP4001117//PROTEIN TRANSPORT PROTEIN SEC61: ALPHA SUBUNIT7/8.1e-115:224:99//RATTUS 
NORVEGICUS (RAT)7/P38378 " , v " 

F-NT2RP4001122//TIPD P ROTE IN 7/7. 5e- 11 :1 29:31 //DICTYOSTELIUM DISCOIDEUM (SLIME MOLD)7/015736 
F-NT2RP4001126//TRICHOHYALIN7/1.4e-19:257:28//OVIS ARIES (SHEEP) 7/P22793 
40 F-NT2RP4001138//PUTATIVE F420-DEPENDENT NADP REDUCTASE (EC 1 .-.-.-)7/0.00010:204:25//METH- 

ANOCOCCUS JANNASCHII7/Q58896 ^ 

F-NT2RP4001143//HYPOTHETICAL 52.9 KD PROTEIN IN SAP155-YMR31 INTERGENIC REGION.//4.5e-34: 
168:44//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P43616 

F-NT2RP4001148//SOF1 PROTEIN 7/2.4e-41 :158:41//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
45 P33750 : \ lr " 

F-NT2RP4001 1 49//SULFATED SURFACE GLYCOPROTEIN fjB& jSSG 185)7/1 . 3e-08: 106:41 /A/OLVOX CART- 
ERI.//P21997 

F-NT2RP4001150//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (NR-CAM) (BRAVO).// 
3.6e-24:194:32//GALLUS GALLUS (CHICKEN).//P35331 
so F-NT2RP4001159//MEROZOITE SURFACE ANTIGEN 2 'PRECURSOR (MSA-2)7/0.0056:117:25//PLASMODI- 

UM FALCIPARUM (ISOLATE K1 /THAILAND) 7/Q03643 .I-^'V/.v ^ 

F-NT2RP4001174//NON-GREEN PLASTID TRIOSE PHOSPWXtB TRANSLOCATOR PRECURSOR (CTPT).// 
5.9e-24:184:34//BRASSICAOLERACEA(CAULIFLOWER)7/P52178 : 

F-NT2RP4001206//MEROZOITE SURFACE ANTIGEN 2 PRECjjp?6 R; (MS A-2) 7/0.0029: 11 7:26//PLAS MOD I- 
55 UM FALCIPARUM (ISOLATE K1 / THAILAND)7/Q03643 ] '[\ • 

F-NT2RP4001207//CHROMOSOME SEGREGATION PROTEIN CSE1 7/1 .0e-07:144:28//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST) 7/P33307 ' t^<: H ' 

F-NT2RP4001210//DERMORPHIN 1 PRECURSOR [CO NTAI NS : 6 ELTO R PH I N (DERMENKEPHALIN); DER- 
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MORPHIN].//0.019:130:30//PHYLLOMEDUSA SAUVAGEI (SAUVAGE'S'LEAF FROG).//P05422 
F-NT2RP4001213//ZINC FINGER PROTEIN 1 777/3. 2e-28:1 76 :39//HOMO SAPIENS (H UM AN). //Q 13360 
F-NT2RP4001219//DISULFIDE ISOMERASE MPD1 PRECURSOR'^ 5.3.4.1 )7/2.4e-1 3:1 08:37//SACCH A RO- 
MYCES CEREVISIAE (BAKER'S YEAST) 7/Q 12404 ,> , 

F-NT2RP4001228//RING CANAL PROTEIN (KELCH " PROf EiN).//2.7e-56:242:40//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 

F- NT2 R P400 1 235//R EG U LATO RY PROTEIN E2.//0.0080:'i00:38//HUMAN PAPILLOMAVIRUS TYPE 25.// 
P36787 ~ : * 

F-NT2RP4001256//CUTICLE COLLAGEN 1 7/0.01 4: 104:31 //CAENORHABDITIS ELEGANS7/P081 24 
F-NT2RP4001260//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB1 7)7/0.00077:1 6:68//ESCHERICHIA 
COLI7/P05834 

F-NT2RP4001274//HISTONEH1.M6.17/0.98:65:35//TRYPANOSOMA.CRUZI7/P40273 
F-NT2RP4001276//ELAV PROTEIN7/0.00054:134:33//DROSOPHILA VIRILIS (FRUIT FLY).//P23241 
F-NT2RP4001313//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
0.014:71:35//NICOTIANATABACUM (COMMON TOBACCO )7/P 13983 

F-NT2RP4001315/A/ACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS97/2.3e-12:190:27//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//P54787 . . x 

F-NT2 R P400 1 336//VEG ETATI BLE INCOMPATIBILITY PROTEIN HET-E-1 7/0.0037:1 08:31 //PODOSPORA AN- 
SERINA7/Q00808 ■ ,. ^ V 

F-NT2RP4001 339//HYPOTHETICAL PROTEIN MJ08107/1 .2e:0^50':34//METHANOCOCCUS JANNASCHII7/ 
Q58220 \ f : hz 3^ J ' 

F-NT2RP4001 343//HYPOTHETICAL 85.2 KD PROTEIN F52C9^jN CHROMOSOME 1117/1 .4e- 18:244:27// 
CAENORHABDITIS ELEGANS7/Q10123 i^J f V^ 

F-NT2RP4001345//PHOSPHATIDYLCHOLINE-STEROL AC^L%ANSFERASE PRECURSOR (EC 2.3.1.43) 
(LECITHIN-CHOLESTEROL ACYLTRANSFERASE) (PHOSF?HOLiPlb-CHOLESTEROL ACYLTRANSFERASE) 
(FRAGMENT)7/4.0e-49:212:50//GALLUS GALLUS (CHICKEN)7/P53760 

F-NT2RP4001 351 //INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 7/5.7e-11 :229:26//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST) 7/P25386 <v~ o f • . 

F-NT2RP4001353//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1) 7/0.00088 :84:28//HO- 
MO SAPIENS (HUMAN)7/Q1 5404 

F-NT2RP4001372//IRREGULAR CHIASM C-ROUGHEST PROTEIN PRECURSOR (IRREC PROTE1N).//1 .0e- 
22:222:30//DROSOPHILA MELANOGASTER (FRUIT FLY)7/Q08180 

F-NT2RP4001373//OV-1 7 ANTIGEN PRECURSOR (IMMUNODOMINANT HYPODERMAL ANTIGEN).//0.51 :92: 
26//ONCHOCERCA VOLVULUS7/P36991 - ,'" y 2 : i ' 

F-NT2RP4001375//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1.112) (TYROSINE- PRO- 
TEIN KINASE 1)7/3.5e-13:146:35//DICTYOSTELIUM DISCOIDEUM (SLIME MOLD).//P18160 
F-NT2RP4001 379//HYPOTHETICAL 64.2 KD PROTEIN IN SL^2 : PUT2 INTERGENIC REGION.//1 .2e-1 4:207: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P387&7 

F-NT2RP4001 389//DNA-DIRECTED RNA PO LYM E R AS E; I [ : LAFJG EST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 
MENT) 7/0.073:1 12:33//CRICETULUS GRISEUS (CHINESE HAMSTER)7/P11414 

F-NT2RP4001407//CENTROMERIC PROTEIN E (CENP-E BOTE IN) 7/0.00 19:233 :24//HOMO SAPIENS (HU- 
MAN)7/Q02224 * 

F-NT2RP4001414//SEPTIN 2 HOMOLOG (FRAGMENT).//6.2e-89:.ii95:81//HOMO SAPIENS (HUMAN)7/Q14141 
F-NT2RP4001433//ZINC FINGER PROTEIN 43 (ZINC PROTElWhlf F6)7/1 .5e-85:216:56//HOMO SAPIENS (HU- 
MAN)7/P28160 *V V c ( 

F-NT2RP4001442//DNA-DIRECTED RNA POLYMERASE IP LARGEST SUBUNIT (EC 2.7.7.6) (VERSION 1)7/ 
0.012:1 07:35//ARABIDOPSIS THALIANA (MOUSE-EAR CREdiS)j£&18616 

F-NT2RP4001447//60S ACIDIC RIBOSOMAL PROTEIN P2 * ( EL1 2)7/0 . 0 046 : 69 : 33//ARTE M I A SALINA (BRINE 
SHRIMP)7/P02399 ^ '-''■'[ " 

F-NT2RP4001474//CBP3 PROTEIN PRECURSOR7/0.001t: i 11^:29//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST)7/P21 560 

F-NT2RP4001483//2-OXOGLUTARATE DEHYDROGENASE E1 COMPONENT PRECURSOR (EC 1.2.4.2) (AL- 
PHA-KETOGLUTARATE DEHYDROGENASE)7/6.2e-60:146:61//HOMO SAPIENS (HUMAN).//Q02218 
F-NT2RP4001 498//HYPOTHETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME l.//2.3e-24:137:37// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q097 : 6l* 

F-NT2RP4001502//HYPOTHETICAL24.7 KD PROTEIN IN P0M.\52-REC114 INTERGENIC REGION7/6.0e-22: 
148:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)77p46206 

F-NT2RP4001507//CUTICLE COLLAGEN 407/0.00029:1 66:31//CAENORHABDITIS ELEGANS.//P34804 
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F-NT2RP4001524//LACTOCOCCIN A IMMUNITY PROTEIN y/6.74:96:30//LACTOCOCCUS LACTIS (SUBSP. 
LACTIS) (STREPTOCOCCUS LACTIS), AND LACTOCOCCUS LACTIS (SUBSP. CREMORIS) (STREPTOCOC- 
CUS CREMORIS).//Q00561 

F-NT2RP4001529//PROTEIN GRAINY-HEAD (DNA-BINDING PROTEIN ELF-1) (ELEMENT l-BINDING ACTIV- 
ITY) (TRANSCRIPTION FACTOR NTF-1).//2.8e-06:79:41//DROSOPHILA MELANOGASTER (FRUIT FLY).// 
P13002 

F-NT2RP4001547//HYPOTHETICAL 45.0 KD PROTEIN IN NOT 1/CDC39-HMR INTERGENIC REGIONy/5.4e- 
34:88:46//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P25656 

F-NT2RP4001551//CELL DIVISION CONTROL PROTEIN 687/1 .5e-18:243:30//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)y/P32558 

F-NT2RP4001555//PUTATIVE ENDONUCLEASE VIII (EC 3':2.-/-).//0.00030:158:24//MYCOBACTERIUM TU- 
BERCULOSISV/P96902 - v T ^. < 

F-NT2RP4001567//IMPORTIN ALPHA- 1 SUBUNIT (KAFiYOPHERIN ALPHA- 1 SUBUNIT).//0.0001 3:147:29// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P521 70 ^ . 

F-NT2RP4001568//HYPOTHETICAL PROTEIN KIAA0041 (FRAGMENT)y/8.0e-22:119:42//HOMO SAPIENS 
(HUMAN).//Q15057 ^ \,; /5l ; , f 

F-NT2RP4001571//NEUROMODULIN (AXONAL MEM BRAN BPflOTEIN GAP-43) (PP46) (B-50) (PROTEIN F1) 
(CALMODULIN-BINDING PROTEIN P-57).//0.01 2: 167:28//BOS TAURUS (BOVINE).//P06836 
F-NT2RP4001574//COATOMER GAMMA SUBUNIT (GAMMArCOAT PROTEIN) (GAM MA-CO P).//6.8e-1 15:208: 
98//BOS TAURUS (BOVINE)y/P53620 . :? ; , 

F-NT2RP4001 575//M-RELATED PROTEIN PRECURSOR^0.22:184:25//STREPTOCOCCUS PYOGENES.// 
P16946 , f;i . .. ... 

F-NT2RP4001592//ISOLEUCYL-TRNA SYNTHETASE (EC 6.1..V.5) } (ISOLEUCINE-TRNA LIGASE) (ILERS).// 
7.4e-45:229:39//SYNECHOCYSTIS SP (STRAIN PCC 6803)y^73505 

F-NT2RP4001610//APOLIPOPROTEIN C-ill PRECURSOR (A Pp -C 111)7/0.41 :74:28//SUS SCROFA (PIG).// 
P27917 | f !.V 

F-NT2RP4001614//BAS1C PROLINE-RICH PEPTIDE P-e"(IB-9)V/1 .0:29:37//HOMO SAPIENS (HUMAN).// 
P02811 

F-NT2RP4001634//MYOSIN HEAVY CHAIN, PERINATAL SKELETAL MUSCLE (FRAGMENT).//0. 16:233:23// 
RATTUS NORVEGICUS (RAT).//P04462 

F-NT2RP4001638//DNA REPAIR/TRANSCRIPTION PROTEIN MET18/34MS19y/4.2e-21 :249:30//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST)y/P40469 

F-NT2RP4001 644//MYOSIN LIGHT CHAIN KINASE (EC 2>.1 :V7);(MLCK).//4.5e-1 8:1 1 1 :44//DICTYOSTELIUM 
DISCOIDEUM (SLIME MOLD).//P25323 I * ^Y- 

F-NT2RP4001 656//HYPOTHETICAL 108.5 KD PROTEIN R06F6.2 IN CHROMOSOME ll.//3.4e-1 3:1 75:32// 
CAENORHABDITIS ELEGANSy/009600 * • 

F-NT2RP4001677//HYPOTHETICAL73.6KDPROTEINCY49.21://0.065:66:43//MYCOBACTERIUMTUBERCU- 

Losisy/Qio69o ■'ii'i^V; _ 

F-NT2RP4001679//!!!! ALU SUBFAMILY SQ WARNING ^ENJRY J!!!//1 .3e-36:1 03:72//HOMO SAPIENS (HU- 
MAN)y/P39194 7 \ t ! 

F-NT2RP4001 696//PHOTOSYSTEM II REACTION CENTRE Kj" PROTEIN. //0. 93:3 7 :37//CH LOR ELLA VUL- 
GARISy/P56338 

F-NT2RP4001725//GUANINE NUCLEOTIDE-BINDING PROTEAN . BETA SUBUNIT.//4.3e-11 : 128:32// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST). //Q 10282- ' 

F-NT2RP4001730//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1.-) 
(DUGT)y/4.1 e-22:201 :27//DROSOPHILA MELANOGASTER (Ff^Ulf £LY)7/Q09332 

F-NT2RP4001739//HOMEOBOX PROTEIN HOX-A10 (HOX-1H) (HOX-1 .8) (PL)y/1 .0:67:34//HOMO SAPIENS 
(HUMAN).//P31260 A f • 

F-NT2RP4001753//2INC FINGER PROTEIN 10 (ZINC FINGER PROTEIN KOX1) (FRAGMENT) .//1 .2e- 19:72:62// 
HOMO SAPIENS (HUMAN)y/P21 506 

F-NT2RP4001760//BREAKPOINT CLUSTER REGION PROTEIN.//1 .8e-13:179:28//HOMO SAPIENS (HU- 

MAN)y/pn274 ; 

F-NT2RP4001790//ZINC FINGER PROTEIN 38 (ZFP-38) (CTFIN51) (TRANSCRIPTION FACTOR RU49)7/7.9e- 
38:147:49//MUSMUSCULUS(MOUSE)y/O07231 

F-NT2RP4001803//CUTICLE COLLAGEN 12 PRECURSOR://0k0:48:39//CAENORHABDITIS ELEGANS.// 
P20630 

F-NT2RP4001822//NOVEL ANTIGEN 2 (NAG-2)7/2.7e-27:.173:36//HOMO SAPIENS (HUMAN).//014817 
F-NT2RP4001823//PUTATIVE CUTICLE COLLAGEN F09G8.67/3.3e-16:152:42//CAENORHABDITIS ELE- 
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GANS7/P34391 . "V«> 

F-NT2RP4001828//HOLIN.//0.99:33:36//BACTERIOPHAGEHPiy/p'51727 

F-NT2RP4001838//METASTASIS-ASSOCIATED PROTEIN MTA17/1 .2e-07:95:31//HOMO SAPIENS (HUMAN).// 
Q13330 

5 F-NT2RP4001841//INTESTINAL MUCIN-LIKE PROTEIN (MLR) ?( FRAGMENT) 7/0. 94: 141 :22//RATTUS NOR- 

VEGICUS (RAT).//P98089 

F-NT2RP4001849//SH3-BINDING PROTEIN 3BP-1 7/5.6e-52:276:45//MUS MUSCULUS (MOUSE)//P551 94 
F-NT2RP4001 861 //HYPOTHETICAL 10.6 KD PROTEIN IN GALE-PEPT INTERGENIC REGION.//0.92:39:51// 
BACILLUS SUBTILIS.//P551 85 
10 F-NT2RP4001 889//HYPOTHETICAL BHLF1 PROTEIN.//0.32:97:31//EPSTEIN-BARR VIRUS (STRAIN B95-8) 

(HUMAN HERPESVIRUS 4).//P031 81 " * v. % 

F-NT2RP4001893//2-5A-DEPENDENT RIBONUCLEASE (EC 3.1.26.-) (2-5A-DEPENDENT RNAASE) (RNASE 
L) (RIBONUCLEASE 4) (FRAGMENT)7/3.6e-07:124:29//MUS MUSCULUS (M 0 US E)7/Q 05921 
F-NT2RP4001 896//HYPOTHETICAL 89.4 KD TRP-ASP REPEATS CONTAINING PROTEIN IN PMT6-PCT1 
15 INTERGENIC REGION.//3.9e-10:210:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P42935 

F-NT2RP4001901//ACROSIN PRECURSOR (EC 3.4.2 1.10).//2.4e-07:53:45//ORYCTOLAGUS CUNICULUS 
(RABBIT).//P48038 " : X?M ' 

F-NT2RP4001 927//MICROTUBULE-ASSOCIATED PROTEIN YTM1 .//3. 1 e-1 9:1 70:32//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST)7/Q1 2024 t V." 
20 F-NT2RP4001 938//ZINC FINGER PROTEIN MOK-2.//1 .3e : 28:72:50//MUS MUSCULUS (MOUSE).//P24399 

F-NT2RP4001946//PROTEIN-L-ISOASPARTATE O-METHYLTRANSFERASE (EC 2.1.1.77) (PROTEIN- BETA- 

ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEIN L-ISOASPARTYL METHYLTRANSFERASE) (L-ISO- 

ASPARTYL PROTEIN CARBOXYL METHYLTRANSFERASE);//4.8e-1 4:1 83:30//TRITICUM AESTIVUM 

(WHEAT).//Q43209 <fc ^ 

25 F-NT2RP4001 950//HYPOTHETICAL PROTEIN ORF-11377/3;7e-07i'li5:29//MUS MUSCULUS (MOUSE).// 

P11260 , 4 * 

F-NT2RP4001953 * ' 

F-NT2RP4001 966//WALL- ASSOCIATED PROTEIN PRECURSOR.//0.13:151 :27//BACILLUS SUBTILIS.// 
Q07833 s . 

30 F-NT2RP4001975//FIBRIL-FORMING COLLAGEN ALPHA : CHAIN.//0.00031 :190:31//RIFTIA PACHYPTILA 

(TUBE WORM)Y/P30754 : , 

F-NT2RP4002018//RING CANAL PROTEIN (KELCH I PROTEiN).//3.5e-18:185:29//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 - • ,? 

F-NT2RP4002047//GTP-BINDING PROTEIN GUF1 (GTPASE GUF1).//4.0e-49:158:65//SACCHAROMYCES 
35 CEREVISIAE (BAKER'S YEAST)7/P46943 \ l%\ 

F-NT2RP4002052//HYPOTHETICAL 54.3 KD PROTEIN , C23b'3.!p3C IN CHROMOSOME 17/0.0047:148:27// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09844 • ' 

F-NT2RP4002058//PUTATIVE PRE-MRNA SPLICING FACTOR^ATP-DEPENDENT RNA HELICASE F56D2.67/ 
0.057:66:30//CAENORHABDITISELEGANS7/Q20875 V 
40 F-NT2RP4002071//VERY HYPOTHETICAL 13.2 KD PROTEIN CY251 '.097/0.94:45:46//MYCOBACTERIUM TU- 

BERCULOSIS./^ 0888 ;v:>x:., : 

F-NT2RP4002075//TAT PROTEIN (TRANS ACTIVATING REGULATORY PROTEIN).//0.44:36:38//HUMAN IMMU- 
NODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1)7/P18804. 1.. 

F-NT2RP4002078//ZINC FINGER PROTEIN 91 (ZINC FINGER PjSjE IN HTF10) (HPF7).//2.6e-1 9:46:76//HO- 
45 MO SAPIENS (HUMAN).//Q05481 r " - 

F-NT2RP4002081//MHC CLASS II REGULATORY FACTOR RFX1 (RFX) (ENHANCER FACTOR C) (EF-C).// 
2.8e-05:196:31//HOMO SAPIENS (HUMAN).//P22670 ' ."' 

F-NT2RP4002083//HYPOTHETICAL PROLINE-RICH PROTEIN' (FRAGMENT) 7/0.0064:29 :55//OW EN I A FUSI- 
FORMIS7/P21260 

50 F-NT2RP4002408//PROTEIN KINASE CEK1 (EC 2.7.1.-)7/1 .1e-37:159:53//SCHIZOSACCHAROMYCES 

POMBE (FISSION YEAST) 7/P38938 

F-NT2RP4002791//30S RIBOSOMAL PROTEIN S207/1 .0:73:26//HELICOBACTER PYLORI (CAMPYLO- 
BACTER PYLORI) 7/P56027 ] /. {..;. 

F-NT2RP4002888//HYPOTHETICAL PROTEIN TP0352Y/6.98:52:26//f REPONEMA PALLIDUM.//083371 
55 F-NT2RP4002905//G2/MITOTIC-SPECIFIC CYCLIN S13-7 (B-LIKE CYCLIN) (FRAGMENT)7/5.9e-05: 138:27// 

GLYCINE MAX (SOYBEAN)7/P25012 ■*< / 

F-NT2RP5003459//HOMEOBOX PROTEIN HOX-A3 (HOX-1.5) (MO-10).//0.027:40:40//MUS MUSCULUS 

(MOUSE)7/P02831 Y^Tr" 

_ * *• - ** ■ 
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F-NT2RP5003461 //HYPOTHETICAL PROTEIN C22F3.14C IN CHROMOSOME I (FRAGMENTS/I. 1e-12:142: 
35//SCH IZOS ACCH AROM YC ES POMBE (FISSION YEAST).//Q09779 

F-NT2RP5003477//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/5.3e-1 3:21 5:28//PODOSPORA AN- 
SERINA.//Q00808 

5 F-NT2RP5003492//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//0.0055:144:27//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P08640 

F-NT2RP5003500//PROLINE-RICH PROTEIN MP-2 PRECURSOR7/9.0e-05:103:38//MUS MUSCULUS 
(MOUSE)7/P05142 

10 F-NT2RP5003506//MALE SPECIFIC SPERM PROTEIN MST87F7/6:53:21:38//DROSOPHILAMELANOGASTER 

(FRUIT FLY).//P08175 

F-NT2RP5003512//HYPOTHETICAL PROTEIN IN CYCB3'REGION PRECURSOR (ORF2) (FRAGMENT) .//0.92: 
49:32//PARACOCCUS DENITRIFICANS.//P29969 * : 'r\ 

F- NT2 R P5003522//N AD P H -C YTOC H RO M E P450 REDUCTASE (EC 1.6.2.4) (CPR)7/2.7e-18:165:39//PHASE- 
15 OLUS AUREUS (MUNG BEAN) (VIGNA RADIATA)7/P37116 : , 

F-NT2RP5003524//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS)7/6.0e-08: 125:41 //RATTUS NORVEGICUS 
(RAT).//P02454 

F-NT2RP5003534//ATP SYNTHASE, SUBUNIT F (EC 3.6.1.34).//0:88:37:45//HALOBACTERIUM VOLCANII 
(HALOFERAX VOLCANII).//Q48331 
20 F-OVARC1000001//GAR22 PROTEIN.//1 .9e-05:41 :58//HOMO'SAPIENS (HUMAN).//Q99501 

F-OVARC1000004//70 KD EXOCYST COMPLEX PROTEINV/3.7e-08:186:25//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P19658 , *' 

F-OVARC1000006//HISTONE H2A.1 7/4.7e-55:117:98//RATTUS N0RVEGICUS (RAT)7/P02262 
F-OVARC 1 00001 3//WD- RE PEAT PROTEIN POP1 7/0.00.022:1 26 :28//SCH IZOS ACCH AROM YCES POMBE 
25 (FISSION YEAST)7/P87060 1 c s 

F-OVARC1 00001 4//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR7/2.3e-05:220:30//GALLUS GALLUS 
(CHICKEN).//P02457 

F-OVARC1 00001 7//CUTICLE COLLAGEN DPY-137/2.6e-05:97:30//CAENORHABDITIS ELEGANS7/P1 7657 
F-OVARC 1000035 

30 F-OVARC 1 000058//RAS-RELATED PROTEIN RABC Y/Q.0001 5:11 0:24//DICTYOSTELIUM DISCOIDEUM 

(SLIME MOLD).//P34143 i ■ 

F-OVARC1 000060//EXTRACELLULAR RIBONUCLEASE LE PRECURSOR (EC 3.1 .27.1) (RNASE LE)7/6.8e-09: 
60:45//LYCOPERSICON ESCULENTUM (TOMATO)7/P80022 , r /. 

F-OVARC1000068//CYTOTOXIN 4 (CARDIOTOXIN V-ll-4)7/1 ; :0:27:44//NAJA MOSSAMBICA (MOZAMBIQUE 
35 COBRA)7/P01452 . . J$ f.lZ* 

F-OVARC1000071//NUCLEAR TRANSPORT FACTOR 2 (NT^-2) (PLACENTAL PROTEIN 15) (PP15)7/5.2e-06: 
115:29//HOMO SAPIENS (HUMAN), AND RATTUS NORVEGIC,US;(RAT)7/P13662 
F-OVARC 1000085 / " ' ' . 

F-OVARC1000087//HISTONE MACRO-H2A.1 7/1 .2e-13:174:26//RATTUS NORVEGICUS (RAT)7/Q02874 
40 F-OVARC 1 00009 1 //OCTAP EPTI DE- RE PE AT PROTEIN T27/0.0013:137:32//MUS MUSCULUS (MOUSE).// 

Q06666 

F-OVARC 1 000092//MITOCHONDRIAL RIBOSOMAL PROTEIN S7 7/6. 97:46 :39//ACANTH AMOEBA CASTELLA- 
Ntl (AMOEBA).//P46756 ' ' % 7.*"' 

F-OVARC 1 0001 06//HYPOTHETICAL 1 41 .5KD PROTEIN IN YPT53:RH02 INTERGENIC REGION7/0.0012:165: 
45 29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/F>53935' 

F-OVARC1 0001 09//PROLINE RICH 33 KD EXTENSIN-RELATED 1 PROTEIN PRECURSOR (FRAGMENT) 7/0. 18: 
35:34//DAUCUS CAROTA (CARROT) 7/P06600 * : . 

F-OVARC1000113//HYPOTHETICAL PROTEIN C18//1 .0:26:26//SWINEPOX VIRUS (STRAIN KASZA) (SPV).// 
P32217 

50 F-OVARC1 0001 14//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.6e-28:57:63//HOMO SAPIENS (HUMAN).// 

P39194 ; j / 

F-OVARC1000133 ' \ 

F-OVARC 1 0001 39//UBIQUITIN CARBOXYL-TERM IN AL HYDROLASE 4 (EC 3.1 .2. 1 5) (UBIQUITIN THIOLESTE- 
RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUI- 
55 TOUS NUCLEAR PROTEIN HO MOLOG) 7/1 .9e-09:200:29//HQMO, SAPIENS (HUMAN).//Q13107 

F-OVARC1000145//HOMEOBOX PROTEIN DLX-37/1 .0:65:30//BRACHYDANIO RERIO (ZEBRAFISH) (ZEBRA 
DANIO)7/Q01 702 ; g ./ 

F-OVARC 1 000 148//HYPHAL WALL PROTEIN 1 (CELL ELONGATION PROTEIN 2)7/0.1 2:1 75:29//CANDI DA AL- 
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BICANS (YEAST).//P46593 

F-OVARC1 0001 51//HYPOTHETICAL PROTEIN KIAA0161 7/5.6e-20:197:30//HOMO SAPIENS (HUMAN).// 
P50876 

F-OVARC1000168//!!!! ALU SUBFAMILY J WARNING ENTRY W1//0. 0030:77 :38//HOMO SAPIENS (HUMAN).// 
5 P39188 

F-OVARC1000191//COLANIC ACID BIOSYNTHESIS PROTEIN; ,WCAH7/0.95:56:35//ESCHERICHI A COLL// 
P32056 

F-OVARC1000198//HISTONE H1 .C2 7/0. 96:70 :25//TRY PAN O SOMA CRUZI.//P40268 

F-OVARC 1 000209//H YPOTH ETI CAL 20.9 KD PROTEIN IN PLBI,HXT2 INTERGENIC REGION7/2.5e-33:178: 
10 44//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/Q03677 

F-0 VARC 1 0002 12//PROLINE- RICH PROTEIN MP-2 ■ PRECURSOR7/1 .7e-05:66:46//MUS MUSCULUS 
(MOUSE) J7P051 42 !<V 

F-OVARC1 000240//!!!! ALU SUBFAMILY SP WARNING ENTRY HIV/1 .8e-10:41 :78//HOMO SAPIENS (HUMAN).// 
P39193 ; a 

15 F-OVARC 1 000241 //ENDOTHELIAL PAS DOMAIN PROTEIN 1. (EPAS-1) (HIF-1 ALPHA-LIKE FACTOR) (MHLF) 

(HIF-RELATED FACTOR) (HRF)7/7.4e-54:177:54//MUS MUSCULUS (MOUSE).//P97481 

F-OVARC 1 000288//H YPOTH ETICAL 54.2 KD PROTEIN IN ERP5-ORC6 INTERGENIC REGION7/2.9e-20:115: 
45//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/P38 821 

F-OVARC1000302//CORTICOSTEROID-BINDING GLOBULIN PRECURSOR (CBG) (TRANSCORTIN).//1 .0:79: 
20 25//MUS MUSCULUS (MOUSE)7/Q06770 ; ^ : 

F-OVARC 1000304//P ROTE IN MOV-107/1 .6e-79:181 : 83//MU S MUSC U LU S (MOUSE).//P23249 
F-OVARC1000309//THREONINE SYNTHASE (EC 4.2.99.2),//6.9e-36:156:42//ASHBYA GOSSYPII (EREMOTH- 
ECIUM GOSSYPI!)7/Q00063 

F-OVARC 1 000321 //HYPOTHETICAL 28.1 KD PROTEIN C4F8.03 IN CHROMOSOME 1 7/5. 2e-45: 159:53// 
25 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/01 41,79 

F-OVARC1000326//BASIC PROLINE-RICH PEPTIDE IB-1 7/0.036:67:35//HOMO SAPIENS (HUMAN)7/P04281 
F-OVARC1000335//HYPOTHETICAL39.3 KD PROTEIN IN GCN4;WBP1 INTERGENIC REGION7/1 .2e-1 6:200: 
27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P4obo4 :l ' 

F-OVARC 1 000347//H YPOTH ETICAL 7.6 KD PROTEIN YCF33,7/0.69:41:43//CYANOPHORA PARADOXA.// 
30 P48273 f 

F-OVARC 1 000384//ANTI FRE EZ E PEPTIDE 4 PRECURSORJ v j7b;b8:49:34//PSEUDOPLEURONECTA AMERI- 
CAN US (WINTER FLOUNDER) 7/P02734 7 '^^'f;' 

F-OVARC 1 000408//INTEGUMENTARY MUCIN C.1 (FIM-C.1)HFRAGMENT)7/8.1e-05:115:33//XENOPUS LAE- 
VIS (AFRICAN CLAWED FROG)7/Q05049 , \: ..' 

35 F-OVARC1 00041 1//DYNACTIN, 150 KD ISOFORM (150 KD OYNEIN-ASSOCIATED POLYPEPTIDE) (DP-150) 

(DAP-150) (P150-GLUED)7/0.00076:100:29//RATTUS NORVEGICUS (RAT).//P28023 

F-OVARC1 00041 4//H YPOTH ETI CAL 7.0 KD PROTEIN IN BLTR-SPOIIIC INTERGENIC REGION.//1 .0:46:34// 
BACILLUS SUBTILIS7/P54431 v ^/.'J'^ '^ 

F-OVARC1000420//COLLAGEN ALPHA 2(VIII) CHAIN (ENDOTHELIAL COLLAGEN) (FRAGMENT)7/0.0028:97: 
40 37//HOMO SAPIENS (HUMAN)7/P25067 p ^ 

F-OVARC 1 00042 7//H YPOTH ETICAL 13.9 KD PROTEIN IN PRFA-SPOIIR INTERGENIC REGION 7/0.70:2 1 :47// 

BACILLUS SUBTILIS.//P391 50 u , = . 

F-OVARC 1000431 ."7 " '] 

F-OVARCl000437//TENSIN7/9.2e-42:195:52//GALLUS GALLUS (CHICK EN) 7/Q04205 
45 F-OVARC1000440//PINCH PROTEIN (PARTICULARY INTERESTING NEW CYS-HIS PROTEIN).//3.4e-31 :37: 

97//HOMO SAPIENS (HUMAN).//P48059 

F-OVARC 1000442 . •" " V 

F-OVARC 1000443//CUTICLE COLLAGEN 2C (FRAGMENT)7/0.€056;163:34//HAEMONCHUS CONTORTUS7/ 

P16252 "?*;j'f.\* J 

50 F-OVARC1000461//FIXU PROTEIN7/0.36:36:44//RHIZOBIUM ' LEGUMINOSARUM (BIOVAR TRIFOLII).// 

P42710 .^iv 

F-OVARC1000465//PROTEIN TRANSPORT PROTEIN SEC r 7^2^e-1 4:222 :26//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P1 1075 v ,>;';'^ t - 

F-OVARC1 000466//!!!! ALU SUBFAMILY SC WARNING ENTRY } !m//2.3e-08:29:93//HOMO SAPIENS (HUMAN).// 
55 P39192 - v : • 

F-OVARC 1000473//D UAL SPECIFICITY PROTEIN PHOSPHATASES (EC 3.1.3.48) (EC 3.1.3.16) (DUAL SPE- 
CIFICITY PROTEIN PHOSPHATASE MKP-X) (FRAGME^T)7/2;8e;06:96:36//RATTUS NORVEGICUS (RAT).// 
Q63340 . ' \ 
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F-OVARC 1 000479//PHOTOSYSTEM I REACTION CENTRE SUBUNIT X (PSI-K)7/0.99:48:37//CYANIDIUM 
CALDARIUM (GALDIERIA SULPHURARIA).//P31567 F-OVARC1 000486 

F-OVARC 1000496//HYPOTHETICAL PROTEIN MJ12137/1 .0:62:32//METHANOCOCCUS JANNASCHII.// 
Q58610 .;!> 
5 F-OVARC1000520//MEROZOITE SURFACE PROTEIN CMZ-8}FRAGMENT)7/0.0011 :66:40//EIMERIA ACER- 

VULINA7/P09125 

F-OVARC1000526//PROTEIN 03007/1 .2e-05:51 :43//MUS MUSCULUS (MOUSE).//Q02722 
F-OVARC1000533//NEURONAL PROTEIN 3.1 (P311 PROTE|N)7/0.74:43:41//HOMO SAPIENS (HUMAN).// 
Q16612 'V\V ' 

10 F-OVARC 1 000543//POLYP E PTI DE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- 

UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTIDE, N- ACETYLGALACTOS- 
AMINYLTRANSFERASE) (GALNAC-T1)7/2.3e-23:192:35//HO.MO SAPIENS (HUMAN) 7/Q1 0472 
F-OVARC 1000556 . 

F-OVARC1000557//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1.6e-08:80:47//HOMO SAPIENS (HUMAN).// 
15 P39188 

F-OVARC1000564//VPX PROTEIN (X ORF PROTEIN) (VIRAL ACCESSORY PROTEIN).//0.45:32:50//HUMAN 
IMMUNODEFICIENCY VIRUS TYPE 2 (ISOLATE D194) (HIV-2)7/P17760 
F-OVARC 1000573 

F-OVARC1 000576//BETA-DEFENSIN 1 (BNDB-1)7/0.47:29:41//BOS TAURUS (BOVINE).//P46159 
20 F-OVARC1000578//COLLAGEN ALPHA 1(11) CHAIN (FRAGMENTS) V/0.023:96:36//BOS TAURUS (BOVINE).// 

P02459 * M \ 

F-OVARC1000588//MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L37/0.75:57:29//HOMO SAPIENS (HU- 
MAN)7/P09001 . , / / v. 

F-OVARC 1 000605//AUTOLYSIN PRECURSOR (EC 3.4.24.38MGAMETE LYTIC ENZYME) (GLE).//0.91 :134:28// 
25 CHLAMYDOMONAS REINHARDTII7/P311 78 

F-OVARC1 000622//!!!! ALU SUBFAMILY SB WARNING ENJRY !!!!//2.6e-36:100:80//HOMO SAPIENS (HU- 
MAN)7/P39189 * 1>X 

F-OVARC 1 000640//HYPOTHETICAL 8.5 KD PROTEIN YCF40 (OF?F73)7/0.96:34:38//ODONTELLA SIN ENSIS7/ 

P49535 ; vt::^ 

30 F-OVARC1000649//ANTHER-SPECIFIC PROTEIN SF1 8 PRECURSOR (FRAGMENT)7/0.0036:64:37//HELIAN- 

THUS ANNUUS (COMMON SUNFLOWER) 7/P22357 C.i ^ 

F-OVARC1000661//COLLAGEN ALPHA 2(l) CHAIN ( FRAGMENTS) 7/0.2 1 :53:47//RATTUS NORVEGICUS 
(RAT)7/P02466 . : r \% .i [ 

F-OVARC 1000678//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB1 7)7/1 .0:1 7:58//ESCHER!CHIACOLI7/ 
35 P05834 

F-OVARC 1000679//DNA-DIRECTED RNA POLYMERASE OMEGA CHAIN (EC 2.7.7.6) (TRANSCRIPTASE 
OMEGA CHAIN) (RNA POLYMERASE OMEGA SUBUNIT)7/p.096:67:29//ESCHERICHIA COLI7/P08374 
F-OVARC1000681//PROTEIN Q3007/0.72:1 6:43//M US MUSCULUS (MOUSE)7/Q02722 

F-OVARC1000682//PROCESSING ALPHA-1 ,2-MANNOSIDASE (EC 3.2.1 .-) (ALPHA- 1 ,2-MANNOS|DASE 1 B).// 
40 7.6e-70:102:99//MUS MUSCULUS (MOUSE)7/P39098 

F-OVARC 1000689//CADM1UM-METALLOTH ION El N (CD-MT)7/0.032:30:40//HELIX POMATIA (ROMAN SNAIL) 
(EDIBLE SNAIL)7/P331 87 

F-OVARC 1000700//B RAIN NEURON CYTOPLASMIC PROTEIN 27/0.17:60:40//RATTUS NORVEGICUS (RAT).// 
P02684 \, ?\ 

45 F-OVARC1000703//BASIC PROLINE-RICH PEPTIDE P-E" (IB-9///0.57:42:42//HOMO SAPIENS (HUMAN)7/ 

P02811 

F-OVARC 1 000722//N -ACETYLLACTOSAM I N E SYNTHASE (EQ.2.4.1.90) (N-ACETYLG LUC OS AMINE (BETA 
1 ->4)GALACT0SYLTRANSFERASE) (EC 2.4.1 .38) (LACTOSE SYNTHASE A PROTEIN (EC 2.4.1.22)) (GA- 
LACTOSYLTRANSFERASE) (GT)7/1 ,le-20:44:70//BOS TAURUS,(BOVINE)7/P08037 
50 F-OVARC1 000730//HYPOTHETICAL 83.8 KD PROTEIN ' G27F2 if IN CHROMOSOME lll.//5.2e-29:224:36// 

CAENORHABDITIS ELEGANS7/Q1 8262 : 

F-OVARC 1 000746//M ATE RNAL EFFECT PROTEIN StAUFEN7/6.2e-12:78:48//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P25159 J-^-p- 
F-OVARC1 000769 C-."^"* ■ 

55 F-OVARC 1 000771 //R AS-RELATED PROTEIN RAB-27/1.1e-46il21 :79//HOMOSAPIENS (HUMAN), AND CANIS 

FAMILIARIS (DOG)7/P08886 

F-OVARC1000781//HOMEOBOX PROTEIN GBX-2 (GASTRULATION AND BRAIN-SPECIFIC HOMEOBOX 
PROTEIN 2)7/0.81 :36:52//HOMO SAPIENS (HUMAN) 7/P52951 

. ' ' v • ■ 
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F-OVARC 1000787//40S RIBOSOMAL PROTEIN S14 (FRAGMENT).//0.96:37:48//SUS SCROFA (PIG)7/Q29303 
F-OVARC1 000800//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//2.5e-31:47:82//HOMO SAPIENS (HUMAN).// 
P39189 V ^ij^/ft' 

F-OVARC1 000802//HYPOTHETICAL 8.8 KD PROTEIN^B&302.2 V IN CHROMOSOME X7/0. 16:55:40// 
5 CAENORHABDITIS ELEGANS7/Q1 0926 

F-OVARC1000834//SERINE/THREONINE-PROTEIN KINASE;PAK : ^ALPHA (EC 2.7.1.-) (P68-PAK) (P21- ACTI- 
VATED KINASE) (ALPHA-PAK) (PROTEIN KINASE MUK2)7/p:87:140:31//RATTUS NORVEGICUS (RAT).// 
P35465 

F-OVARC1000846//NUCLEOLIN (PROTEIN C23)7/7.0e-07n09:30//MESOCRICETUS AURATUS (GOLDEN 
10 HAMSTER)7/P08199 

F-OVARC1 000850//HYPOTHETICAL 56.2 KD PROTEIN IN ERG8.UBP8 INTERGENIC REGION7/6.9e-09:180: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S Y E AST). //Q 04991 

F-OVARC1000862//UBIQUITIN-CONJUGATING ENZYME E2-17.5 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN)7/0.0020:74:28//SACCHAROMYCES CEREVISIAE (BAKER'S 
15 YEAST)7/P52490 

F-OVARC1000876//MOB1 PROTEIN (MPS1 BINDER 1)7/9.8e-39:154:55//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P40484 

F-OVARC1000883//METALLOTHIONEIN-I7/0.87:38:36//CANDIDA GLABRATA (YEAST) (TORULOPSIS GLA- 
BRATA).//P15113 

20 F-OVARC1000885//OXIDOREDUCTASE UCPA (EC 1 .-.-.-)7/2.8e-18:170:34//ESCHERICHIA COLI.//P37440 

F-OVARC1000886//COLLAGEN ALPHA 2(l) CHAIN (FRAGM ENT) 7/0. 00033 :60:45//BOS TAURUS (BOVINE).// 
P02465 ,. s 

F-OVARC1000890//PROBABLE E5 PROTEIN7/0.92:7:71/^UM£N PAPILLOMAVIRUS TYPE 707/P50774 
F-OVARC1 000891 //HYPOTHETICAL 8.3 KD PROTEIN (ORF5^ TETRAURELIA.// 
25 P15606 ' 

F-OVARC1 000897//HYPOTHETICAL 6.1 KD PROTEIN PRECURSOR (ORF87)7/1 .0:34:44//ORGYIA PSEU- 
DOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNF?y')^//pi0337 

F-OVARC1 00091 2//PUTATIVE CUTICLE COLLAGEN C09G5.^.//4.0e-07:98:35//CAENORHABDITIS ELE- 
GANS7/Q09455 "\ ' . ■ 

30 F-OVARC1 00091 5//HYPOTHETICAL PROTEIN KIAA0288 j(HA61 16)7//1 .7e-47:115:76//HOMO SAPIENS (HU- 

MAN)7/P56524 "V- ■ 

F-OVARC1000924//CYTOCHROME B (EC 1.10.2.2) (FRAGMENT);7/0.99:54:24//BOA CONSTRICTOR (BOA).// 
P92848 ' ^ "I'"*'] 

F-OVARC 1 000936//HYPOTHETICAL 7.5 KD PROTEIN IN ; INAA-GLPQ INTERGENIC REGION.//1 .0:48:33//ES- 
35 CHERICHIACOLI.//P45505 \ .." . / ; y; 

F-OVARC1 000937//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR.//1 .0:135:31//HOMO SAPIENS (HU- 
MAN)7/P02452 

F-OVARC1000945//EARLY E1A 11 KD PROTEIN. //0.087:81 :24//MOUSE ADENOVIRUS TYPE 1 (MAV-1)7/ 
P12533 

40 F-OVARC 1000948 *\ m \ 

F-OVARC1 000959//HYPOTHETICAL PROTEIN MJ09337/0.99:67:28//METHANOCOCCUS JANNASCHII7/ 
Q58343 

F-OVARC1 000960//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//! .8e-32:56:75//HOMO SAPIENS (HUMAN).// 
P39193 • 
45 F-OVARC1000964//MAMBIN (GLYCOPROTEIN IIB-IIAANTAGONIST).(PLATELET AGGREGATION INHIBITOR) 

(DENDROASPIN)7/1.0:30:36//DENDROASPIS JAMESONI KAIMQSAE (EASTERN JAMESON'S MAMBA).// 
P28375 ' ; :i-f:£', " 

F-OVARC1 000971 '[-...V . 

F-OVARC 1 000984//HYPOTHETICAL 52.3 KD PROTEIN IN MRPL'|0VeRG24 INTERGENIC REGION PRECUR- 
50 SOR.//0.093:36:47//SACCHAROMYCES CEREVISIAE (BAkER V S*YEAST)7/P53832 

F-OVARC1000996//MO25 PROTEIN7/1 .9e-39:80:95//MUS MUSCULUS,(MOUSE)7/Q06138 

F-OVARC1 000999//B RAIN -SPECIFIC HOMEOBOX/POU DOMAIN PROTEIN 1 (BRN-1 PROTEIN)7/0.00020:50: 

40//HOMO SAPIENS (HUMAN)7/P20264 ... . , y f{ 

F-OVARC 1 001000//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//1 !4e-16:43:90//HOMO SAPIENS (HUMAN).// 
55 P39195 . .*.>«' 

F-OVARC1001004//MALE SPECIFIC SPERM PROTEIN ^ MST84DA7/0.95:33:42//DROSOPH ILA MELA- 
NOG ASTER (FRUIT FLY) 7/Q 01 642 " , 0:. 

F-OVARC 1 00 1 0 1 0//H YPOTH ETICAL PROTEIN MJ0926 7/0.50:71 :23//METHANOCOCCUS JANNASCHII.// 
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Q58336 

F-OVARC1001011//CORTISTATIN PRECURSOR7/0.81:45:37//RATTUS NORVEGICUS (RAT).//Q62949 
F-OVARC1001032//FERREDOXIN LIKE PROTEIN7/1 .0:26:46//RHIZOBIUM LEGUMINOSARUM (BIOVAR PHA- 
SEOLI).//Q05561 . ; - ■ 

5 F-OVARC1001034//METALLOTHIONEIN-IG (MT-1G)7/0.14:9:77//HOMO SAPIENS (HUMAN)7/P13640 

F-OVARC1001038//NUCLEOLIN (PROTEIN C23)7/3.2e-07:36:80//HOMO SAPIENS (HUMAN).//P19338 
F-OVARC1001040//!!!! ALU SUBFAMILYSQ WARNING ENTRY !!!!//1 .5e-18:45:60//HOMO SAPIENS (HUMAN).// 
P39194 

F-OVARC1 001 044//BIS(5'-NUCLEOSYL)-TETRAPHOSPHATASE (SYMMETRICAL) (EC 3.6.1 .41 ) (DIADENOS- 
10 INE TETRAPHOSPHATASE).//0.88:43:39//ESCHERICHIA COLI.//P05637 

F-OVARC1001051//SERINE PROTEINASE STUBBLE (EC 3.4.21 /-):(STUBBLE-STUBBLOID PROTEIN).//0.34: 
117:25//DROSOPHlLA MELANOGASTER (FRUIT FLY)7/Q05319 

F-OVARC1 001 055//PRE-B CELL ENHANCING FACTOR PRECURSOR7/1 .6e-33:43:97//HOMO SAPIENS (HU- 
MAN)7/P43490 

'5 F-OVARC1001062 " : . 

F-OVARC1001065//METHIONYL-TRNA SYNTHETASE (EC! 6.1,1.10) (M ETH ION I N E--TR N A LIGASE) 
(METRS)7/0.79:76:39//BORRELIA BURGDORFERI (LYME DISEASE SPIROCHETE)7/Q44951 
F-OVARC1001068//GTP-BINDING PROTEIN ERA HOMOLOG (FRAGMENT) 7/5. 3e-1 5:1 00:44//BRADYRHIZO- 
BIUM JAPONICUM.//0691 62 - - V ; 

20 F-OVARC1001072//!!!! ALU SUBFAMILY J WARNING ENTRV:fl!W0idO76:41 :56//H0M0 SAPIENS (HUMAN).// 

P39188 . * r ';. 7 

F-OVARC1 001 074//60S RIBOSOMAL PROTEIN L38.//1 .0:32r4W/LYc6PERSICON ESCULENTUM (TOMATO).// 
P46291 • iVn <? -,c. 

F-OVARC1 001 085//HYPOTHETICAL 126.5 KD PROTEIN C 1 3F4.06 IN CHROMOSOME 17/0.73:135:25// 
25 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/QI01 97 ' -". 

F-OVARC1001092//HYPOTHETICAL 51.2 KD PROTEIN IN PET54-DjE2 INTERGENIC REGION7/5.6e-05:30: 
56//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)'.//P50079 v: 

F-OVARC1001107//SHK1 KINASE-BINDING PROTEIN 17/1. 8e-08:52:51//SCHIZOSACCHAROMYCES POMBE 
(FISSION YEAST)7/P78963 

30 F-OVARC1001113//DIAPHANOUS PROTEIN7/1 .9e-33:218:35//DROSOPHILA MELANOGASTER (FRUIT 

FLY)7/P48608 , '" ' \ 

F-OVARC1001117//GENE 7 PROTEIN7/0.68:12:50//SPIROFJLASMA VIRUS 4 (SPV4)7/P11339 
F-OVARC1001118 ■ ' " 

F-OVARC1001129//30S RIBOSOMAL PROTEIN S1 77/0.1 5:57:22//AQU I FEX AEOLICUS 7/066439 
35 F-OVARC 10011 54//G RAN U LI NS PRECURSOR (ACRlDSftANIN).//2.3e-95:99:77//MUS MUSCULUS 

(MOUSE)7/P28798 - >;/>\.«. i 

F-OVARC1001161//GUANINE NUCLEOTIDE-BINDING PROXEIN3ETA SUBUNIT7/0.17:87:34//ARABIDOPSIS 
THALIANA (MOUSE-EAR CRESS)7/P49177 - / 

F-OVARC1001162 \ {f^v{i \'l . 

40 F-OVARC1 001 1 67/7TRBD PROTE I N 7/0 . 92 :24:45//ESCH ERICH I A COL 1 7/P4 1 070 

F-OVARC 1 001 169//FRUCTOSE-1 ,6-BISPHOSPHATASE (EC,! 3:t:3.11 j* (D-FRUCTOSE-1 ,6-BISPHOSPHATE 
1-PHOSPHOHYDROLASE) (FBPASE) (FRAGMENT)7/0.82:3'5:40//MUS MUSCULUS (MOUSE)7/P 97323 
F-OVARC1001170//PROLINE-RICH PEPTIDE P-B7/0. 1 7:27:37//HOMO SAPIENS (HUMAN)7/P02814 
F-OVARC1001171//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//6!o0023:28:75//HOMO SAPIENS (HUMAN).// 

45 P39188 ' ! v ' * , 

F-OVARC1001173 

F-OVARC1 001 1 76//HYPOTHETICAL BHLF1 P ROTE I N 7/2*! 7e-05 :1 58 :3 1 //E PSTE I N - BAR R VIRUS (STRAIN 
B95-8) (HUMAN HERPESVIRUS 4)7/P03181 i : ; 

F-OVARC1001180//UBIQUITIN-LIKE PROTEIN DSK2.//1 .4e- 12:208 :25//SACCHAROMYCES CEREVISIAE 
50 (BAKER'S YEAST)7/P48510 

F-OVARC1 001 1 88//HYPOTHETICAL 27.8 KD PROTEIN IN, VMA7-RPS25A INTERGENIC REGION 7/3.3e-31: 
129:51//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53215 

F-OVARC1001200//HYPOTHETICAL49.0 KD PROTEIN IN.NSP.1 5 -kAR2 INTERGENIC REGION.//0.01 8:148:26// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P4705r " 
55 F-OVARC1001232//HYPOTHETICAL PROTEIN MJ12367/2.5e-27: l 141 :39//M ETHAN OCOCCUS JANNASCHII7/ 

Q58633 . 
F-OVARC1001240 

F-OVARC1001243 V 1 , 

«.* . ««. r 

•: .- »< . 

. ■ i. .i 
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F-OVARC1001244//RING3 PROTEIN (KIAA9001).//1.7e-13:37:91//HOMO SAPIENS (HUMAN)7/P25440 
F-OVARC1001261//OCTAPEPTIDE-REPEAT PROTEIN T2.//1 *3e-07:109:35//MUS MUSCULUS (MOUSE).// 
Q06666 V - j 

F-OVARC 1 00 1 268//H YPOTH ETI CAL 57.4 KD PROTEIN IN PILT REGION (ORF4)7/0.71 :43:41//PSEU- 
5 DOMONAS AERUGINOSA.//P24563 

F-OVARC 1 001 270//H YPOTH ETI CAL 9.0 KD PROTEIN IN UVSW-UVSY INTERGENIC REG ION. //1 .0:44:29// 
BACTERIOPHAGE T47/P32281 - - 

F-OVARC 1 001 271//HYPOTHET1CAL 104.7 KD PROTEIN F23F12.8' IN CHROMOSOME III PRECURSOR.// 
0.00015:188:23//CAENORHABDITIS ELEGANS7/P46504 :j % 
10 F-OVARC 100 1282 - " 

F-OVARC 1 001 296//WEB1 PROTEIN (PROTEIN TRANSPORT PROTEIN SEC31)7/0.022: 101 :31//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST)7/P38968 / < 

F-OVARC1001306//HYPOTHETICAL 52.9 KD SERINE-RICH PROTEIN C11G7.01 IN CHROMOSOME 1 7/0 .023: 
134:26//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/0 13695 
is F-OVARC1 001 329//CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT)7/1 .3e-14: 

150:28//ZEA MAYS (MAIZE) 7/P491 33 

F-OVARC1001330 . r r ! v : * 

F-OVARC1001339//RIBONUCLEOPROTEIN RB97D7/0.0013:55:38//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//Q02926 

20 F-OVARC1 001 341//HYPOTHETICAL 74.0 KD PROTEIN IN CAJlrHpM3 INTERGENIC REGION.//4.9e-17:110: 

43//SACC H AROMYC ES CEREVISIAE (BAKER'S YEAST)7/P40032 
F-OVARC1001342 

F-OVARC1001344//PREPROTEIN TRANSLOCASE SECE SUBUNIT7/0.99:39:23//STAPHYLOCOCCUS CAR- 
NOSUS7/P36253 ■ , 

25 F-OVARC1001357//METALLOTHIONEIN7/0.99:28:42//XENOPUS^LAEVIS (AFRICAN CLAWED FROG).// 

Q05890 

F-OVARC 1 001 360//LARGE PROLINE-RICH PROTEIN BAT2 (HLA-B-ASSOCIATED TRANSCRIPT 2).//0.86: 109: 
31//HOMO SAPIENS (HUMAN).//P48634 

F-OVARC 1 001 369//COLLAGEN ALPHA2(I) CHAIN (FRAGMENT)7/6.7e-05:124:36//BOS TAURUS (BOVINE).// 
30 P02465 ] . 

F-OVARC 1 001 372//H YPOTH ETI CAL 34.5 KD PROTEIN. IN CLCB-CLCD INTERGENIC REGION PRECUR- 
SOR.//0.75:33:48//PSEUDOMONAS PUTIDA, AND PSEUDOMONAS SP. (STRAIN B13).//Q471 00 
F-OVARC1001376//!!!! ALU SUBFAMILY J WARNING ENTRY.!! !!//2.8e-24: 96:61 //HOMO SAPIENS (HUMAN).// 
P39188 

35 F-OVARC 100 1381 //MEMBRANE-ASSOCIATED ATPASE ERSILON CHAIN (EC 3.6.1 .34) (SUL-ATPASE EPSI- 

LON)7/0.96:46:39//SULFOLOBUS ACIDOCALDARIUSV^SOpg;.: ^ - 

F-OVARC1 001 391//SALI VARY PROLINE-RICH PROTEIN PO'' (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT).//0.00024:189:29//HOMO SAPIENS (HUMANJ7/P10162 ... 

F-OVARC1001399//!!!! ALU SUBFAMILY SX WARNING ENTRY.! ! ! !//o!062: 1 8: 77//HOMO SAPIENS (HUMAN).// 
40 P39195 ' 

F-OVARC1 001 41 7//H YPOTHETICAL 157.0 KD PROTEIN C38C10.5 IN CHROMOSOME 1117/0.010:185:23// 
CAENORHABDITIS ELEGANS7/Q03570 . fT) K ;^ 

F-OVARC1001419//A-TYPE INCLUSION PROTEIN (ATI)7/b:50:135:28//CAMELPOX VIRUS (STRAIN CP-1).// 
Q05482 . : / 

45 F-OVARC1001425//COLLAGEN ALPHA 1(X) CHAIN PRECURSQR7/0.43:85:40//HOMO SAPIENS (HUMAN).// 

Q03692 

F-OVARC 1001 43 6//H YPOTHETICAL 11.4 KD PROTEIN (C4 :pROTEIN)7/0.031 :100:30//TOMATO YELLOW 
LEAF CURL VIRUS (STRAIN AUSTRALIA) (TYLCV)7/P36283 

F-OVARC1001442//HOMEOBOX PROTEIN HTR-A2 (FRAGMENT)7/1 .0:32:34//HELOBDELLA TRISERIALIS 
50 (LEECH)7/P17138 

F-OVARC1001453//METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) (GIF)7/0.74:19:47//MUS 
MUSCULUS (MOUSE)7/P281 84 J. *\>„ 

F-OVARC1001476//GTP-BINDING PROTEIN GTR27/3.0e-12:1l'4:34//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST)7/P53290 

55 F-OVARC1001480//COLLAGEN ALPHA 2(VI) CHAIN PRECURSOR7/0.00019:134:32//MUS MUSCULUS 

(MOUSE)7/Q02788 ; . 

F-OVARC 1001 489//HYPOTHETICAL PROTEIN HI12707/d.98;:30:43//HAEMOPHILUS INFLUENZAE7/P44149 
F-OVARC1001496//C-TERMINAL BINDING PROTEIN 27/4Voe;65:132:100//HOMO SAPIENS (HUMAN).// 

r »* . 

' * . 
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P56545 

F-OVARC1001506//POLYCYSTIN PRECURSOR (AUTOSOMAL DOMINANT POLYCYSTIC KIDNEY DISEASE 
PROTEIN 1)7/3.2e-70:159:94//HOMO SAPIENS (HUMAN) Y/P981 61 

F-OVARC 1 001 525//FI BROBLAST G RO WTH FACTOR INDUCIBLE PROTEIN 14 (FIN14)7/1 .0:36:33//MUS MUS- 
5 CULUS (MOUSE)7/Q61077 

F-OVARC1001542//SMALL PROLINE-RICH PROTEIN 2B > (SPR-2B).//0.69:57:33//HOMO SAPIENS (HUMAN).// 

P35325 : ! ■ 

F-OVARC1001547 

F-OVARC1 001 555//NGG1 -INTERACTING FACTOR 3.//7.6e-16:148:34//SACCHAROMYCES CEREVISIAE 

10 (BAKER'S YEAST) .//P53081 

F-OVARC1001577//SPLICING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35) (SC-35) 
(SPLICING COMPONENT, 35 KD) (PR264 PROTEIN).//8.8e ; 38:94:81//GALLUS GALLUS (CHICKEN).//P30352 
F-OVARC1001600//GENE 7 PROTEIN.//0.80:38:39//SPIROPLASMA VIRUS SPV1-R8A2 B.//P15898 
F-OVARC 1 001 61 0//DIACYLGLYCEROL CHOLINEPHOSPHOTRANSFERASE (EC 2.7.8.2) (SN-1,2- DIACYLG- 

15 LYCEROL CHOLINEPHOSPHOTRANSFERASE) (CHOPT).//1.6e-22:122:39//SACCHAROMYCES CEREVI- 

SIAE (BAKER'S YE AST) MP 17898 ' : ' 

F-OVARC1001611 

F-OVARC 1 001 61 5//HYPOTHETICAL 6.1 KD PROTEIN '00361.10 IN CHROMOSOME X.//0. 30: 43:34// 
CAENORHABDITIS ELEGANSy/011116 
20 F-OVARC 1 001 668//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//1 .0e-1 9:45:82//HOMO SAPIENS (HUMAN).// 

P39192 

F-OVARC1001702//SOX-20 PROTEIN 7/2.4e-28:71:83//HOMO SAPIENS (HUMAN)y/O60248 
F-OVARC1 001 703//INTERFERON-INDUCED GUANYLATE-BINDING, .PROTEIN 1 (GUANINE NUCLEOTIDE- 
BINDING PROTEIN 1) (INTERFERON-GAMMA INDUCIBLE PROTEIN MAG-1 )7/0. 0001 8:88 :36//M US MUSCU- 
25 LUS (MOUSE).//Q01514 

F-OVARC1001711//CORNIFIN B (SMALL PROLINE-RICH PROTEIN 1B) (SPR1B) (SPR1 B).//2.7e-05:98:32// 
MUS MUSCULUS (MOUSE).//Q62267 : - r , 

F-OVARC 1 001 71 3//ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM 
BINDING INHIBITOR) (MA-DBI).//4.5e-20:46:67//BOS TAURUS (BOVINE).//P07106 
30 F-OVARC 1 001 726//ALPH A- AMYLASE INHIBITOR PAIM I (PIG PANCREATIC ALPHA-AMYLASE INHIBITOR OF 

MICROBES l)y/0.59:23:56//STREPTOMYCES OLIVACEOVIRIDIS (STREPTOMYCES CORCHORUSII).// 

P09921 - .iLr v (, . 

F-OVARC 100 1731 //TROPOMYOSIN ALPHA CHAIN, SKELETAL MUSCLE .//2.1e-75:1 76:87//XENOPUS LAEVIS 
(AFRICAN CLAWED FROG).//Q011 73 : * ?£■ '! 

35 F-OVARC 1 001 745//G EN E 11 PROTEIN.//0.31 :36:52//S PI RO PLASMA VIRUS SPV1-R8A2 B.//P15902 

F-OVARC1001762//N-TERMINAL ACETYLTRANSFERASE .!( ^2. 3*1.88) (AMINO-TERMINAL, ALPHA- AMI- 
NO, ACETYLTRANSFERASE 1)y/2.8e-23:197:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P12945 

F-OVARC1001766//FK506-BINDING NUCLEAR PROTEIN ,(PER.TIDYL-PROLYL CIS-TRANS ISOMERASE) 
40 (PPIASE) (EC 5.2.1 .8) (PROLINE ROTAMASE) (NUCLEOLAR PROLINE ISOMERASE) (FKBP-70)y/2.2e-06:99: 

40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38911 * 

F-OVARC1001767//33.2 KD PROTEIN IN DIND-RPH INTERGENIC REGION (ORF X) Y/0. 99:1 13 ^//ES- 
CHERICHIA COLI.//P23839 • s . 
F-OVARC1001768 - r X 
45 F-OVARC 1 001 791 //HYPOTHETICAL 63.3 KD PROTEIN IN MPT5-SAE2 INTERGENIC REGI ON .//0.090: 75:32// 
SACCHAROMYCES CEREVISIAE (BAKER'S YE AST) Y/P46945 

F-OVARC 1 001 795//HYPOTHETICAL 7.5 KD PROTEIN IN RPBA-GP46 INTERGENIC REGION.//0.81 :21 :38// 
BACTERIOPHAGE T4y/P07878 

F-OVARC1001802//PLECTOXIN VIII (PLT-VIII) (PLTVIII).//0.41:.19:36//PLECTREURYS TRISTIS (SPIDER).// 
50 P36984 ; * • / - % 

F-OVARC1001805//60S RIBOSOMAL PROTEIN L40 (CEP52).//6.67:24:58//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) .//P1 4796 , 

F-OVARC1001809//COLLAGEN ALPHA 1(1) CHAIN ( FRAG M E NTS ).//0. 23:1 11 :31//RATTUS NORVEGICUS 
(RAT).//P02454 '\ ■ " .. 

55 F-OVARC1001812//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 i34f(5v6L).//0.99:28:42//HALICHOERUS GRYPUS 

(GRAY SEAL).//P38592 ~ ,-• v -1 . 

F-OVARC1 001 81 3//HYPOTHETICAL 9.9 KD PROTEIN.//0.41 :36:30/A/ACCINIA VIRUS (STRAIN COPENHA- 
GEN)y/P20562 '* '.. * ~ v , W 
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F-OVARC 1 001 820//HYPOTHETICAL PROTEIN ORF-1137.//0,80:58:29//MUS MUSCULUS (MOUSE).//P11260 
F-OVARC 1001 828 
F-OVARC 1001 846 

F-OVARC 1 00 1 86 1 //M ETAL LOTH I O N E I N (MT) 7/0.18:11 :54//PLEURONECTES PLATESSA (PLAICE)7/P07216 
5 F-OVARC1001873 

F-OVARC 1 001 879//HYPOTHETICAL 55.9 KD PROTEIN EEED8.6 IN CHROMOSOME ll.//2.3e-05:73:31// 
CAENORHABDITIS ELEGANS7/Q09296 , t 1 

F-OVARC 1 001 880//SALIVARY PROLINE-RICH P ROTE I N •- PRBC.U RSOR (CLONE CP7) [CONTAINS: BASIC 
PEPTIDE P-F] (FRAGMENT).//2.4e-11:203:32//HOMO SAPI^IS V (|iUMAN)y/P02812 
10 F-OVARC1001883//!!!! ALU SUBFAMILY J WARNING ENTRY; !!!!//2.3e-16:86:59//HOMO SAPIENS (HUMAN).// 

P39188 ;. v.\-?V:"i-.0 v 

F-OVARC 1 001 900//HYPOTHETICAL 105.9 KD PROTEIN F22B7.5; IN CHROMOSOME 1 117/0.0053:48:47// 
CAENORHABDITIS ELEGANS7/P34408 

F-OVARC1001901 .;. 
15 F-OVARC1001911//40S RIBOSOMAL PROTEIN S287/1 .0:33;36//ARABIDOPSIS THALIANA (MOUSE-EAR 

CRESS).//P34789 

F-OVARC1001916//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/R AC GEF) (FA- 
CIOGENITAL DYSPLASIA PROTEIN)7/0.00082:114:27//HOMO SAPIENS (HUMAN)7/P98174 
F-OVARC1001928//FERREDOXIN III (FDIII)7/1 .0:64:29//ANABAENA VARIABILIS7/P46050 
20 F-OVARC1001942//N-TERMINAL ACETYLTRANSFERASE 1 (EC'2.3.1.88) (AMINO-TERMINAL, ALPHA- AMI- 

NO, ACETYLTRANSFERASE 1).//3.0e-07:93:37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P12945 }. 

F-OVARC 1 001 943//HYPOTHETICAL 62.2 KD PROTEIN ZK652'*.6 IN CHROMOSOME III.//1 .7e-23: 147:43// 
CAENORHABDITIS ELEGANS7/P34664 . i J \ : 

25 F-OVARC1001949//ZINC FINGER PROTEIN 1777/2.0e-23:56:66//HOMO SAPIENS (H U M AN ).//Q 13360 

F-OVARC1001950//!!!! ALU SUBFAMILY J WARNING ENTRY HH//6.01 1 :57:47//HOMO SAPIENS (HUMAN).// 
P39188 , 

F-OVARC 1 001 987//S PERM PROTAMINE P1 (CYSTEINE-RiCH.;PROTAMINE)7/0.39:14:64//MUS MUSCULUS 
(MOUSE)7/P02319 , H ,p^Y, ■ . 

30 F-OVARC1001989//III! ALU SUBFAMILY J WARNING EN^^]!lte4€-13:55:72//HOMO SAPIENS (HUMAN).// 

P39188 i : 

F-OVARC 1002044 r'x£> : . ~ 

F-OVARC1002050//UTROPHIN (DYSTROPHIN-REUVTEDPROpEINjI ) (DRP1 ) (DRP).//3.6e-1 2:221 :25//HOMO 
SAPIENS (HUMAN)7/P46939 • 7 

35 F-OVARC 1002066 

F-OVARC 1002082 \<.> % 

F-OVARC 1 0021 07//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 7/0.99:1 49 :24//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST)7/P25386 [ ... v . ( 

F-OVARC 1 0021 12//HISTONE MACRO-H2A.1 .//2.8e-64:133:98//RAfifpS NORVEGICUS (RAT)7/Q02874 
40 F-OVARC 1 0021 27//60S RIBOSOMAL PROTEIN L22 7/0 .0023 :95:35//DROSO PH I LA MELANOGASTER (FRUIT 

FLY).//P50887 *l ' 

F-OVARC1002138//PROBABLE 26S PROTEASE SUBUNIT YTA6 (TAT-BINDING HOMOLOG 6)7/6.4e-51 :198: 
56//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40328 
F-OVARC 10021 43 >=t . 

45 F-OVARC 1 0021 56//H YPOTH ETIC AL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC REGION 7/0.0001 0:64: 

34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P5391 5 ; 

F-OVARC1002158//HYPOTHETICAL24.1 KD PROTEIN IN LEF4-^33 INTERGENIC REGlON.//8.2e-07:119:35// 
AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41479 
F-OVARC 1 0021 65//EBNA-6 NUCLEAR PROTEIN (EBNA-3C) (EBNA-4B) 7/0.00023 :90:45//EPSTEIN-BARR VI- 
50 RUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03204 

F-OVARC1 0021 82//H YPOTH ETIC AL 46.2 KDTRP-ASP R EPE ATSOONTAI N I NG PROTEIN D2013.2 IN CHRO- 
MOSOME 117/1 .3e-34:165:35//CAENORHABDITIS E LEG AN #018964 

F-PLACE1000004//HYPOTHETICAL 180.2 KD PROTEIN -.031 A2f05C' IN CHROMOSOME 1 7/8. 8e-05: 148:25// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/009725'^ .'. ' 
55 F-PLACE1000005//PROTEIN 03007/0.30:1 0:100//MUS MUSCULUS'(MbUSE)7/Q02722 

F-PLACE1000007//PROBABLE UBIQUITIN C ARBOXYL-TERM I NAL HYDROLASE R10E11.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
ZYME)7/2.3e-39:134:62//CAENORHABDITIS ELEGANS7/P34547 : ' 
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F-PLACE1 00001 4//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A)).// 
0.00036:63:39//HOMO SAPIENS (HUMAN)7/P19474 .'.*#*.! 
F-PLACE1 000031 

F-PLACE1000040//!!!! ALU SUBFAMILY SQ WARNING ENT^f!!//4.4e-1 2:97:41 //HOMO SAPIENS (HUMAN).// 
5 P39194 ' * 

F-PLACE1000048//50S RIBOSOMAL PROTEIN L15 (FRAGMENT)'7/0. 98:31 :38//BACILLUS SP. (STRAIN C- 
125).//P38373 • ■ >\' : .-V • 

F-PLACE1 000050//COLLAGEN ALPHA 1(111) CH AIN.//0. 00062': 1 90 : : 33//BOS TAURUS (BOVINE).//P04258 
F-PLACE1000061//60S RIBOSOMAL PROTEIN L37A.//6.4e- 19:51 :86//GALLUS GALLUS (CHICKEN)7/P32046 
10 F-PLACE1000066//SSU72 PROTEIN7/2.3e-39:165:49//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 

P53538 ■• 

F-PLACE1000078//BAD PROTEIN (BCL-2 BINDING COMPONENT 6)7/1 .7e-06:21 :95//HOMO SAPIENS (HU- 
MAN)7/Q92934 

F-PLACE1000081//HOMEOBOX PROTEIN HOX-A4 (HOX-1 .4). (MH-3)7/0.0053:146:33//MUS MUSCULUS 
15 (MOUSE).//P06798 ' 

F-PLACE1 000094 

F-PLACE1000133//TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTION FACTOR 3).// 
1.8e-62:158:81//HOMO SAPIENS (HUMAN).//P20290 

F-PLACE1 000142//ENOYL-COA HYDRATASE, MITOCHONDRIAUPRECURSOR (EC 4.2.1 .17) (SHORT CHAIN 
20 ENOYL-COA HYDRATASE) (SCEH) (ENOYL-COA HYDRATASE 1) 7/9. 8e- 12:1 04:34//HOMO SAPIENS (HU- 

MAN) 7/P30084 I -\. W. 

F-PLACE1000184//AC PROTEIN7/0.44:31 :29//BACTERIOPHAGE T47/P18924 

F-PLAC E 1 000 1 85//HYPOTH ETICAL GLYCINE-RICH 49.6 KD PROTEIN CY130.10C PRECURSOR7/0.11 :48: 
33//MYCOBACTERIUM TUBERCULOSIS7/Q1 0637 :> ■ 

25 F-PLACE1 00021 3//GLUCOAMYLASE S1/S2 PRECURSOR^ jp -,3:2.1 .3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)y/3'Mb$t94:26//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST)7/P08640 \ , &p , 

F-PLACE1000214 1'. * - ; „' 

F-PLACE1 000236//PROCOLLAGEN ALPHA 1(1) CHAIN- P f R i6 U RSO R 7/0 . 027: 63 :34//G ALLU S GALLUS 
30 (CHICKEN)7/P02457 \*+.Tu* I 

F-PLAC E 1 000246//TEGU M ENT PROTEIN (GENE 11 P ROT El N) 7^78; 100 : 26//EQ U I N E HERPESVIRUS TYPE 
4 (STRAIN 1942) (EHV-4) (EQUINE HERPESVIRUS TYPE TSufi^PE 2)7/Q00039 
F-PLACE1 000292 0 

F-PLACE1 000308//EARLY NODULIN 75 (N-75) (NGM-75) (FRAGMENT)7/0.049:28:42//MEDICAGO SATIVA 
35 (ALFALFA)7/P11728 ' ;■■ .; 

F-PLACE1 000332 

F-PLACE1000347//HYPOTHETICAL PROTEIN TP04207/0.15:24:54//TREPONEMA PALLIDUM 7/083435 
F-PLAC E 1 000374//LYSOZYME C (EC 3.2.1.17) (1 ,4-BETA-N-ACETYLMURAMIDASE C)7/1.0:63:25//ORYC- 
TOLAGUS CUNICULUS ( RABB IT) 7/P 16973 

40 F-PLACE1000380//MATING PROCESS PROTEIN MID2 (SERINE-RICH PROTEIN SMS1) (PROTEIN KINASE 

A INTERFERENCE PROTEIN)7/0.018:169:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36027 
F-PLACE1 000383//MYOTUBULARIN7/1 .2e-65:215:57//HOMd SAPIENS (HUMAN)7/Q13496 
F- P LAC E1 00040 1//ELASTIN PRECURSOR (TROPOELASTIN)7/0.00023:145:30//MUS MUSCULUS 
(MOUSE)7/P54320 , 

45 F-PLACE1000406//54 KD NUCLEAR RNA-BINDING PROTEIN Jf (P54(NRB))7/3.4e-27:90:63//HOMO SAPIENS 

(HUM AN).//Q1 5233 " v., 

F-PLACE1000420//7.8-DIHYDRO-8-OXOGUANINE TRIPHOSPHATASE (EC 3.1 .6.-) (8-OXO-DGTPASE).//4.7e- 
07:134:29//MUS MUSCULUS (MOUSE)7/P53368 ' r " 

F-PLAC E1 000421 //HYPOTHETICAL 8.8 KD PROTEIN CVl'D3:bVC. IN CHROMOSOME 17/0.48:72:27// 
50 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/QT0080* v , , 

F-PLACE1 000424 : - 
F-PLACE1 000435 »lZ\'"~. 

F-PLACE1 000444//!!!! ALU SUBFAMILY SX WARNING ENTf^Y:!!!!//2.0e-31 :129:63//HOMO SAPIENS (HU- 
MAN)7/P39195 ■? : r ■ 

55 F-PLACE1000453//PROTEIN 03007/0.013:1 6: 68//MUS MUSCULUS (MOUSE) 7/Q02722 

F-PLACE1000481//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/0.14:63:36//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-PLACE1000492//BASP1 PROTEIN.//0.17:114:28//HOMO SAPIENS (HUMAN) 7/P80723 
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F-PLACE1 000540 1 

F-PLACE1000547//MANNOSE-1 -PHOSPHATE GUANYLTRANSFERASE (EC 27.7.13) (ATP-MANNOSE- 
1-PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE PYROPHOSPHORYLASE)7/1 .8e-21 :87:56//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S Y E AST) 7/P4 1940 * - ■ • 
5 F-PLACE1 000562//HYPOTHETICAL PROTEIN MJ05627/1 .0:35:34//METHANOCOCCUS JANNASCHII.// 

Q57982 4 

F-PLACE1000564//ADRENAL SPECIFIC 30 KD PROTEIN (CLONE PG2).//0.13:66:37//HOMO SAPIENS (HU- 
MAN)7/P15803 

F-PLACE1000583//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)7/7.0e-45:192:47//HOMO SA- 
10 PIENS(HUMAN).//P51522 

F-PLACE1000588//INTERFERON-INDUCED GUANYLATE-BINDING PROTEIN 1 (GUANINE NUCLEOTIDE- 
BINDING PROTEIN 1).//5.3e-63:122:88//HOMO SAPIENS (HUMAN).//P32455 

F-PLACE1000596//RING CANAL PROTEIN (KELCH - PROTEIN). //2.6e- 12:1 20:38//DROSOPH I LA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 *: V ' 

15 F-PLACE1 000599//EARLY E3B 12.7 KD PROTEIN PRECURSOR7/0.83:53:32//HUMAN ADENOVIRUS TYPE 

12.//P36707 \ 
F-PLACE1 000610 \' t %^'. 

F-PLACE1000611//HYPOTHETICAL33.6 KD PROTEIN IN MCK1-RPS19B INTERGENIC REGION7/9.4e-07:64: 
28//SACC H AROM YC ES CEREVISIAE (BAKER'S YEAST) 7/P48558.. 
20 F-PLACE1000636//MALE STERILITY PROTEIN 2.//3.7e-09:83:43//ARABIDOPSIS THALIANA (MOUSE-EAR 

CRESS)7/Q08891 'j. . .... . 

F-PLACE1 000653//PUTATIVE P HOSP HO AC ETYLG LUCO SAM IN E ' M UTAS E (EC 5.4.2.3) (ACETYLGLU- 
COSAMINE PHOSPHOMUTASE) (N-ACETYLGLUCO^AMINE-PHOSPHATE MUTASE).//1 .9e-30:203:41// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09687,, . 
25 F-PLACE1 000656//EXTENSIN PRECURSOR (CELL WALL hVdROXYPROLINE-RICH GLYCOPROTEIN).// 

0.0029:75:33//NICOTIANA TABACUM (COMMON TOBACCO)7/P1. 3983 

F-PLACE1000706//TRANSCRIPTION INTERMEDIARY FACTO* t-BETA (NUCLEAR COREPRESSOR KAP-1) 
(KRAB-ASSOCIATED PROTEIN 1)7/1 .1e-38: 180 :42//HO MO SAPIENS (HUMAN)7/Q13263 
F-PLACE1 00071 2//VERY HYPOTHETICAL 8.9 KD PROTEIN CY441 .05 PRECURSOR7/0.93:49:34//MYCOBAC- 
30 TERIUM TUBERCULOSIS.//P71934 " . " ., 

F-PLACE1000716 ] '; \ ' 

F-PLACE1 000748//HYPOTHETICAL 10.4 KD PROTEIN IN SPAT. 3' REG I ON (ORF-1 1).//0.90:53:37//SHIGELLA 
FLEXNERI.//P55794 

F-PLACE1 000749//HYPOTHETICAL PROTEIN MG 1487/0,001 4: 1 42 :27//MYCO PLASM A GENITALIUM.// 
35 P47394 

F-PLACE1 000755//HYPOTHETICAL HELICASE K1 2H4.8 IN CHRpMOSOM E 1117/1 .1 e-1 5:98:48//CAENORHAB- 
DITIS ELEGANS.//P34529 

F-PLACE1000769//VIGILIN.//0.51:60:33//GALLUS GALLUS (CHiCKEN)7/P81021 

F-PLACE1 000785//PROBABLE COLD SHOCK PROTEIN CY.T5C1 0.Q47/1 .0:22:45//MYCO BACTERIUM TUBER- 
40 CULOSIS7/O06360 ' 

F-PLACE1 000786//HYPOTHETICAL 30.2 KD PROTEIN ZK632.'f2 JIShCHROMOSOME lll.//2.6e-38:1 59:51// 
CAENORHABDITIS ELEGANS7/P34657 

F-PLACE1000793//VASODILATOR-STIMULATED PHOSPHOPF^OTEIN (VASP)7/0.0097:128:30//HOMO SAPI- 
ENS (HUMAN)7/P50552 *' -v'./V';,,/ 
45 F-PLACE1 000798//!!!! ALU SUBFAMILY J WARNING ENTRY 1 ! !!//9l4e-07:47:61 //HOMO SAPIENS (HUMAN).// 
P39188 • }.X:^ W 
F-PLACE1 000841 % " , 

F-PLACE1000849//ELAV PROTEIN7/3.5e-05:140:35//DROSOPHILA;VIRILIS (FRUIT FLY).//P23241 
F-PLACE1 000856//HYPOTHETICAL PROTEIN MJ0008 7/0.95: 100:23//METHANOCOCCUS JANNASCHII.// 
50 Q60319 

F-PLACE1 000863//PUTATIVE MITOCHONDRIAL 40S RIBOSOMAL PROTEIN YHR148W.//2.3e-46: 172:54// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P32899 " 

F-PLACE1000909//ANKYRIN R (ANKYRINS 2.1 AND 2. 2) } (ERYTHROCYTE ANKYRIN).//0.00022:105:35//HO- 
MO SAPIENS (HUMAN)7/P161 57 ' 
55 F-PLACE1000931//KILLER TOXIN HM-17/0.95:24:33//WILLIOPSIS MRAKII (YEAST) (HANSENULA MRAKII).// 

P10410 

F-PLACE1000948//SL CYTOKINE PRECURSOR (FLT3 UGAND)7/0.97:52:40//HOMO SAPIENS (HUMAN).// 
P49771 ' ' ': ; 

C - 
' .*" ,J :V , .A"^i?- . 
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F-PLACE1000972//MYOSIN ID HEAVY CHAIN7/1 .9e-06:79:43//DICTYOSTELIUM DISCOIDEUM (SLIME 
MOLD).//P34109 

F-PLACE1 000977//HYPOTHETICAL 94.2 KD PROTEIN % C38D4.5 IN CHROMOSOME IN7/2.5e-23:105:41// 
CAENORHABDITIS ELEGANS.//P46941 . /;v { 

5 F-PLACE1000979//ZINC FINGER PROTEIN 7 (ZINC FINGER PROTEIN KOX4) (ZINC FINGER PROTEIN HF. 

1 6)7/0.91 :83:30//HOMO SAPIENS (HUMAN).//P17097 

F-PLACE1 000987//HYPOTHETICAL 111.5 KD PROTEIN .C22G 7.02 IN CHROMOSOME 17/0.10:128:24// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09796 

F-PLACE1001000 

10 F-PLACE1001007//ZYXIN7/2.2e-05:135:30//GALLUS GALLUS (CHICKEN)7/Q04584 

F-PLACE1 001 01 0//BETA-1 BUNGAROTOXIN B CHAIN, MAJOR COMPONENT PRECURSOR (BUNGAROTOX- 
IN, B1 CHAIN)//1.0:30:40//BUNGARUS MULTICINCTUS (MANY-BANDED KRAIT)7/P00987 
F-PLACE1001015 ( . - 

F-PLACE1 001 024 • 0 • 

15 F-PLACE1001036 < V ; - : - 

F-PLACE1001054//HOLOTRICIN 3 PRECURSOR7/0.0044:56:39//HOLOTRICHIA DIOMPHALIA7/Q25055 
F-PLAC E1 001 062//SACCH AROPIN E DEHYDROGENASE [NXdP+s L-GLUTAMATE FORMING] (EC 1 .5.1 .10)7/ 
0.001 3:38:52//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P38999 
F-PLACE1001076 

20 F-PLAC E1 001 088//EARLY NODULIN 75 (N-75) (NGM-75). (FRAGMENT) 7/0. 95:32 :50//MEDICAGO SATIVA (AL- 

FALFAS/P1 1 728 ' 

F-PLACE1 001 092//HYPOTHETICAL 49.0 KD PROTEIN IN NSP1-KAR2 INTERGENIC REG ION 7/0. 0026:8 1 :35// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P47057; ' 

F-PLACE1001104//HYPOTHETICAL 131.5 KD PROTEIN C02F1 2.7 -IN CHROMOSOME X.//0.00063: 125:32// 
25 CAENORHABDITIS ELEGANS7/Q1 11 02 -.C ' 

F-PLACE1001118//ZINC FINGER PROTEIN MLZ-4 (ZINC FINGER PROTEIN 46).//2.6e-77:209:63//MUS MUS- 
CULUS (MOUSE)7/Q03309 

F-PLACE1001136//ALPHA-N-ACETYLGALACTOSAMINIDASE PRECURSOR (EC 3.2.1.49) (ALPHA- GALAC- 
TOSIDASE B).//0.99:107:30//HOMO SAPIENS (HUMAN)7/P17050\ 
30 F-PLACE1001168 ?. 

F- PLACE 100 11 71 //RETROVIRUS-R ELATED POL POLYP ROTEIN;( FRAGMENT) 7/0.000 12:37:59//HOMO SAPI- 
ENS (HUMAN)7/P1 2895 

F-PLAC E 1 00 1 1 85//HYPOTH ETIC AL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENIC REGION7/3.6e-12:88: 
36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53867 
35 F-PLACE1001238 ':Sl\l'r : 

F-PLACE1001241//METALLOTHIONEIN B (MTB) (FRAGMENT)7/0.13:30:53//COLINUS VIRGINIANUS (BOB- 
WHITE QUAIL) (COMMON BOBWHITE)7/P27087 • /\;\ v ^-, 

F-PLACE1001257//RING CANAL PROTEIN (KELCH p'0TEmfm^B-2^25A&/DHOSOPH\LA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 * ^ ^ - j.' t ." .. 

40 F-PLAC E1 001 272//HYPOTHETICAL PROTEIN IN KSGA 3'REGI6n'(ORF L5) (FR AGMENT) 7/1.0 :24:45//MYC- 

O PLASMA CAPRICOLUM7/P43040 • ; ,. 

F-PLACE1001279//CYTOTOXIN 3 (CYTOTOXIN V-l 1-3)7/0 -98:31 :4T//NAJA MOSSAMBICA (MOZAMBIQUE CO- 
BRA) 7/P01 470 ; u 

F-PL7\CE1001280//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHONDROCALCIN].// 
45 0.0051:156:32//MUSMUSCULUS(MOUSE)7/P28481 - ; . } - f 

F-PLACE1001294//GAMETOGENESIS EXPRESSED PROTEIN G*EG i 1547/3.7e-56:109:93//MUS MUSCULUS 
(MOUSE) 7/P50636 - - . t4 

F-PLACE1001304//ZINC FINGER PROTEIN 35 (ZFP-35)//3.2e-30:75:57//MUS MUSCULUS (MOUSE)7/P15620 
F-PLACE1001311//HHALU SUBFAMILY SB WARNING ENTRY !!!!//2.7e-31 :66:66//HOMO SAPIENS (HUMAN).// 
50 P39189 • 

F-PLACE1001323 * •■■ " 

F-PLACE1001351//REV PROTEIN (ANTI-REPRESSION TRANSACTI VATO R PROTEIN) (ART/TRS)7/0. 11:66: 
27//SIMIAN IMMUNODEFICIENCY VIRUS (AGM155 ISOLAT E) (SIV-AGM)7/P27971 

F-PLACE1001366//SHORT NEUROTOXIN 2 (TOXIN CM-14) (TOXIN V-N-I2)7/0.070:18:33//NAJA HAJE ANNU- 
55 LIFERA (BANDED EGYPTIAN COBRA)7/P01422 t'fyA 

F-PLACE1 001 377//DISINTEGRIN TRIGRAMIN BETA (PLATELET AGGREGATION ACTIVATION INHIBITOR).// 
4.9e-06:50:46//TRIMERESURUS GRAMINEUS (INDIAN , GREEN, TREE VIPER) (GREEN HABU SNAKE).// 
P17495 "'*'/ 7" 



. ' * , * i ' . * 
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F-PLACE1001383//M PROTEIN, SEROTYPE 49 PRECURSOR.//0.080:136:24//STREPTOCOCCUS PYO- 
GENES.//P16947 

F-PLACE1001384 : * 

F-PLACE1001387//EPIDERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS87/1 .9e-22:142: 
5 39//HOMO SAPIENS (HU M AN). //Q 12929 

F-PLACE1001395//HYPOTHETICAL 8.5 KD PROTEIN IN ASIA-MOTA INTERGENIC REGION.//0.98:67:34// 
BACTERIOPHAGE T47/P22917 

F-PLACE1 001399//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.1e-32:47:74//HOMO SAPIENS (HUMAN).// 
P39194 

10 F-PLACE1001412//GLYCOPHORIN C (PAS-2 1 ) (GLYCOPROTEIN BETA) (GLPC) (GLYCOCONNECTIN) 

(SIALOGLYCO PROTEIN D) (GLYCOPHORIN D) (GPD) 7/0.00021 :125:36//HOMO SAPIENS (HUMAN)7/P04921 
F-PLACE1001414//CHYMOTRYPSIN/ELASTASE ISOINHIBITpRS 2 TO 57/0.99:37:35//ASCARIS SUUM (PIG 
ROUNDWORM) (ASCARIS LUMBRICOIDES)7/P07852 ' ^'7^ : 

F-PLACE1001440//PROLINE-RICH PEPTIDE P-B7/0.35:16:50//HOMO SAPIENS (HUMAN).//P02814 
15 F-PLACE1001456//RELAXIN7/0.48:38:36//BALAENOPTERA ACUTOROSTRATA (MINKE WHALE) (LESSER 

RORQUAL)7/P11184 

F-PLACE1 001 468//HYPOTHETICAL PROTEIN MJ06027/0:10:86:32//METHANOCOCCUS JANNASCHII.// 
058019 

F-PLACE1 001484//HYPOTHETICAL 7.5 KD PROTEIN IN'dNAC-RPLI INTERGENIC REGION.//1 .0:47:34//BA- 
20 CILLUS SUBTILIS7/P37480 j 

F-PLACE1001502//COLLAGEN1(X) CHAIN PRECURSOR7/OJ00029:118:34//BOS TAURUS (BOVINEJ7/P23206 
F-PLACE1001503//HYPOTHETICAL 77.3 KD PROTEIN- T05G5.8 IN CHROMOSOME II l.//2.2e-07: 107:30// 
CAENORHABDITIS ELEGANS7/P34561 * - ■[ 

F-PLACE1 001 51 7//SMALL PROTEIN INHIBITOR OF INSECT ALPHA-AMYLASES 2 (SI ALPHA-2) 7/0.56:22:45// 
25 SORGHUM BICOLOR MILO (SORGHUM)7/P21 924 

F-PLACE1 001 534//PUTATIVE GENE PROTEIN 547/0.43 :44:40//BACTERIOPH AGE SP017/O48408 

F- PLAC E 1 00 1 545//HYPOTHETI CAL 7.9 KD PROTEIN IN CELF-KATE INTERGENIC REGION.//0.99:70:32//ES- 

CHERICHIA COLI7/P37795 

F-PLACE1001551//CHLOROPLAST SOS RIBOSOMAL PROTEIN .L327/1. 0:66:28//M ARCH ANTI A POLYMOR- 
30 PHA(LIVERWORT).//P12196 ' V ' 

F-PLACE1001570//SYNAPTONEMAL COMPLEX PROTEIN 1JSCP-1 PROTE!N).//0.024:120:27//HOMO SAPI- 
ENS (HUMAN).//Q1 5431 " ' 

F-PLACE1 001 602//CCR4-ASSOCIATED FACTOR 1 (CAFT.)B.1e-30:90:78//MUS MUSCULUS (MOUSE).// 
Q60809 '! 'U^vs 7 

35 F-PLACE1001603//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT)7/0.054: 

77:33//RATTUS NORVEGICUS (RAT)7/P10164 
F-PLACE1001608 

F-PLACE1001610//PROBABLE E4 PROTEIN.//0.90:58:29//HUMANI,PAPILLOMAVIRUS TYPE 287/P51896 
F-PLACE1001611//METALLOTHIONEIN-IG (MT-1G)7/0.35:30:46//HOMO SAPIENS (HUMAN)7/P13640 
40 F-PLACE1001632//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/3.6e-28:144:43//HOMO SA- 

PIENS (HUMAN).//P51 523 

F- P LAC E 1 00 1 634//P HOTOS YSTE M II REACTION CENTRE N PROTEIN 7/1 .0:36:41 //CYAN I DIUM CALDARIUM 
(GALDIERIASULPHURARIA)7/019926 . 

F-PLACE1001640//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN).//0.24:47:38//HUMAN IMMU- 
« NODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (H IV- 1)7/P 18804 '„ ' 

F-PLACE1 001672//!!!! ALU SUBFAMILY J WARNING ENTRf !!!!//1.0:27:66//HOMO SAPIENS (HUMAN).// 
P39188 

F-PLACE1 001 691//HYPOTHETICAL 15.5 KD PROTEIN IN PIK1-POL2 INTERGENIC REG ION. //0.40:8 1:33// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53842 : ' ' 
50 F-PLACE1001692//S-ACYL FATTY ACID SYNTHASE THIO ESTERASE, MEDIUM CHAIN (EC 3.1.2.14) 

(THIOESTERASE ll)7/8.3e-41 :103:55//RATTUS NORVEgIcUS tFiAT)7/P08635 
F-PLACE1001705 

F-PLACE1 001 71 6//HYPOTHETICAL 138.5 KD PROTEIN C17H9.01 IN CHROMOSOME L7/6.1e-07: 157:29// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) 7/0 13798. 
55 F-PLACE1 001 720 ' ' -r ; ;f -^V ' ; 

F-PLACE1001729//PROLINE-RICH PROTEIN MP-3 ^( FRAGMENT) 7/6. 5e-05:1 96 :32//M US MUSCULUS 
(MOUSE)7/P05143 ; ' V : 

F-PLACE1001739//NEUROFILAMENT TRIPLET M PROTEIN (160 KD' NEUROFILAMENT PROTEIN) (NF-M).// 
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0.00050:21 3:23//RATTUS NORVEGICUS (RAT).//P12839 

F-PLACE1 001740//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.4e-17:90:56//HOMO SAPIENS (HUMAN).// 
P39188 

F-PLACE1001745//HYPOTHETICAL PROTEIN KIAA01 257/0. 96:38:36//HO MO SAPIENS (HUMAN)7/Q14138 
F-PLACE1001746//CONGLUTIN DELTA-2 SMALL CHAIN 7/6.98:23 :43//LU PI NUS ANGUSTIFOLIUS (NARROW- 
LEAVED BLUE LUPINE).//P09930 

F-PLACE1 001 748//HYPOTHETICAL 99.0 KD PROTEIN SRBC119.177/2.9e-28:167:38//SCHIZOSACCHARO- 
MYCES POMBE (FISSION YEAST)7/O42908 \\ 

F-PLACE1 001756//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//9.2e-43:126:77//HOMO SAPIENS (HU- 
MAN) Y/P391 89 .::■:•>**; 

F-PLACE1001761//50S RIBOSOMAL PROTEIN L35.//0.26:42:38//HELICOBACTER PYLORI (CAMPYLO- 
BACTER PYLORI )7/P56057 v ' : "'' " 

F- PLAC E 1 00 1 771 //TRANS I E NT-R EC E PTO R- POTE NTI AL LIKE,, PROTEIN 7/4.8e-35:223:40//DROSOPH I LA 
MELANOGASTER (FRUIT FLY).//P48994 

F-PLACE1 001 781 //HYPOTHETICAL 71.1 KD PROTEIN IN DSK2-CAT8 INTERGENIC REGION7/9.5e-41 :194: 

46//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Q03262 

F-PLACE1001799 

F-PLACE1001810 

F-PLACE1 001 81 7//SUCCINYL-COA LIGASE [GDP-FORMING], BETA-CHAIN PRECURSOR (EC 6.2.1 .4) (SUC- 
CINYL-COA SYNTHETASE, BETA CHAIN) (SCS-BETA).//2.8e^0:1 15:61//NEOCALLIMASTIX FRONTALIS (RU- 
MEN FUNGUS).//P53587 ' - ■ 
F-PLACE1001821 

F-PLACE1001844//IG KAPPA CHAIN V-l REGION (HAU).//0.59:89:35//HOMO SAPIENS (HUMAN)7/P01600 
F-PLACE1 001845 

F-PLACE1001869//MPA43 PROTE1N7/3.5e-14:153:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P53583 V$: t ? 

F-PLACE1001897//L1GATOXIN A.//1 .0:43 :27//PHORADEND RON LIGA (ARGENTINE MISTLETOE).//P01540 
F-PLACE1001912//LONG NEUROTOXIN 2 (TOXIN C)7/0.57;4f:45//ASTROTIA STOKESI (STOKES'S SEA 
SNAKE) (DISTEIRA STOKESI).//P01 381 J 

F-PLACE1001920//LATE GENES ACTIVATOR (EARLY PROTEIN^GP4) (GPF).//0.89:75:29/BACTERIOPHAGE 
NR//P09877 , cfV;v\.; 

F-PLACE1001928 U ^ . 

F- PLAC E1 001 983//IM MEDIATE-EARLY PROTEIN IE180.//0.6049:5I:45//PSEUDORABIES VIRUS (STRAIN KA- 
PLAN) (PRV).//P33479 . . v - . .. . - 

F-PLACE1 001 989//PUTATIVE AMIDASE (EC 3.5.1 .4)y/8.9e-08:125:3^//MORAXELLA CATARRHALIS 7/Q49091 
F- PLACE 1002004 , ( 

F- PLAC E1002046//LIG ATI N (FRAGMENT).//1 .6e-84:191 :84#M US MUSCULUS (MOUSE) 7/Q61 211 
F-PLACE1 002052 
F-PLACE1 002066 

F- P LAC E 1 002072// ANTE R -S P EC I F I C PROLINE-RICH PROTEIN APG PRECURSOR7/0.16:77:31//ARABIDOP- 
SIS THALIANA (MOUSE-EAR CRESS)7/P40602 " 

F-PLACE1 002073//HYPOTHETICAL 118.2 KD PROTEIN F43C1.1 IN CHROMOSOME lll.//4.0e-11: 174:28// 
CAENORHABDITIS ELEGANS7/Q09564 

F-PLACE1002090//SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72)7/2.8e-57:112:99//HOMO SA- 
PIENS (HUMAN)7/0 76094 

F-PLACE1002115//P8 MTCP-1 PROTEIN (MATURE T-CELL.pBOLlFERATION-1 TYPE A) (MTCP-1 TYPE A) 
(P8MTCP1).//1.0:49:30//MUS MUSCULUS (MOUSE)7/Q61908^' . - 

F-PLACE1002119/n--LYMPHOCYTE ACTIVATED PROTEiN (CYCLOHEXIM IDE-INDUCED) (CHX1) (IMMEDI- 
ATE EARLY RESPONSE 2 PROTEIN).//2.7e-11 :118:36//MUS MUSCULUS (MOUSE).//P17950 
F- PLAC E 1 002 1 40//H YPOTH ETICAL 12.3 KD PROTEIN IN MOBlL 3'REGION (ORF 4) 7/0. 0086:39 :46//TH I O BA- 
CILLUS FERROOXIDANS7/P20088 - >v .- ] 
F-PLACE1002150 ^I'rf." ■ 

F-PLACE1002157//!!!! ALU SUBFAMILY SB WARNING ENTR* !!!!//£.4e-34:56:82//HOMO SAPIENS (HUMAN).// 

F-PLACE1002163//NEUROTOXIN 1 7/1 .0:17:52//CENTRUROID'ES SCULPTURATUS (BARK SCORPION).// 

P01492 '^-r. . ■ 

F-PLACE1002170 

F-PLACE1002171//TRANSCRIPTION REGULATORY PROTEIN* .SWi3 (SWI/SNF COMPLEX COMPONENT 
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TYE2)7/0.00023:179:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P32591 

F-PLACE1 002205//HYPOTHETICAL 13.5 KD PROTEIN IN MOB1.-SGA1 INTERGENIC REGION7/0.77:21 :47// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P4049tf ; 

F-PLACE1 00221 3//HISTONEH4 (FRAGMENT) 7/0.62:31 :32//BLEPHARISMA JAPONICUM.//P80738 
F-PLACE1 002227//HYPOTHETICAL 7.9 KD PROTEIN IN FIXW5'REGION7/0.41 :49:36//RHIZOBIUM LEGUMI- 
NOSARUM7/P14310 ! i: 

F-PLACE1 002256//CYTOCHROME B (EC 1 .10.2.2)7/0.61 :95:29//CAENORHABDITIS ELEGANS.//P24890 
F-PLACE1 002259//HYPOTHETICAL 9.2 KD PROTEIN iKl SPS1-QCR7 INTERGENIC REG ION 7/0. 99:22:45// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P56568 v - ^ * 

F-PLACE1 00231 9//HYPOTHETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENIC REGION 7/0.91 : 18:72// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P5386Z i ' 

F-PLACE1 002342//HYPOTHETICAL PROTEIN C1 67/1 .0:53:32//SWINE POX VIRUS (STRAIN KASZA) (SPV).// 
P32219 

F-PLACE1002395//CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS)7/6.4e-05:127:37//PLASMODIUM 
VIVAX7/P08677 

F-PLACE1 002399 *' .; ■' ' .f 

F- PLACE 1 002433//DYNACTIN, 150 KD ISOFORM (150 KD DYNEIN-ASSOCIATED POLYPEPTIDE) (DP-150) 
(DAP-150) (P150-GLUED).//0.00094:182:25//RATTUS NORVEGICUS (RAT)7/P28023 

F-PLACE1 002437//ATP-BINDING CASSETTE TRANSPORTER 1 .//4.5e-19:62:77//MUS MUSCULUS 
(MOUSE).//P41233 

F-PLACE1 002438//HYPOTHETICAL 141.5 KD ZINC FINGER -PROTEIN IN TUB1-CPR3 INTERGENIC RE- 
GION.//0.014:63:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/Q04545 

F-PLACE1002450//OOCYTE ZINC FINGER PROTEIN XLCQF6 (FRAGMENT)7/3.9e-28:159:38//XENOPUS 
LAEVIS (AFRICAN CLAWED FROG).//P1 8749 ' 

F-PLACE1002465//LARIAT DEBRANCHING ENZYME (EC> v i t. : f ;-) 7/0.001 4:1 48:28//SCHIZOS ACCHAROMY- 
CES POMBE (FISSION YEAST).//013765 5 ^ ^ 

F-PLACE1002474//FIBRILLIN 2 PRECURSOR7/2.1e-24:203:33//MUS MUSCULUS (MOUSE).//Q61555 
F-PLACE1 002477//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//0.15:65:41//HOMO SAPIENS (HUMAN).// 
P39193 » i.,J.<. 

F-PLACE1002493//SEMENOGELIN II PRECURSOR (SGjl^0l72:31//MACACA MULATTA (RHESUS 
MACAQUE).//Q95196 V 

F- PLACE 1 002499//HYPOTHETICAL 39.3 KD PROTEIN Q02Bfc6i:lN CHROMOSOME X.//2.9e-1 1:67:35// 
CAENORHABDITIS ELEGANS7/Q11096 . ..*; 

F-PLACE1002500//COBALT-ZINC-CADMIUM RESISTANCE PROTEIN CZCD (CATION EFFLUX SYSTEM PRO- 
TEIN CZCD)7/8.4e-11:143:32//ALCALIGENES EUTROPHUS.//P13512 

F-PLACE1 00251 4//HYPOTHETICAL 8.1 KD PROTEIN IN'SPEA-MEITK INTERGENIC REGION (071)7/1.0:15: 
60//ESCHERICHIA COLI.//P46878 
F-PLACE1 002529 

F-PLACE1002532//HOMEOBOX PROTEIN DLX-57/1 .1e-76: 183:81 //M US MUSCULUS (MOUSE).//P70396 
F-PLACE1 002537//!!!! ALU SUBFAMILY SX WARNING ENTRY. MJ!//2.6e-1 8:51 :86//HOMO SAPIENS (HUMAN).// 
P39195 

F-PLACE1002571//ACTIN-LIKE PROTEIN 13E7/6.0e-56;140:47//DROSOPHILA MELANOGASTER (FRUIT 
FLY)7/P45890 \ \ 'Z<"< - 

F-PLACE1 002578 

F-PLACE1 002583 S 

F-PLACE1002591//CORONIN-LIKE PROTEIN P577/5.5e-26:78?69//BOS TAURUS (BOVINE)7/Q92176 
F-PLACE1 002598 ^ 
F-PLACE1 002604 . : : 

F-PLACE1002625//HYPOTHETICAL 180.2 KD PROTEIN IN'fAA4-*HOR7 INTERGENIC REGION7/6.4e-08:193: 
23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/004781^ 

F-PLACE1 002655//ADSEVERIN (GELSOLIN-LIKE PROTEIN)7/7.|e-!dO:210:89//MUS MUSCULUS (MOUSE).// 
Q60604 - ^" 

F-PLACE1002665//MOBILIZATION PROTEIN MOBS7/0.35:60:3p//THIOBACILLUS FERROOXIDANS.//P20086 
F-PLACE1002685//ACTIN BINDING PROTEIN7/0.052:115 , :29MaCCHAROMYCES EXIGUUS (YEAST).// 
P38479 .. r .. ... 

F-PLACE1 00271 4//CIS-GOLGI MATRIX PROTEIN GM1 307/1 .8e-06:214:30//RATTUS NORVEGICUS (RAT).// 
Q62839 • Vi'V \ 
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F-PLACE1002722//THROMBIN RECEPTOR PRECURSOR7/2.0e-19:134:38//XENOPUS LAEVIS (AFRICAN 
CLAWED FROG)7/P47749 " ^; ,:):*;;•. • ' 

F-PLACE1002768//FOLLICLE STIMULATING HORMONE RECEPTOR PRECURSOR (FSH-R) (FOLLITROPIN 
RECEPTOR) (FRAGMENT).//0,43:40:35//MUS MUSCULUS (MOUSE). //P35378 
5 F-PLACE1 002772 

F-PLACE1 002775//CENTROMERE/MICROTUBULE BINDING PROTEIN CBF5 (CENTROMERE-BINDING FAC- 
TOR 5) (NUCLEOLAR PROTEIN CBF5)7/4.8e-07:96:29//SCHIZOSACCHAROMYCES POMBE (FISSION 
YEAST)7/O14007 

F-PLACE1002782//COBALT-ZINC-CADMIUM RESISTANCE PROTEIN CZCD (CATION EFFLUX SYSTEM PRO- 
JO TEIN CZCD)7/1.1e-07:114:35//ALCALIGENES EUTROPHUS7/P13512 

F-PLACE1 002794//CUTICLE COLLAGEN 12 PRECURSOR7/0.0068:98:39//CAENORHABDITIS ELEGANS.// 
P20630 i. . • 

F-PLACE1 00281 1//CYCLIN-DEPENDENT KINASE 6 INHIBITOR (P18-INK6) (CYCLIN-DEPENDENT KINASE 4 
INHIBITOR C) (P18-INK4C)7/1.1e-09:137:34//MUS MUSCULUS (MOUSE).//Q60772 
15 F-PLACE1 00281 5//C-HORDEIN (CLONE PC HOR1 -3) (FRAGMENT) 7/0 .46 :35:42//HORDEUM VULGARE (BAR- 

LEY). IIP 17991 

F- P LAC E1 0028 16//HYPOTHETICAL PROTEIN KIAA0288 (HA611 6)7/1 .0e-86:201 :74//HOMO SAPIENS (HU- 
MAN) 7/P56524 iyiv;' ' 

F-PLACE1002834//ZINC FINGER PROTEIN 83 (ZINC FINGER'PROJEIN HPF1)7/1 .6e-30:54:96//HOMO SAPI- 
20 ENS (HUMAN).//P51 522 . J rpJ f }j ' 

F-PLACE1002839//METALLOTHIONEIN-I (MT-I).//1 .0:43 :37//MUS MUSCULUS (MOUSE).//P02802 

F- P LAC E 1 00285 1 //BOWMAN -B I R K TYPE PROTEINASE INHIBITOR (VAI).//0.77:35:37//VICIA ANGUSTI FOLIA 

(COMMON VETCH).//P01 065 ••. '^,i:i%- K ' 

F-PLACE1 002853//HYPOTHETICAL 7.9 KD PROTEIN IN PE 5'REGION (ORF1)7/1 .0:18:55//LYMANTRIA DIS- 
25 PAR MULTICAPSID NUCLEAR POLYHEDROSIS VIRUS (LDMNPV).//P36866 

F-PLACE1 002881//!!!! ALU SUBFAMILY J WARNING ENTRY MH//4.1 e-27:91 :70//HOMO SAPIENS (HUMAN).// 
P39188 . : f , 

F-PLACE1 002908//HYPOTHETICAL 33.8 KD PROTEIN R10E11.4 IN CHROMOSOME lll.//2.0e-31:148:46// 
CAENORHABDITIS ELEGANS 7/P34548 
30 F-PLACE1 002941//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//2.6e-11:40:85//HOMO SAPIENS (HUMAN).// 

P39195 ., : 

F-PLACE1002962//ENDOTHELIN-1 PRECURSOR (ET-1) (F.RAGMENT).//0.90:38:36//CANIS FAMILIARIS 
(DOG)7/P13206 . , 

F-PLACE1002968//TOXIN IV-5 PRECURSOR (TITYUSTOXIN) (Ff?AGMENT)7/0.97:26:38//TITYUS SERRULA- 
35 TUS (BRAZILIAN SCORPION)7/P01 496 

F-PLACE1 002991 //PUTATIVE AMIDASE (EC 3.5.1. 4)7/3.3e-20: l 120:41//METHANOCOCCUS JANNASCHII.// 
Q58560 ! 

F-PLACE1 002993//HYPOTHETICAL 17.8 KD PROTEIN. IN VSMPA-SMPB INTERGENIC REGION (F158).// 
0.00045:93:23//ESCHERICHIACOLL//P52121 ' v" 

40 F-PLACE1 002996//PUTATIVE REGULATORY PROTEIN TSC : 22 (TGFB STIMULATED CLONE 22 HOMOLOG).// 

0.17:91:29//GALLUSGALLUS(CHICKEN)7/Q91012 ;. 'V^i-^ 

F-PLACE1003025//SUPPRESSOR PROTEIN SRP40.//0. 0079:21, 4:24//SACCHAROMYCESCEREVISIAE (BAK- 
ER'S YEAST) 7/P32583 ' I ' 

F-PLACE1 003027//HYPOTHETICAL 128.6 KD PROTEIN ZK1;b?8:iO'IN CHROMOSOME IM.//1.3e-49: 167:63// 
45 CAENORHABDITIS ELEGANSY/P34609 ' U \-4^U ■ 

F-PLACE1003044//SPORE COAT PROTEIN D.//0.97:24:45//BACillLUS SUBTILIS.//P07791 
F-PLACE1 003045 " 
F-PLACE1 003092 

F-PLACE1003100//HEP27 PROTEIN (PROTEIN D).//3.9e-51:188:57//BOMO SAPIENS (HUMAN).//Q 13268 
50 F-PLACE 1003108 

F-PLACE1 003136 

F-PLACE1003145//BUTYROPHILIN PRECURSOR (BT) 7/0.00024:1 70: 24//BOS TAURUS (BOVINE).//P18892 
F- P LAC E 1 003 153//HUNCH BACK PROTEIN (FRAGMENT).//1 .0:32:37//LOCUSTA MIGRATORIA (MIGRATORY 
LOCUST).//Q01777 

55 F-PLACE1 0031 74//UBIQUITIN-CON JUG ATI NG ENZYME. E2-18- KD. (EC 6.3.2.19) (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42).//6.3e-05:54:38//ARABIDOPSIS THALIANA (MOUSE-EAR 
CRESS).//P42743 

F-PLACE1003176//HYPOTHETICAL 62.3 KD PROTEIN IN PC*S60-ABD1 INTERGENIC REGION 7/0.24:74:36// 

h J . .> . - * . 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P38319: > 

F-PLACE1003190//SOF1 PROTEIN7/1.0e-52:158:41//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P33750 --V;^ 
F-PLACE1 003200 

5 F- P L AC E 1 003205//S P E R M PROTAMINE P1 7/0.074:20 :45//CAENOLESTES FULIGINOSUS7/P42131 

F-PLACE1003238//PROBABLEG PROTEIN-COUPLED RECEPTOR KIAA0001 7/0.01 3:20:55//HOMO SAPIENS 
(HUMAN)7/Q15391 \a r • 

F-PLACE1 003249//HYPOTHETICAL PROTEIN KIAA01 257/0. 98:48:37//HOMO SAPIENS (HUMAN)7/Q14138 
F-PLACE1003256//OMEGA-CONOTOXINS GVIA, GVIB AND GVIC PRECURSOR (SHAKER PEPTIDE).//0.84: 
10 53:30//CONUS GEOGRAPHUS (GEOGRAPHY CON E)7/P0 1522 ■' 

F-PLACE1 003258//EARLY EMBRYOGENESIS ZYG-11 PROTEIN7/4.1e-18:70:47//CAENORHABDITIS ELE- 
GANS7/P21541 

F-PLACE1 003296//SPECTRIN BETA CHAIN, ERYTHROCYIE7/6.063:160:24//HOMO SAPIENS (HUMAN).// 
P11277 

15 F-PLACE1003302//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)7/9.4e-69:84:94//HOMO SAPI- 

ENS (HUMAN).//P51 522 

F-PLACE1 00333 4//NUCLEOBINDIN PRECURSOR (NUCB1) (BONE : 63 KD CALCIUM-BINDING PROTEIN).// 
0.029:125:24//RATTUS NORVEGICUS (RAT)7/Q63083 

F-PLACE1003342//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.97:44:40//DROSOPHILA MELA- 
20 NOGASTER (FRUIT FLY)7/Q01643 ? / "] 

F-PLACE1003343//GENE 11 PROTEIN7/1 .0:37:37//SPIROPLASMA VIRUS SPV1-R8A2 B7/P15902 
F-PLACE1003353//SH2/SH3 ADAPTOR CRK (ADAPTER MOLECULE CRK) (CRK2)7/6.4e-05:69:40//XENOPUS 
LAEVIS (AFRICAN CLAWED FROG)7/P87378 

F-PLACE1 003361//!!!! ALU SUBFAMILY SC WARNING ENTRY !W//1.6e-23:66:75//HOMO SAPIENS (HUMAN).// 
25 P39192 

F-PLACE1003366//SMALL PROLINE-RICH PROTEIN 2-1 7/0.62^ 9;57//HOMO SAPIENS (HUMAN)7/P35326 
F-PLACE1003369//A-AGGLUTININ ATTACHMENT SUBUNIT:RRECURSOR7/4.3e-06:102:42//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST)7/P32323 . ' ' ' 

F-PLACE1 003373//PROTEIN Q3007/0.042:29:37//MUS MUSCU LUS (MOUSE) 7/Q02722 
30 F-PLACE1 003375//OLFACTORY RECEPTOR 11 (M49) ? J(FRXGMENT)y/0.99:46:34//MUS MUSCULUS 

(MOUSE)7/Q60890 J : /" ' ' "■ 

F-PLACE1 003383 .V * 

F-PLACE1 003394//RAS-RELATED PROTEIN RAB-147/2:8e4p:1'66:89//RATTUS NORVEGICUS (RAT).// 
P35287 \;.. 
35 F- PLACE 1003401 ''" 

F-PLACE1 003420//PUTATIVE MITOCHONDRIAL CARRIER YILQ06W7/8, 1 e-1 7:1 38:37//SACCH AROMYCES 
CEREVISIAE (BAKER'S YEAST) 7/P40556 ^''\ 
F-PLACE1 003454 \ ,. 

F-PLACE1 003478 

40 F-PLACE1003493//ENDOTHELIAL CELL MULTIMERIN PRECUPSOR7/3.4e-11 :123:32//HOMO SAPIENS (HU- 

MAN)7/Q13201 

F-PLACE1003516//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/1 ,0e-32:68:76//HOMO SAPIENS (HU- 
MAN)7/P08547 ' ; , X' , . 

F- PLACE 1003519//!!!! ALU SUBFAMILY J WARNING ENTFiY1!!!//9'2e-17:77:50//HOMO SAPIENS (HUMAN).// 
45 P39188 

F- PLACE 1003521 //HYPOTHETICAL BAMHI-ORF9 PROTEIN7/1iO:38:42//FOWLPOX VIRUS (ISOLATE HP-438 
[MUNICH])7/P14366 , 

F-PLACE1003528//ATP SYNTHASE PROTEIN 8 (EC 3.6vlC3^f(&Lj7/0.96:32:40//XENOPUS LAEVIS (AFRI- 
CAN CLAWED FROG) 7/P03931 / 5 * ;> '- V 
50 F-PLACE1003537//CEF PROTEIN7/0.92:47:29//BACTERIO PHAGE T4.//Q01 436 
F-PLACE1 003553 [ 

F-PLACE1 003566//HYPOTHETICAL BAMHI-ORF9 P ROTE I N'7/l\0:'32:34)/FOWL POX VIRUS (ISOLATE HP-438 
[MUNICH))7/P14366 * 
F-PLACE1 003575 ( '^\c,;.r^ 

55 F- PLAC E 1 003583//P ROBABLE E5 PROTEIN 7/0. 16:64:31 //HUM AN PAPILLOMAVIRUS TYPE 35.//P27226 

F-PLACE1003584 

F-PLACE1003592//EXCISIONASE7/0.26:19:52//BACTERIOPHAGE PHI-807/P05998 

F-PLACE1003593//ATP SYNTHASE PROTEIN 8 (EC 3.6,1 .34) : (A6L) 7/1 .0:42:30//OViS ARIES (SHEEP).// 
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078751 \. ' 'V 

F-PLACE1 003596//OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HO MO LOG .//6.3e-87: 238:67// 
CAENORHABDITIS ELEGANS.//P46975 , > ? \ ^ 

F-PLACE1 003602//HYPOTHETICAL 1 1 .0 KD PROTEIN IN FAA3-MAS3 INTERGENIC REGION. //B.48-1 7:98:42// 
5 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P40554i % •* 

F-PLACE1003605//HAP5 TRANSCRIPTIONAL ACTIVATOR 7/2. W.09:.82:35//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//Q02516 ' '> ' 

F- PLAC E 1 0036 1 1 //PANCREATIC SECRETORY TRYPSIN INHIBITOR7/0.99:32:43//CANIS FAMILIARIS 
(DOG)7/P04542 ■ ; . ■.- 

W F-PLACE1003618//LINE-1 REVERSE TRANSCRIPTASE HOMQLOG7/4.7e-65:229:58//HOMO SAPIENS (HU- 

MAN)7/P08547 

F-PLACE1003625//30S RIBOSOMAL PROTEIN S20 (FRAGMENT).//1 .0:56:26//PROTEUS MIRABILIS7/P42275 
F-PLACE1003638//PROTEIN Q300.//0.079:41 :39//MUS MUSCULUS (MOUSE)7/Q02722 
F-PLACE1003669//TRICHOHYALIN.//2.9e-07:180:30//OVIS ARIES (SHEEP).//P22793 
15 F-PLACE1003704//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 

SRP75)7/3.3e-16:98:40//HOMO SAPIENS (HUMAN)7/Q08170 

F-PLAC E1 003709//HYPOTH ETICAL 59.5 KD PROTEIN IN CCT3-CCT8 INTERGENIC REGION.//2.8e-07:128: 
27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P47Q74 

F-PLAC E1 00371 1//ALPHA/BETA-GLIADIN PRECURSOR (PROLAMIN) (CLASS A-IV)7/5.0e-05:88:30//TRITI- 
20 CUM AESTIVUM (WHEAT).//P04724 i>;^ \ 

F-PLACE1003723//TYROSINE-PROTEIN KINASE SRM (EC 2.7.1.112) (PTK70).//6.0e-06:98:36//MUS MUSCU- 
LUS (MOUSE).//Q62270 -4/. 

F-PLACE1003738//OOCYTE ZINC FINGER PROTEIN XLCOF6, (FRAGMENT)7/2.5e-45:147:46//XENOPUS 
LAEVIS (AFRICAN CLAWED FROG)7/P1 8749 ' I : $4 1 • 

25 F-PLAC E1003760//CYTOCH ROME B (EC 1 .10.2.2)7/0.91 :49:34//f RYPANOSOMA BRUCEI BRUCEI.//P00164 

F-PLAC E1003762//METALLOTHIONEIN-LIKE PROTEIN TYP£;>-//0.98:28:32//MALUS DOMESTICA (APPLE) 
(MALUS SYLVESTRIS).//O24058 * ^"'H * 

F-PLACE1003768//LINE-1 REVERSE TRANSCRIPTASE HO^pLG)67/8.5e-1 9:123:37//HOMO SAPIENS (HU- 
MAN)7/P08547 

30 F-PLACE1003771 V.' : \ 

F- PLAC E1003783//SRY-R ELATED PROTEIN ADW2 ( FR AG^ ENT) 7/1 . 0 :29 : 37//ALL I G ATO R MISSISSIPPIEN- 
SIS (AMERICAN ALLIGATOR).//P40634 *" 

F-PLACE1003784//HYPOTHETICAL98.1 KD PROTEIN IN SPX19iGCR2 INTERGENIC REGION7/1 .2e-13:199: 
28//SACC HARO MYC ES CEREVISIAE (BAKER'S YEAST) ;//P,40jl6'4^ ;f • 
35 F-PLACE1003795//EC PROTEIN l/l I (ZINC-METALLOTH ION El N. CLASS li)7/0.67:53:30//TRITICUM AESTIVUM 

(WHEAT).//P30569 V' * 

F- PLAC E 1 003833//M ETH IO N YL-TRN A FORMYLTRANSFERASE (EC 2.1 .2.9)7/0.99:158:28//THERMUS 

AQUATICUS (SUBSP. THERMO PHILUS)7/P43523 - 

F-PLACE1003850 

40 F- PLAC E1003858//HUNCH BACK PROTEIN (FRAGMENT) 7/0;37:28:42//LITHOBIUS FORFICATUS.//Q02030 

F-PLACE1003864//OUTER MEMBRANE LIPOPROTEIN LOLB*.PRECURSOR.//0.0046:116:31//ACTINOBACIL- 
LUS ACTINOMYCETEMCOMITANS (HAEMOPHILUS ACTINOMYCETEMCOMITANS).//052727 
F-PLACE1003870 

F-PLACE1003885//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 
45 FERASE) (FRAGMENT).//1 .6e-92:166:75//HOMO SAPIENS (HUMAN).//P51003 

F- PLAC E1003886//IM MEDIATE- EARLY PROTEIN IE180.//0.54:96:3,4//PSEUDORABIES VIRUS (STRAIN INDI- 
ANA-FUNKHAUSER/ BECKER) (PRV)7/P11675 * \\ . . 

F-PUVCE1003888//1-PHOSPHATIDYLINOSITOL-4,5-BISPHdtpWAT E PHOSPHODIESTERASE DELTA 1 (EC 
3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1)t(PLC-lli);(FRAGMENT)7/8.8e-54:260:46//BOS TAU- 
50 RUS (BOVINE).//P10895 \' 

F-PLACE1003892//PROBABLE E5 PROTEIN.//1 .0:13:61//HUMAN PAPILLOMAVIRUS TYPE 18.//P06792 
F-PLAC E1 003900//BETA-FRUCTOFU RANOSIDASE, SOLUBLE ISOENZYME I (EC 3.2.1.26) (SUCROSE-6- 
PHOSPHATE HYDROLASE) (INVERTASE) (FRAGMENTSj^/0.58:49:36//DAUCUS CAROTA (CARROT).// 
P80065 

55 F-PLACE1003903//CTP SYNTHASE (EC 6.3.4.2) (UTP--AMMONIA UGASE) (CTP SYNTHETASE)7/3.8e-52:92: 

85//HOMO SAPIENS (HUMAN).//P17812 "* r ;f- ■ ? .' 

F- P LAC E 1 0 039 1 5//P RO B ABLE ARGINYL-TRNA SYNTHETASE "CYTOPLASMIC (EC 6.1.1.19) (ARGININE- 
-TRNA LIGASE) (ARGRS).//2.6e-26:202:36//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/Q 05506 
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F- PLAC E 1 003923//H ISTI D YL-TRN A SYNTHETASE (EC 6.1.1.21) (H ISTIDIN E-TRNA LIGASE) (HISRS)7/0.94: 
65:29//STREPTOCOCCUS EQUISIMILIS.//P30053 

F-PLACE1003932//HYPOTHETICAL 17.3 KD PROTEIN IN SEC15-SAP4 INTERGENIC REG I ON. //0. 098: 79:31// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53074\.: 
5 F-PLACE1 003936 v: v -T 

F-PLACE1003968//5'-AMP-ACTIVATED PROTEIN KINASE, GAMMA; 1 SUBUNIT (AMPK GAMMA-1 CHAIN).// 
4.7e-68:164:78//RATTUSNORVEGICUS(RAT)7/P80385 ^'V^' 

F-PLACE1004103//!!!! ALU SUBFAMILY SC WARNING ENTRY HH//1 .9e-14:60:73//HOMO SAPIENS (HUMAN).// 
P39192 ; 
10 F-PLACE1004104//EXOCYST COMPLEX COMPONENT > SEC57/0.020:202:20//SACCHAROMYCES CEREVI- 

SIAE (BAKER'S YE AST). //P891 02 ' 

F-PLACE1004114//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.1e-15:69:60//HOMO SAPIENS (HUMAN).// 
P39188 . . v . 'J; 

F-PLAC E1 0041 1 8//REGULATORY PROTEIN E27/0.73:5.8:36//CANINE ORAL PAPILLOMAVIRUS (COPV).// 
15 Q89420 * ' 

F-PLAC E1 0041 28//GUANIN E NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 4 (TRANSDUCIN BETA 
CHAIN 4).//7.7e-62:108:100//MUS MUSCULUS (MOUSE)7/P29387 

F-PLAC E1 0041 49//PROBABLE NUCLEAR ANTIGEN 7/0. 00 11 :73:42//PSEUDORABIES VIRUS (STRAIN KAP- 
LAN) (PRV).//P33485 

20 F- P LAC E1 0041 56//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT)7/0, 00061 :39:48//OWENIA FUSI- 

FORM IS. //P2 12 60 

F-PLACE1004161//PLASMINOGEN-BINDING PROTEIN PAM PRECURSOR (FRAGMENT) 7/0.033: 108:27// 
STREPTOCOCCUS PYOGENES7/P49054 • 

F-PLACE1004183//HYPOTHETICAL64.3 KD PROTEIN IN CDp12 ERP5 INTERGENIC REGlON.//4.0e-07:146: 
25 35//SACCH ARO M YC ES CEREVISIAE (BAKER'S YEAST)7/|3881 7 . * 

F-PLAC E1 0041 97//BUTYROPHILIN PRECURSOR (BTj)/5.9e-11 :208:27//MUS MUSCULUS (MOUSE)V/ 

062556 ; wi-iktU- .. 

F-PLACE1004203//PROTEIN A39y/8.5e-18:139:33//VACCINIA ViRUS;(STRAlN COPENHAGEN)7/P21 062 
F-PLACE1 004242//PHOTOSYSTEM II REACTION CENTRE j .'PROTEIN 7/1 .0:28:42//PISUM SATIVUM (GAR- 

30 DEN PEA).//P13555 • . 

F-PLACE1004256//MYOSIN HEAVY CHAIN D (MHC D).//0.73:.1;34:25//CAENORHABDITIS ELEGANS7/P02567 
F-PLACE1004257//HYPOTHETICAL PROTEIN HI0490.//0.l3:75:i29//HAEMOPHlLUS INFLUENZAE7/P44006 
F-PLAC E1004258//COLLAGEN ALPHA 2(VIII) CHAIN (ENDOTHELIAL COLLAGEN) (FRAGMENT) 7/0.027:1 28: 
35//HOMO SAPIENS (HUMAN)7/P25067 .i^/ ' 

35 F-PLAC E 1 004270//LARG E TEGUMENT PROTEIN 7/1 .8e-1 6:1 00:4%fiPSTEIN-BARR VIRUS (STRAIN B95-8) 

(HUMAN HERPESVIRUS 4)7/P03186 1 ' ■ -v *1 

F-PLAC E 1 004274//H Y POTH ETI CAL PROTEIN E-957/0.44:61 :42//HUMAN ADENOVIRUS TYPE 27/P03286 
F-PLAC E 1 004277//COLLAG EN ALPHA 1 (XII) CHAIN (FRAGMENTS) 7/0 .001 3:55:38//BOS TAURUS (BOVINE)7/ 
P25508 

40 F-PLACE1004284//7 KD PROTEIN (ORF 4)7/1 .0:63:23//CHRYSANTHEMUM VIRUS B (CVB)7/P37990 

F-PLAC E1004289//S PERM PROTAMINE P3.//0.00057:22:77//M US MUSCULUS (MOUSE).//Q62100 
F-PLACE1004302//SERINE/THREONINE PROTEIN KINASE^AFSK (EC 2.7.1 .-)7/0. 0065:1 48:29//STREPTOMY- 
CES COELICOLOR.//P54741 

F-PLAC E 1 00431 6//AUTO PH AGY PROTEIN APG57/8.8e-06:117:29//SACCHAROMYCES CEREVISIAE (BAK- 
45 ER'S YEASTJ7/Q12380 t% , <{ rl u 

F-PLAC E1004336//COLLAGEN ALPHA 4(IV) CHAIN PRE60RSC)R7/0.0027:83:36//HOMO SAPIENS (HU- 
MAN)7/P53420 ; i 

F-PLAC E1004358//PROCOLLAGEN ALPHA 1(1) CHAIN" PRECURSOR.//2.9e-05:200:33//GALLUS GALLUS 
(CHICK EN) 7/P02457 .'. 
50 F- P LAC E1004376//AXON EM E- ASSOCIATED PROTEIN M Sf 10,1 (2)7/2 . 4e-05: 1 79 : 29//D ROSO PH I LA HYDEI 

(FRUIT FLY) 7/Q08696 

F-PLACE1004384//!!!! ALU SUBFAMILY SQ WARNING ENTRY .!!! !//1 .6e-28:46:76//HOMO SAPIENS (HUMAN).// 
P39194 ' 

F- PLAC E 1 004388//HYPOTH ETI CAL 75.2 KD PROTEIN IN ACS1-GCV3 INTERGENIC REGION7/5.7e-34:202: 
55 37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P39722 

F-PLACE1004405//NEURAM1NYLLACTOSE-B1NDING HEMAGGLUTININ (N-ACETYLNEURAMINYLLAC- 
TOSE- BINDING FIBRILLAR HEMAGGLUTININ RECEPTOR- BINDING SUBUNIT) (NLBH) (FLAGELLAR 
SHEATH ADHESIN) (ADHESIN A) (FRAGMENT)7/0.93:74:33//HELICOBACTER ACINONYX.//Q47947 
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F-PLACE1004425//!!!! ALU SUBFAMILY SX WARNING ENTRY.!! !!//0. 81 :70:42//HOMO SAPIENS (HUMAN).// 

P39195 . : -r - 

F-PLACE1004428//PRISTANOYL-COA OXIDASE (EC 1 .3.3.-)7/1 .9e-31 :203:39//RATTUS NORVEGICUS 

(RAT).//Q63448 ; ' 

5 F-PLACE1004437//ISOCITRATE DEHYDROGENASE [NAD] |:M ITOChDN D R I AL SUBUNIT BETA PRECURSOR 

(EC 1.1.1.41) (ISOCITRIC DEHYDROGENASE) (NAD+-SPECIFIC ICDH) (FRAGMENT).//4.2e-93:140:100// 

MACACA FASCICULARIS (CRAB EATING MACAQUE) (CYNOMOLGUS MONKEY).//Q28479 

F-PLACE1004451//IM! ALU SUBFAMILY J WARNING E NT RY ! ! ! !//0 . 000 1 3 : 40 : 62//HOM O SAPIENS (HUMAN).// 

P39188 ' 
10 F-PLACE1 004460//MATERNAL TUDOR PROTEIN7/0.0066:218:23//DROSOPHILA MELANOGASTER (FRUIT 

FLY)7/P25823 ^ ■ , .,' 

F-PLACE1004467//!!!! ALU SUBFAMILY SP WARNING ENTRY ! !!!/#.8e-1 0:33 :87//HOMO SAPIENS (HUMAN).// 
P39193 

F-PLACE1004471//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)7/7.0e-56:92:58//HOMO SAPI- 
15 ENS(HUMAN).//P51522 

F-PLACE1 004473//HYPOTHETICAL 54.3 KD PROTEIN C23Q3.03C IN CHROMOSOME 17/0.019:136:27// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09844 
F-PLACE1004491//LYSIS PROTEIN.//0.95:53:30//BACTERIOPHAGE FR.//P19903 

F-PLACE1004506//AUTOIMMUNOGENIC CANCER/TESTIS ANTIGEN NY-ESO-1 (LAGE-1 ) 7/0. 58:66 :34//HO- 
20 MO SAPIENS (HUMAN)7/P78358 

F-PLACE1004510//TRANSCRIPTION INITIATION FACTOR TFIID 150 KD SUBUNIT (TAFII-150) (TAFII150).// 
3.0e-07:63:46//DROSOPHILA MELANOGASTER (FRUIT FLY)7/Q24325 

F-PLACE1 00451 6//HYPOTHETICAL PROTEIN 5' TO ASP- RICH: AN 6 HIS-RICH PROTEINS (FRAGMENT).// 
0.95:62:29//PLASMODIUM FALCIPARUM (ISOLATE FCM177£ENEGAL)7/P 14587 
25 F- PLAC E 1 0045 1 8//M ETALLOTH IO NE IN 10-111 ( MT- 1 0- 1 1 1 ) 7/6:9 vik :42//M YTI LU S EDULIS (BLUE MUSSEL).// 

P80248 '* r-J.^ s ^.:- ft . 

F-PLACE1004548//DIHYDROPYRIDINE-SENSITIVE L-TYPE, SKELETAL MUSCLE CALCIUM CHANNEL GAM- 
MA SUBUNIT7/0.94:75:32//ORYCTOLAGUS CUNICULUS (RABBrT)://P19518 
F-PLACE1004550//CUTICLE COLLAGEN 27/0.90: 155:31//CAENO'RHABDITIS ELEGANS7/P1 7656 
30 F-PLACE1 004564//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 1 00 KD SUBUNIT (CPSF 1 00 

KD SUBUNIT).//3.2e-70:121 :100//BOS TAURUS (BO VINE) 7/6 10568 * 

F-PLACE1004629//PROTEIN OS-9 PRECURSOR7/1 .7e-10:132T36>/HOMO SAPIENS (H UM AN) 7/Q 13438 
F- P LAC E 1 004645//TR AN SC R I PTI ON INITIATION FACTO R llB' HO MO LOG (TFIIB)7/0.00036:100:30//PYRO- 
COCCUS FURIOSUS.//Q51731 
35 F- PLACE 1 004646//P RO BABLE UDP-GALACTOPYRANOSE MUTASE (EC 5.4.99.9)7/0.91 :58:29//KLEBSIELLA 

PNEUMONIAE.//Q48481 

F-PLACE 1 004658//GLUTAMATE [NMDA] RECEPTOR SUBUNIT EPSILON 4 PRECURSOR (N-METHYL D-AS- 
PARTATE RECEPTOR SUBTYPE 2D) (NR2D) (NMDAR2D)7/0.031 :134:32//MUS MUSCULUS (MOUSE).// 
Q03391 \ 7 f : L 

40 F-PLACE1 004664//HYPOTHETICAL 180.2 KD PROTEIN lN FAA4-HOR7 INTERGENIC REGION7/0.025:125: 

20//SACC H AROM YC ES CEREVISIAE (BAKER'S YEAST) 7/Q 04781 

F- PLAC E 1 004672//H YPOTH ETIC AL 36.7 KD PROTEIN *C2F7: ; 14C IN CHROMOSOME l.//7.6e-52:158:56// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09704 f 

F-PLACE1 004674//PRO BABLE CALCIUM-BINDING PROTEllSl?AtG-2 (PMP41) (ALG-257) 7/1 .4e-88: 144:93// 
45 MUS MUSCULUS (MOUSE).//P1 281 5 • < "V : V 

F-PLACE1 004681//CCR4-ASSOCIATED FACTOR 1 (CAFli.//i:.0e-34:70:100//MUS MUSCULUS (MOUSE).// 
Q60809 ;!";Vi 

F-PLACE1 004686//!!!! ALU SUBFAMILY SC WARNING ENTRYv! !J I//3 ^46-08 :48 : 62//H O MO SAPIENS (HUMAN).// 

P39192 r \\'Z>Y-' : ' 
50 F- PLAC E1 00469 1//M ETALLOTH ION EIN (MT)7/0.064:24:45//ARiANTA;ARBUSTORUM7/P55946 . 

F-PLACE1 004693 -^^v- ' 

F-PLACE1 00471 6//ATP SYNTHASE PROTEIN 8 (EC 3.6A .34) ^' (A6L).//1 .0:27:37//PAN PANISCUS (PYGMY 
CHIMPANZEE) (BONOBO)7/Q35587 . * ; $ . 

F-PLACE1 004722//H YPOTH ETIC AL 61.5 KD PROTEIN IN CLA4>Mipi INTERGENIC REGION7/0.95:53:33// 
55 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P48565 • ' 

F- PLAC E1 004736//N EU RONAL AXONAL MEMBRANE PROTEIN NAP-227/0.014:163:30//RATTUS NORVEGI- 
CUS (RAT)7/Q051 75 

F-PLACE1004740//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .9e-09:37:70//HOMO SAPIENS (HUMAN).// 
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P39194 ;. : wyy tm ; 

F-PLACE1004743//HYPOTHETICAL 12.6 KD PROTEIN IN'ALGRS 3'REGIONV/0.99:72:33//PSEUDOMONAS 
AERUGINOSA.//P21484 . v : : 

F-PLACE1004751//CMP-N-ACETYLNEURAMINATE-BETA-GAUAGTOSAMIDE-ALPHA-2.3-SIALYLTRANS- 
FERASE (EC 2.4.99.-) (BETA-GALACTOSIDE ALPHA-2.3-SIALYLTRANSFERASE) (ST3GALIII) (ALPHA 2,3-ST) 
(GAL-NAC6S) (STZ) (SIAT4-C) (SAT-3) (ST-4).//2.2e-08:90:38//HOMO SAPIENS (HUMAN).//Q11206 
F-PLACE1004773//ANKYRINR(ANKYRINS2.1 AND 2.2) (ERYTHROCYTE ANKYRIN).//3.2e-25:233:32//HOMO 
SAPIENS (HUMAN)7/P16157 

F-PLACE1004777//N-CHIMAERIN (NC) (N-CHIMERIN) (ALPHA CHIMERIN) (A-CHIMAERIN).//8.1e-26:210:30// 
RATTUS NORVEGICUS (RAT).//P30337 

F-PLACE1 004793//ENV POLYPROTEIN [CONTAINS: COAT PROTEIN'GP52; COAT PROTEIN GP36] 7/0. 00062: 
106:25//MOUSE MAMMARY TUMOR VIRUS (STRAIN BR6).//P10259 
F-PLACE1 004804 

F-PLACE1 00481 3//HYPOTHETICAL PROTEIN UL12.//1 .0:22:40//HUMAN CYTOMEGALOVIRUS (STRAIN 
AD169),//P16777 V \ . - 

F-PLACE1 00481 4//HYPOTHETICAL 37.0 KD PROTEIN B0495:8 IN CHROMOSOME ll.//2.8e-06:1 36:25// 

CAENORHABDITIS ELEGANS7/Q0921 7 

F-PLACE1004815 ■ - 

F-PLACE1004824//HYPOTHETICAL 106.7 KD PROTEIN IN MUP1-SPR3 INTERGENIC REGION7/2.3e-09:70: 
38//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53236 v 

F-PLACE1 00482 7//HYPOTHETICAL 9.4 KD PROTEIN IN FL/*L- 3' REGION (ORF3).//0.54:25:56//BACILLUS LI- 
CHEN I FORM I S.//P22754 

F-PLACE1 004836//ANNEXIN VII (SYNEXIN) (FRAGMENT).//0.6o6'6;12:66//BOS TAURUS (BOVINE). //P20072 
F-PLACE1 004838 " " S r ;. " 
F-PLACE1 004840 . ^ : ^ " s 

F-PLACE1004868//MALE STERILITY PROTEIN 2y/4.0e-16i172:3'0//AHABIDOPSIS THALIANA (MOUSE-EAR 
CRESS).//Q08891 * I , - 

F-PLACE1 004885 

F-PLACE1 004900//MAST CELL DEGRANULATING PEPTIDE PRECURSOR (MCDP) (MCD) (PEPTIDE 401).// 
1 .0:23:47//APIS MELLIFERA (HONEYBEE).//P01499 

F-PLACE1 004902//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEP EN DENT RNA HELICASE 
SPAC10F6.02Cy/7.3e-15:94:47//SCHIZOSACCHAROMYCES : ROMBE (FISSION Y EAST) 7/042643 
F-PLACE1 00491 3//HYPOTHETICAL 7.2 KD PROTEIN IN BCSA^DEGR INTERGENIC REGION.//1 .0:42:33//BA- 
CILLUS SUBTILIS7/P54165 

F-PLACE1 00491 8//HYPOTHETICAL 1 2.4 KD PROTEIN IN RPS21 B-MRS3 INTERGENIC REG ION. //0. 98: 50:34// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P4701'2"7 

F-PLACE1 004930//HYPOTHETICAL PROTEIN MJ05627/0:82:4^:36//M ETHAN OCOCCUS JANNASCHII.// 
Q57982 ": J 'l % " 

F-PLACE1 004934 ' '';Y ; ! 

F-PLACE1 004937//HYPOTHETICAL 67.1 KD TRP-ASP REPEATS, CONTAINING PROTEIN C57A10.05C IN 
CHROMOSOME l7/9.0e-10:87:33//SCHIZOSACCHAROMYCEfe;>|bMBE (FISSION YEAST) 7/P87053 
F-PLACE1 004969//HYPOTHETICAL 55.1 KD PROTEIN B04T6.5 IN. CHROMOSOME X.//4.0e-1 4:1 84:25// 
CAENORHABDITIS ELEGANS7/Q11073 ■ e ,i ' :;S t 

F-PLACE1 004972//BROMELAIN INHIBITOR 2 (Bl-ll) ( B ROME LAIN c I N H I Bl TO R VI) (BI-VI)7/1 .0:35:37//ANANAS 
COMOSUS (PINEAPPLE)7/P27478 '. • 

F-PLACE1 004979//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//5.3e-30:55:72//HOMO SAPIENS (HUMAN).// 
P39192 /Hj: \?' t* 

F-PLACE1004982//M PROTEIN, SEROTYPE 12 PRECU tfS(5R ^FRAGMENT) 7/0. 00049: 1 24 ^//STREPTO- 
COCCUS PYOGENES7/P1 9401 * ' 

F-PLACE1004985//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) .(A6L).//1 .0:26:34//LUMBRICUS TERRESTRIS 
(COMMON EARTHWORM)7/Q34942 . ,' 

F-PLACE1005026//TELOMERE-BINDING PROTEIN HOMOLOG7/0.0011 :179:27//EUPLOTES CRASSUS.// 
Q06183 

f-placei 005027 k ;;; s >;;f; ; 

f-place1 005046//annexin vii (synexin) (fragment).//0.082:44:36//bos taurus (bovine).//p20072 

F-PUVCE1005052//MALE SPECIFIC SPERM PROTEIN, -MST84DD7/0.38:36:44//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q01 645 , — * 

F-PLACE1 005055 -i*V\ . 
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F-PLACE1005066//RING CANAL PROTEIN (KELCH PROTEIN) 7/2.9e-38:194:39//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)V/Q04652 ■/ \. ' : 

F-PLACE1 005077 V" • . 

F-PLACE1005085//INSECT TOXIN 1 (BOT IT1)7/0.85:36:337/BUTHUS OCCITANUS TUNETANUS (COMMON 
5 EUROPEAN SCORPION).//P55902 «■ 

F-PLACE1 005086//!!!! ALU SUBFAMILY SQ WARNING ENTRY H!!//8.5e-38:93:76//HOMO SAPIENS (HUMAN).// 
P39194 ^ ; f * 

F- PLAC E 1 005 1 0 1 //H YPOTH ETI C AL PROTEIN ZAP128 (FRAGMENT)7/1 .6e-11 :35:100//HOMO SAPIENS (HU- 
MAN)7/P49753 " "'' * ' 

10 F-PLACE1005102//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING 

PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z13)7/3.0e-14:110:38//MUS MUSCULUS (MOUSE).//Q60821 
F-PLACE1005108//METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) (GIF)7/0.41 :35:34//BOS 
TAURUS (BOVINE) 7/P37359 

F-PLACE1005111//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34), (A6L) (CHARGERIN ll).//1.0:29:41//RATTUS 
15 NORVEGICUS(RAT).//P11608 

F-PLACE1005128//RABPHILIN-3A (FRAGMENT)7/5.9e-05:95:36//MUS MUSCULUS (MOUSE).//P47708 

F- P LAC E 1 005 1 46//F I B RO BLAST GROWTH FACTOR INDUCIBLE PROTEIN 15 (FIN 15)7/0.1 7:48 :35//MUS 

MUSCULUS (MOUSE)7/Q61 075 

F-PLACE1005162//!!!!ALU SUBFAMILY SB WARNING ENTRY JJ1I//.1 .Oe-31 :60:76//HOMO SAPIENS (HUMAN).// 
20 P39189 \ *' 

F-PLACE1005176 ' ~ > 

F- P LAC E 1 005 1 8 1 //H YPOTH ETI C AL 7 KD PROTEIN.//1 .0:31;:45/^MEASLES VIRUS (STRAIN HALLE) (SUBA- 
CUTE SCLEROSE PANENCEPHALITIS VIRUS).//P06831 ' 

F-PLACE1 0051 87//GLUCAN SYNTH AS E-1 (EC 2.4.1.34) (1 ,3;BETA-GLUCAN SYNTHASE) (UDP-GLUCOSE- 
25 1 ,3-BETA-D-GLUCAN GLUCOSYLTRANSFERASE)7/0.0025:58:34//NEUROSPORA CRASSA.//P38678 

F-PLACE1 005206//H YPOTH ETICAL 10.7 KD PROTEIN. //0.34:57:42//VACCINI A VIRUS (STRAIN COPENHA- 
GEN)7/P20511 "'Vl 

F-PLACE1005232//AMELOGENIN, Y ISOFORM PRECURSOR7/0.70:60:35//HOMO SAPIENS (HUMAN).// 
Q99218 V' 
30 F-PLACE1005243//SERINE/THREONINE PROTEIN Kl N AS E vPKPA ( EC 2.7. 1.-).//0.001 7:11 4:27//PHYCOMY- 

CES BLAKESLEEANUS.//Q01 577 

F-PLACE 1005261 //HYPOTHETICAL 90.8 KD PROTEIN T05H10.7 IN CHROMOSOME II.//1 .2e-38:206:41// 
CAENORHABDITIS ELEGANS7/G1 0003 ( , [ l 

F-PLACE 1005266 . 
35 F-PLACE1005277//PROTEIN GURKEN PRECURSOR7/0.58:95:29//DROSOPHILA MELANOGASTER (FRUIT 

FLY)7/P42287 ' ' * ; ) : ■ 

F-PLACE1005287//INNER CENTROMERE PROTEIN (INCENP).//2.0e-1 2:211 :29//GALLUS GALLUS (CHICK- 
EN).//P53352 

F-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.10) (AK3).//1.8e -78:205: 
40 78//BOS TAURUS (BOVINE)7/P08760 . ^ ;, f K ' ... 

F-PLACE1005308//WOUND-INDUCED BASIC PROTEI^.//0.99:40:40//PHASEOLUS VULGARIS (KIDNEY 
BEAN) (FRENCH BEAN)7/G09020 

F-PLACE1 00531 3//H YPOTH ETICAL 8.7 KD PROTEIN IN LEUX r FECE INTERGENIC REGION (067)7/0.15:36: 
41//ESCHERICHIACOLI7/P39355 V-^'r ' i 

45 F-PLACE 1 005327//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS).//1 .0:19:52//HOMO 

SAPIENS (HUMAN)7/P30808 . , 

F-PLACE1005331//BREAKPOINT CLUSTER REGION PR6TEj^//^00021:98:35//HOMO SAPIENS (HUMAN).// 
P11274 

F-PLACE1005335//IROQUOIS-CLASS HOMEODOMAIN PROTEIN. IRX-37/0.37:98:33//MUS MUSCULUS 
50 (MOUSE) 7/P81 067 v " 

F-P LAC E 1 005373//PS EU DOU R I D YLATE SYNTHASE 4 (EC 4 21. 70) (PSEUDOURIDINE SYNTHASE 4) (TRNA 

PSEUDOURIDINE 55 SYNTHASE) (PSI55 SYNTHASE) ( PS E U DO U R I D YLATE SYNTHASE) (URACIL HYDROL- 

YASE).//0.010:96:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P48567 

F-PLACE1 005374 
55 F-PLACE1 005409 

F-PLACE1005453//LICHENASE PRECURSOR (EC 3.2.1.73) (ENDO-BETA-1 ,3-1 ,4 GLUCANASE)7/1 .0:50:32// 

NICOTIANA PLUMBAGINIFOLIA (LEAD WORT-LEAVED TOBAG'CO)7/P07979 

F-PLACE1005467//KERATIN, FEATHER (F-KER) 7/0. 0095 :42:35//LARUS NOVAE-HOLLANDIAE (SILVER 

. ' ' : - .* 

• • 1 : " * ,* - 
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GULL)7/P02451 ''. 

F-PLACE1 005471 //NADH -UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1 .6.5. 3) 7/0.23:49 :32//PHYTOPH- 
THORA INFESTANS (POTATO LATE BLIGHT FUNGUS).//Q37598:; 

F-PLACE1 005477//HYPOTHETICAL PROTEIN ORF-1137.//9.6e-13:115:38//MUS MUSCULUS (MOUSE).// 
5 P11260 1 

F-PLACE1 005480//C-HORDEIN (CLONE PC HOR1 -3) ( FRAGMENT) 7/0. 9 7 :33:30//HORDEUM VULGARE (BAR- 
LEY).//P17991 ; x> " ; M " 

F-PLACE1 005481 //HUNCHBACK PROTEIN (FRAGMENT) 7/0. 30:52 :38//APIS MELLIFERA (HONEYBEE).// 
P31504 ; j N" *, 

10 F-PLACE1005494//TRANSIENT-RECEPTOR-POTENTIAL PROTEIN 7/3. 9e-05:87:33//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)7/P19334 * *S:] % ? 

F-PLACE1 005502 ' 

F-PLACE1005526//IMMEDIATE-EARLY PROTEIN IEl807/4.6e-05:132:32//PSEUDORABIES VIRUS (STRAIN 
KAPLAN) (PRV)7/P33479 

15 F-PLACE1 005528//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//3.4e-09:31 :74//HOMO SAPIENS (HUMAN).// 

P39195 r ;-V.y 

F-PLACE1 005530//HYPOTHETICAL 47.6 KD PROTEIN -C16Cl6;j5 IN CHROMOSOME lll.//9.7e-50:1 48:58// 
CAENORHABDITIS ELEGANS7/Q09251 

F-PLACE1 005550//HYPOTHETICAL 40.2 KD PROTEIN^ K12H4.3 IN CHROMOSOME lll.//3.0e-21 :1 27:37// 
20 CAENORHABDITIS ELEGANS7/P34524 ^ 

F-PLACE1 005554//CYTOCHROME B (EC 1.10.2.2) (FRAGMENT)7/0.84:38:31//DIPODOMYS CALIFORNICUS 
(KANGAROO RATJ.//P16359 

F-PLACE1005557//60S RIBOSOMAL PROTEIN L27.//4 . 8er09 :60 : 48//C R Y PTO COCC US NEOFORMANS (FILO- 
BASIDIELLA NEOFORMANS).//P46288 ; U'l^V-"' 

25 F-PLACE1005574//ATP SYNTHASE PROTEIN 8 (EC 3.6'V44);-(A^7/0.89:44:29//BOS TAURUS (BOVINE).// 

P03929 ^B^'. ' 

F-PLACE1005584//MALE SPECIFIC SPERM PROTEIN MST87F^7/0.00030:33:48//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P08175 ; 't^'<K.: 

F-PLACE1005595//IM MEDIATE-EARLY PROTEIN IE180.//0;00048:162:30//PSEUDORABIES VIRUS (STRAIN 
30 INDIANA-FUNKHAUSER / BECKER) (PRV)7/P11675 " $ I . 

F-PLACE1005603//HIGH-MOBILITY-GROUP PROTEIN (NONHISTONE CHROMOSOMAL PROTEIN).// 
0.00034:83:30//TETRAHYMENAPYRIFORMIS7/P40625 k ' - 

F-PLACE1 00561 1//DNAJ PROTEIN.//8.6e-20:1 08:48//CLOSTRIDlUM ACETOBUTYLICUM.//P30725 
F-PLACE1 005623//EXTRACELLULAR SIGNAL- REGULATED KINASE 5 (EC 2.7.1.-) (ERK5) (ERK4) (BMK1 Kl- 
35 NASE) 7/0.80: 11 6:31 //HOMO SAPIENS (HUMAN)7/Q13164 

F-PLACE1005630//INTERLEUKIN-14 PRECURSOR (IL-14) (HIGH MOLECULAR WEIGHT B-CELL GROWTH 
FACTOR) (HMW-BCGF)7/0.0024:74:39//HOMO SAPIENS (HUMAN) 7/P40222 

F-PLACE1 005639//EXTRACELLULAR MATRIX PROTEIN 1 (SECRETORY COMPONENT P85) (FRAGMENT).// 
0.72:18:61//RATTUSNORVEGICUS(RAT).//Q62894 " : " > ' 

40 F-PLACE1005646//RNA HELICASE-LIKE PROTEIN DB10.//4.8e : 29:172:45//NICOTIANA SYLVESTRIS (WOOD 

TOBACCO)7/P46942 

F-PLACE1005656//RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE M2 CHAIN (EC 1.17.4.1) (RIBONUCLE- 
OTIDE REDUCTASE).//3.7e-64:133:75//MESOCRICETUS v AURATUS (GOLDEN HAMSTER).//Q60561 
F-PLACE1 005666//CHLOROPLAST SOS RIBOSOMAL PROJEIN L287/0.5756.41//PORPHYRA PURPUREA.// 
45 P51224 /V- : r- : . : 

F-PLACE1 005698//HYPOTHETICAL PROTEIN IN SIGD 3flEGi"0$(QRFC) (FRAGMENT).//0.50:61:29//BACIL- 
LUS SUBTILIS7/P40405 '1 • 

F-PLACE1 005727//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) (FRAGMENT) 7/0.46: 
27:51//BRASSICA NAPUS (RAPE)7/P40603 "- : " 

50 F-PLACE1 005730//COLLAGEN ALPHA 1(1) CHAIN (FRAGMEN ; T).//0.95:21:52//ORYCTOLAGUS CUNICULUS 

(RABBIT).//P02456 .' ■ ?. r * 

F-PLACE1 005739//INTERFERON-GAMMA INDUCIBLE PROTEIN .MG11 7/3.4e-46:1 11 :53//MUS MUSCULUS 
(MOUSE).//Q60710 ' : ; " 0' : ; 

F-PLACE1 005755//HYPOTHETICAL 70.2 KD PROTEIN IN BSH1-CHS6 INTERGENIC REGION7/2.6e-12:66: 
55 51//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P4295i 

F-PLACE1005763//S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN (EC 3.1.2.14) 
(THIOESTERASE 11)7/1 .5e-26:69:57//RATTUS NORVEG!CUS,(RAT).//P08635 

F-PLACE1 005799//KERATIN, ULTRA HIGH-SULFUR MATRIX>r6tEIN (UHS KERATIN)7/0.028:96:32//HOMO 
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SAPIENS (HUMAN)7/P26371 • /.o y 

F-PLACE1005802//PROTEIN PROSPERO7/0.86:64:42//DROS0PHILA MELANOGASTER (FRUIT FLY).// 
P29617 

F-PLACE1005803//MYELOID DIFFERENTIATION PRIMARY. RESPONSE PROTEIN MYD116.//1.0:95:25//MUS 
5 MUSCULUS(MOUSE)7/P17564 

F-PLACE1 005804//PROCESSING ALPHA-1 ,2-MANNOSIDASE (EC. 3,2.1 .-) (ALPHA-1 ,2-MANNOSIDASE 1 B).// 
2.8e-73:198:73//MUS MUSCULUS (MOUSE)7/P39098 . , .. . 

F-PLACE1 00581 3//HYP0THETICAL 49.0 KD PROTEIN I N NSf? 1 -;KA R2. 1 NTE RG EN IC REG! ON7/0. 022: 78:38// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P47057 
10 F-PLACE1005828//!!!! ALU SUBFAMILY SX WARNING ENTRYJ!!!//1 .8e,23:56:76//HOMO SAPIENS (HUMAN).// 

P39195 r ; ; 

F-PLACE1005834//LATE CONTROL GENE B PROTEIN (GPB).//0.97:33:39//BACTERIOPHAGE 1867/P08711 
F-PLACE1 005845 

F-PLACE1005850//!!!!ALU SUBFAMILY SQ WARNING ENTRY !!!!//5.5e-28:96:73//HOMO SAPIENS (HUMAN).// 
15 P39194 

F-PLACE1 005851 

F-PLACE1 005876//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 1 00 KD SUBUNIT (CPSF 1 00 
KD SUBUNIT).//2.2e-99:155:95//BOS TAURUS (BOVINE) 7/Q 1 0568 : " 
F-PLACE1 005884 

20 F-PLACE1005890//BEM46 PROTEIN ( FRAGMENT). //1 .8e-33:137:49//SCHIZOSACCHAROMYCES POMBE 

(FISSION YEAST)7/P54069 l ; . 

F-PLACE1 005898//NADH-UBIQUINON E OXIDOREDUCTASE :MLRQ SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) 
(COMPLEX l-MLRQ) (CI-MLRQ).//0.77:58:34//HOMO SAPIENS '(HUM AN). //O00483 

F-PLACE1005921//AIG1 PROTEIN.//1 .4e-23:165:38//ARABib6PSIS THALIANA (MOUSE-EAR CRESS).// 
25 P54120 . , v.- - 

F-PLACE1 005923//HYPOTHETICAL 22.4 KD PROTEIN *(OR^V6). 7/0.90:1 1 8:28//PARAM ECIUM TETRAURE- 
LIA.//P15617 , , ^ r ^. 

F-PLACE1005925//HYPOTHETICAL GENE 30 PROTEIN.//0.9^:57:29//HERPESVIRUS SAIMIRI (STRAIN 11).// 

001010 . • ip.; 

30 F-PLACE1 005932//EXTENSIN PRECURSOR (CELL WALlTfH YD ROXYP ROLIN E-RI CH GLYCOPROTEIN).// 

0.42: 1 28:32//N ICOTI ANA TABACUM (COMMON TO BACCO)./)p, 13983 

F-PLACE1 005934//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6)(RPB1) (FRAG- 
MENT).//0.40:76:35//CRlCETULUS GRISEUS (CHINESE HAMSTER).//P11414 

F-PLACE1005936//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN)7/0.50:15:66//HUMAN IMMU- 
35 NODEFICIENCY VIRUS TYPE 1 (CLONE 12) (HIV-1).//P04326 

F-PLACE1 005951 //EXTENS IN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
0.0025:1 35:32//NICOTIANA TABACUM (COMMON TO BACCO).//P 13983 

F-PLACE1005953//HIGH POTENTIAL IRON-SULFUR PROTEIN (HIPIP).//0.64:57:33//RHODOFERAX FER- 
MENTANS7/P80882 , f - £ ^ 

40 F-PLACE1 005955//HYPOTHETICAL 54.2 KD PROTEIN IN ERP5-ORC6 INTERGENIC REGION 7/1 .Oe-32: 110: 

50//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P38 821 

F-PLACE1 005966//TACHYPLESIN II PRECURSOR7/0.97:31?3d/yTACHYPLEUS TRIDENTATUS (JAPANESE 
HORSESHOE CRAB)7/P14214 -~ • , 

F-PLACE1005968//GATA FACTOR SREPy/0.17:52:40//PENIClLL|UM CH RYSOG EN UM .//Q92259 
45 F-PLACE1005990//CELL PATTERN FORMATION -ASSOCIATED P:ROTEINy/0.36:55:36//EMERICELLA NIDU- 

LANS (ASPERGILLUS NIDULANS)y/P36011 

F-PLACE1 006002//!!!! ALU SUBFAMILY SC WARNING ^ENTRY;!!!!//1 !5e-36:1 02:75//HOMO SAPIENS (HU- 
MAN)y/P39192 ' ;" v * 

F-PLACE1 006003//HYPOTHETICAL 6.8 KD PROTEIN IN COX3-NAD.1 INTERGENIC REGION (ORF 61)7/1.0: 
50 22:40//MARCHANTIA POLYMORPHA (LIVER WO RT)7/P38473 ' -f^ 

F-PLACE1006011//POLY [ADP-RIBOSE] POLYMERASE (EC:2?4.2*3.0) (PARP) (ADPRT) (NAD(+) ADP- RIBO- 
SYLTRANSFERASE) (POLY[ADP-RIBOSE] SYNTH ETASEjy/2.8e-21 : 1 63:36//ARABIDOPSIS THALIANA 
(MOUSE-EAR CRESS)7/Q1 1207 " 

F-PLACE1 00601 7//I!!! ALU SUBFAMILY SC WARNING ENTRY; !!H/7l^1 e-10:43:67//HOMO SAPIENS (HUMAN).// 
55 P39192 • - ^i V & 

F-PLACE1 006037//VITELLOGENIN I PRECURSOR (VTG I) [CONTAINS: LIPOVITELLIN 1 (LV1); PHOSVITIN 
(PV); LIPOVITELLIN 2 (LV2)]7/0.00019:123:37//FUNDULUS HETEROCLITUS (KILLIFISH) (MUMMICHOG).// 
Q90508 
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F-PUVCE1006040//CAMP-REGULATEDPHOSPHOPROTEIN-19(ARPP-19)V/3.2e-40:110:76//HOMO 
(HUMAN) .//P562 11 '.J W v ' 

F-PLACE1006076//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR A-ll.//0.99:30:40//ARACHIS HYPOGAEA 
(PEANUT)y/P01066 " ' 

5 F-PLACE1006119//IMPORTIN BETA-3 SUBUNIT(KARYOPHERIN BETA-3SUBUNIT) (RAN-BINDING PROTEIN 

5).//8.8e-94:218:76//HOMO SAPIENS (HUMAN).//O00410 " ' >: 

F-PU\CE1006129//A-AGGLUTININATTACHMENTSUBUNITPRECURSORy/0.00092:228:26//SACCHARO 
CES CEREVISIAE (BAKER'S YEAST) .//P32323 

F-PLACE1006139//HYPOTHETICAL52.9 KD PROTEIN IN SAP155-YMR31 INTERGENIC REGION 7/5.9e-55: 
10 128:50//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P43616 

F-PLACE1006143//HI! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .4e-25:107:63//HOMO SAPIENS (HU- 
MAN)7/P39194 

F-PLACE1006157//E-SELECTIN PRECURSOR (ENDOTHELIAL LEUKOCYTE ADHESION MOLECULE 1) 
(ELAM-1) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECAM2) (CD62E)Y/1 .3e-21 :168: 
'5 32//SUSSCROFA(PIG).//P98110 

F-PLACE1006159//COLD SHOCK INDUCED PROTEIN TIR1 PRECURSOR (SERINE-RICH PROTEIN 1)7/0.46: 
98:29//SACCHAROMYCES CEREVISIAE (BAKER'S Y E AST) fr/PI 0863 

F- PLAC E 1 006 1 64//N AD H -UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.5.3)7/0:70:28:42//ARTEMIA 
SALINA (BRINE SHRIMP).//P1 9049 . 
20 F-PLACE1 0061 67//GLUCO AMYLASE S1/S2 PRECURSOR (EC" ; 3.2. 1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)y/8!9e-05:167:32//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) .//P08640 , 

F-PLAC E1 0061 70//ALPHA-ADAPTI N C (CLATHRIN ASSEMBLY^ ROTE IN COMPLEX 2 ALPHA-C LARGE 
CHAIN) (1 00 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
25 O SUBUNIT)y/1 .1e-67:157:88//MUS MUSCULUS (MOUSE).//P1,7427 : 

F-PLACE1006187//G1/S-SPECIFIC CYCLIN E.//5.6e-75:224:62/{HPMp SAPIENS (HUMAN).//P24864 
F-PLAC E1 0061 95//T-R ELATED PROTEIN (TRP) (BRACHYENTERON PROTEIN)y/0.99:177:29//DROSOPHILA 
MELANOGASTER (FRUIT FLY).//P55965 

F-PLAC E1 0061 96//PUTATIVE ATP-DEPENDENT RNA HELICASE C12C2.06.//2.0e-33:183:46//SCHIZOSAC- 
30 CHAROMYCES POMBE (FISSION YEAST).//Q09747 

F-PLACE1 006205 , r% ' " 

F-PLAC E 1 006223//SPERM MITOCHONDRIAL CAPSULE , SELENOPROTEIN (MCS).//0.00015:22:50//MUS 
MUSCULUS (MOUSE)y/P1 5265 

F-PLACE1006225//VIRION INFECTIVITY FACTOR (SOR PROTEIN)y/1 .0:63 :34//HU MAN IMMUNODEFICIEN- 
35 CY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1)y/P 18805 

F-PLACE1 006236 * 

F-PLACE1006239//60S ACIDIC RIBOSOMAL PROTEIN P2 (l;FJAGMENT)y/0.48:23:52//ARABIDOPSIS THAL- 
I ANA (MOUSE-EAR CRESS)Y/P51 407 :"" : VvV " 

F-PLACE1006246//CMP-SIALIC ACID TRANSPORTER /;(CMP-SIA-TR)y/0.012:84:30//MUS MUSCULUS 
40 (MOUSE).//Q61420 ! ~ "V 

F-PLACE1006248//140 KD NUCLEOLAR PHOSPHO PROTEIN. (NO PP'140).//0.01 7:203 :22//RATTUS NORVEGI- 
CUS(RAT)y/P41777 V t .\ 

F- PLAC E1006262//L-FUCU LOSE PHOSPHATE ALDOLASE (EC'iV.2Vl7).//0.84:25:52//HAEMOPHILUS INFLU- 
ENZAE.//P44777 ' : - ft . '• ; 

45 F-PLACE1 006288 ''' ' j'^f 

F-PLACE1 00631 8//CYSTEINE-RICH ANTIFUNGAL PROTEIN: 1:/(AFP1) (M1)7/1 .0:29:48//SINAPIS ALBA 
(WHITE MUSTARD) (BRASSICA HIRTA)y/P30231 : , ' ^" 

F-PLACE1006325//CYCLIN-DEPENDENT KINASE I N H I B I TO H f C[(C Y C LIN-DEPENDENT KINASE INHIBITOR 
P57) (P57KIP2)y/0.99:97:32//HOMO SAPIENS (HUMAN) .//P4991 
50 F-PLACE1006335//PROLINE-RICH PEPTIDE P-B.//0.56:19:52//HOMO SAPIENS (HUMAN).//P02814 

F-PLACE1 006357 

F-PLACE1 006360 ^- ; 

F-PLACE1006368//NUF1 PROTEIN (SPINDLE POLY BODY SPACER PROTEIN SPC11 0) y/0.0057:1 22:31 //SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//P32380 : [ T* ' 
55 F-PLACE1006371//ARS BINDING PROTEIN iy/0.00030:142:30//SCH1ZOSACCHAROMYCES POMBE (FIS- 

SION YEAST).//P49777 

F-PLACE1006382//NEUROTOXIN Vy/0.85:28:39//ANDROCTONUS MAURETANICUS MAURETANICUS 
(SCORPION)y/P01482 ..... 
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f-place1006385//hypothetical45.1 kd protein in rps5-zms1 intergenic reglon7/3.1e-35:165: 
47//saccharomyces cerevisiae (baker's yeast)7/p471 60 

f-place1 00641 2//line-1 reverse transcriptase homolog.//4.3e-08:40:47//homo sapiens (hu- 
man)7/po8547 

5 f-place1 00641 4//forkhead-r elated transcription-factor 4 (freac-4)7/3.8e-05:123:39//homo 
sapiens (human)7/q1 6676 

f-place1006438//zinc finger protein 1657/2.8e-21 :76;64//homo sapiens (human)7/p49910 
f-place1 006445//suppressor of hairy wing prote1n://q.058:99:29//drosophila virilis (fruit 

FLY).//Q08876 

10 F-PLACE1006469//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1 .1) (ACETATE--COA LIGASE) (ACYL- AC- 

TIVATING ENZYME)7/1.8e-64:177:50//ESCHERICHIA COLI7/P27550 
F-PLACE1 006470 

F-PLACE1 006482//TRANSCRIPTION FACTOR MAFF.//2.0e^47:120:85//GALLUS GALLUS (CHICKEN).// 
Q90595 

15 F-PLACE1006488//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68)7/1 .8e-85:173:95//CANIS FA- 

MILIARIS (DOG).//Q00004 

F-PLACE1006492//VERY HYPOTHETICAL 11.2 KD PROTElKrC56F8.13 IN CHROMOSOME 17/0.75:32:56// 

SCHIZOSACCHAROMYCES POMBE (FISSION Y E AST) .//Q 10261 

F-PLACE1 006506 %V-*:'*^ *: 

20 F-PLACE1 006521 ?^V^--:"- 

F-PLACE1 006531 //HYPOTHETICAL 115.4 KD PROTEIN ZK757% IN CHROMOSOME III.//1 .3e-53: 167:61// 

CAENORHABDITIS ELEGANS7/P34681 ~ ^V/*i.;; : 

F-PLACE1 006534 . ^ V J' ' " ; 

F-PLACE1 006540 . 
25 F-PLACE1006552//MYOSIN HEAVY CHAIN, CLONE 203 (FRAGMENT) 7/1 .3e-07:242:23//HYDRA ATTENUATA 

(HYDRA) (HYDRA VULGAR IS) 7/P39922 * ; 

F-PLACE1006598//!!!! ALU SUBFAMILY SB1 WARNING ENTRY !!H//6.17:43:51//HOMO SAPIENS (HUMAN).// 

P39190 0 i > 

F-PLACE1 00661 5//ACROSIN PRECURSOR (EC 3 .4 .2 1 * 1 0 j"#3 . 6.^-05;66 :43//0 RYCTO LAG US CUNICULUS 
30 (RABBIT).//P48038 ' '""V V^"'" 

F-PLACE1 00661 7//HYPOTHETICAL 14.6 KD PROTEIN (READING FRAME C) (REPUCATION).//1 .0:74:29// 
STAPHYLOCOCCUS AUREUS7/P03861 

F-PLACE1006626//HYPOTHETICALHELICASEK12H4.8 IN CHROMOSOME 1 1 1. //2.9e-1 0:73 ^//CAENORHAB- 
DITIS ELEGANS7/P34529 ,< ;J / ; 
35 F-PLACE1 006629//HYPOTHETICAL PROTEIN BB04107/1 .0:23:43//BORRELIA BURGDORFERI (LYME DIS- 
EASE SPIROCHETE)7/051371 _ , . 
F-PLACE1 006640 

F-PLACE1 006673 s , 

F-PLACE1 006678//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENT ).//1 .0:36:41 //ORYCTOLAGUS CUNICULUS 
40 (RABBIT)7/P02456 7 

F-PLACE1 006704//BRO AD-COMPLEX CORE-TNT1 -Q1 -Z1 ^ROTEIN (BRCORE-TNT1 -Q1 -Z1 ) [CONTAINS: 
BROAD-COMPLEX CORE-Q1-Z1 * *;i . > 1 , 

PROTEIN].//0.00062:157:26//DROSOPHILA MELANOGASTEft (FRUIT FLY)7/Q01295 

F-PLACE1006731//RIBOFLAVIN KINASE (EC 2.7.1 .26) (FLAVOKINASE) / FMN ADENYLYLTRANSFERASE (EC 
45 2.7.7.2) (FAD PYROPHOSPHORYLASE) (FAD SYNTH ETASE^/I 3e-07: 127:36//CORYNEBACTERIUM AMMO- 

NIAGENES (BREVIBACTERIUM AMMONIAGENES).//Q59263 - f/ V;.^ : 

F-PLACE1 006754//CARCINOEMBRYONIC ANTIGEN CGMV PRECURSOR (CD66D ANTIGEN).//1.9e-19:78: 
53//HOMO SAPIENS (HUMAN)7/P40198 * ) V 

F-PLACE1 006760//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENT) 7/0.21 :107:30//RATTUS NORVEGICUS 
50 (RAT).//P13941 '^\,..-^ . \ 

F-PLACE1006779//CYTOTOXIN5 (CTX V)7/1 .0:20:30//NAJAMOS5AlClBICA (MOZAMBIQUE COBRA)7/P25517 
F-PLACE1006782//ZINC FINGER PROTEIN 1 7/0.00052:1 78:28//CANDI DA ALBICANS (YEAST) 7/P28875 
F-PLACE1 006792 

F-PLACE1 006795//VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN SHAW (SHAW2)7/1 :0:80:30//DRO- 
55 SOPHILA MELANOGASTER (FRUIT FLY)7/P1 7972 

F-PLACE1 006800//HYPOTHETICAL 9.4 KD PROTEIN.//0.99:62:33//VACCINIA VIRUS (STRAIN COPENHA- 
GEN) 7/P20569 

F-PLACE1 006805 ' " 

*- - ^ 

1725 ;■ , 

. : •* r- j" 



i ,4 i c 



EP 1 074 617 A2 . 

F-PLACE1 00681 5//HYPOTHETICAL PROTEIN UL61 7/0.038:1 46:32//HUM AN CYTOMEGALOVIRUS (STRAIN 
AD169)7/P16818 

F-PLACE1 00681 9//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/7.3e-98:239:76//HOMO SAPIENS (HU- 
MAN)7/P08547 

5 F-PLACE1006829//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 8 (EC 3.1 .2.15) (UBIQUITIN THIOLESTE- 

RASE 8) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 8) (DEUBIQUITINATING ENZYME 8)7/0.061:34: 
58//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P501 02 
F- PLACE 1006860 ' • 

F-PLACE1 006867 

10 F-PLACE1 006878//HYPOTHETICAL 8.2 KD PROTEIN IN MOBL 3'REGION (ORF 3).//0.85:27:37//TH IO BACIL- 

LUS FERROOXIDANS7/P20087 j ^ 

F-PLACE1006883//VITAMIN D3 RECEPTOR (VDR) (1 ,25-DIHYDROXYVITAMIN D3 RECEPTOR).//0.78:51 :37// 
MUS MUSCULUS (MOUSE)7/P48281 

F-PLACE1 006901 //HYPOTHETICAL 8.1 KD PROTEIN.//0.99:55:23//VACCINIA VIRUS (STRAIN COPENHA- 
15 GEN)7/P20567 

F-PLACE1006904//MATING-TYPE LOCUS ALLELE B1 PROTEiN7/0.95:86:26//USTILAGO MAYDIS (SMUT 
FUNGUS).//P22015 

F-PLACE1 00691 7//HYPOTHETICAL 40.9 KD PROTEIN C08B11.5 IN CHROMOSOME ll.//6.9e-15:101 :45// 
CAENORHABDITIS ELEGANS7/Q09442 
20 F-PLACE1006932//HISTIDINE-RICH, METAL BINDING POLY PEPTIDE 7/0. 089 :28:39//HELICOBACTER PY- 

LORI (CAMPYLOBACTER PYLORI). //Q48251 

F-PLACE1 006935//HYPOTHETICAL 95.2 KD PROTEIN }-R1 44.6; IN CHROMOSOME 1117/0.93:35:48// 
CAENORHABDITIS ELEGANS7/Q10000 ; ' -<P- r ' 

F-PLACE1006956//TRANSCRIPTION INITIATION FACTOR TFI I 35 KD SUBUNIT (TAFII-135) (TAFII135) 
25 (TAFII-130) (TAFI 11 30)7/0.00079: 122:36//HOMO SAPIENS (RUM AWjy/000268 

F-PLACE1006958//OSMOTIC STRESS PROTEIN 94 (HEAT SHQGK t 70-RELATED PROTEIN APG-1)7/8.8e-70: 
140:98//MUS MUSCULUS (MOUSE)7/P48722 , > Y^r , ; 

F-PLACE1 006961 ? 

F-PLACE1006962//APOLIPOPROTEIN C-l PRECURSOR (AP0-C1)7/1 .0:25:40//PAPIO HAMADRYAS (HAMAD- 
30 RYAS BABOON)7/P34929 . ' / > 

F-PLACE1006966//HYPOTHETICAL49.1 KD PROTEIN IN SSB2-SPX18 INTERGENIC REGION7/1 .6e-47:221 : 
45//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P401 6b ./' " 

F-PLACE1 006989//HYPOTHETICAL 13.1 KD HIT-LIKE PROTEIN IN P37 5'REGION7/0.15:46:32//MYCOPLAS- 
MAHYORHINIS7/P32083 

35 F-PLACE1007014//36 KD NUCLEOLAR PROTEIN HNP36 (QELAYED-EARLY RESPONSE PROTEIN 12) 

(DER12).//3.4e-09:120:29//HOMO SAPIENS (HUMAN).//Q 14542' 

F-PLACE1007021//!!!! ALU SUBFAMILY J WARNING ENTRY ii! !//0. 00046:42 :59//HO MO SAPIENS (HUMAN).// 
P39188 

F-PLACE1 007045//HYPOTHETICAL PROTEIN ORF-11 377/8.1 e-1'4:115:35//MUS MUSCULUS (MOUSE).// 
40 P11260 

F- PLAC E1 007053//SM ALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930) 7/0.038:48:39//HOMO SAPIENS 
(HUMAN).//P22531 * Ml : * ' 

F-PLACE1 007068//PROTEIN-LYSINE 6-OXIDASE PRECURSOR^ 1 .4.3. 1 3) (LYSYL OXIDASE) 7/0.0040: 11 3: 

39//GALLUS GALLUS (CHICKEN)7/Q05063 ~\ " 

45 F-PLACE1 007097//HYPOTHETICAL 6.8 KD PROTEIN IN. HE65-PK2 INTERGENIC REGION7/0.97:47:29// 

AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS yiRUS |ACMNPV)7/P41663 

F-PLACE1 0071 05//HYPOTHETICAL 83.6 KD PROTEIN C15Atp.lH'lN CHROMOSOME L7/2.9e-33:2 19:37// 

SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) 7/0 13730- " V 

F-PLACE1007111 * »: 

50 F-PLACE1 00711 2//HYPOTHETICAL 9.2 KD PROTEIN.//0.47:75:'28//ESCHERICHIA COLI7/P03853 

F-PLACE1007132//!!!! ALU SUBFAMILY J WARNING ENTRY : !!!!//V.8e-11:56:57//HOMO SAPIENS (HUMAN).// 

P39188 

F-PLACE1007140//GAR2 PROTEIN7/0.72:185:24//SCHIZbSXCCA>ROMYCES POMBE (FISSION YEAST).// 
P41891 * "~ •> 

55 F-PLACE1 0071 78//HYPOTHETICAL 8.5 KD PROTEIN CY274.40C7/0.97:79:30//MYCOBACTERIUM TUBER- 

CULOSIS 7/Q 1 0826 

F-PLACE1 007226//HYPOTHETICAL 42.6 KD PROTEIN IN GSHB-ANSB INTERGENIC REGION (0378)7/1 .9e- 
15:123:32//ESCHERICHIACOLI7/P52062 . * . 
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F-PLACE1007238//MYOSIN HEAVY CHAIN IB (MYOSIN HEAVY' CHAIN I L)7/5.5e-1 0:98:44// ACANTH AMOEBA 
CASTELLANII (AMOEBA) Y/P1 9706 

F-PLACE1 007239//TRANSCRIPTION ELONGATION FACTOR S-ll .(TRANSCRIPTION ELONGATION FACTOR 
A).//3.9e-19:96:57//HOMO SAPIENS (HUMAN).//P231 93 
5 F-PLACE1007242//GUANINE NUCLEOTIDE DISSOCIATION STIMULATOR RALGDS FORM B (RALGEF)7/1 .0: 

132:30//RATTUS NORVEGICUS (RAT)Y/Q03386 > . 

F-PLACE1007243//HYPOTHETICAL53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REGION.//0.041 :1 14:29// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P39981, 

F-PLACE1 007257//DIAPHANOUS PROTEIN.//1 .3e-42:205:46/yDROSOPHILA MELANOGASTER (FRUIT 
10 FLY).//P48608 \ 

F- PLAC E1 007274//CADM I UM-M ETALLOTH ION E IN (CD-MT)7/0.054:60:30//HELIX POMATIA (ROMAN SNAIL) 
(EDIBLE SNAIL).//P331 87 

F- PLAC E1007276//BETA-DE FENS IN 1 PRECURSOR (RHBD-1 f(DEFENSIN, BETA 1).//1.0:42:28//SUS SCRO- 
FA (PIG)7/062697 

15 F-PLACE1 007282//OUTER CAPSID PROTEIN VP4 (HEMAGGLUTININ) (OUTER LAYER PROTEIN VP4) [CON- 

TAINS: OUTER CAPSID PROTEINS VPS AND VP8]7/0.070:126:27//HUMAN ROTAVIRUS (SEROTYPE 4 / 
STRAIN ST. THOMAS 3)7/P11200 
F-PLACE1 007286 

F-PLACE1 007301 //HYPOTHETICAL PROTEIN KIAA01 687/0.042:61 :39//HOMO SAPIENS (HUMAN) 7/P50749 
20 F-PLACE1007317 . 

F-PLACE1007342//PROTEIN GRAINY-HEAD (DNA-BINDING^PROTEIN ELF-1 ) (ELEMENT l-BINDING ACTIV- 
ITY) (TRANSCRIPTION FACTOR NTF-1 )7/1 .7e-06:77:36//DROSOPHILA MELANOGASTER (FRUIT FLY) 7/ 

P13002 . 

F-PLACE1 007346//TRANSCRIPTION INTERMEDIARY FACTOR .1 -BETA (KRAB-A INTERACTING PROTEIN) 
25 (KRIP-1)7/0.0026:147:27//MUS MUSCULUS (MOUS E) 7/Q623Y8 : }.'• ' 

F-PLACE1 007367//!!!! ALU SUBFAMILY SB WARNING , ENTRY; !!!!//1.3e-37: 11 0:76//HOMO SAPIENS (HU- 
MAN)7/P39189 ] . 

F-PLACE1007375//PHORBOL ESTER/DIACYLGLYCEROL-BINDlNG PROTEIN UNC-137/4.7e-07:71 :39// 
CAENORHABDITIS ELEGANS 7/P2771 5 ' v ' 

30 F-PLACE1 007386//HYPOTHETICAL 7.6 KD PROTEIN IN'FL'Qj'-gHQIJ INTERGENIC REGION7/0.74:48:29// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P39561 '\ 

F-PLACE1 007402//TRANSCRIPTIONAL REGULATORY PROTEIN ENTR (ENTERICIDIN R)7/0.99:63:36//CIT- 
ROBACTER FREUNDII7/O69280 

F-PLACE1007409//WHITE PROTEIN7/7.9e-38:179:41//DROSOPHILA MELANOGASTER (FRUIT FLY).// 
35 P 10090 

F-PLACE1 00741 6//DIPEPTIDYL PEPTIDASE IV (EC 3.4.1f 5) (DPP IV) (T-CELL ACTIVATION ANTIGEN CD26) 
(TP103) (ADENOSINE DEAMINASE COMPLEXING PROTEIN-2) : (ADABP)7/0.031 :159:23//HOMO SAPIENS 
(HUMAN).//P27487 

F-PLACE1007450//ZINC FINGER PROTEIN 39 (ZINC FINGER PROTEIN KOX27) (FRAGMENT)7/0.023:36:50// 
40 HOMO SAPIENS (HUMAN)7/P1 7038 

F-PLACE1007452//HYPOTHETICAL 22.1 KD PROTEIN IN CCP1-MET1 INTERGENIC REGION7/2.2e-18:85: 
54//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P36,1.49- \ 

F-PLACE1 007454//PHOTOSYSTEM II REACTION CENTRE N pNoTEIN7/0.66:13:53//CHLAMYDOMONAS RE- 
INHARDTII7/Q06480 ' K y- : ;?- 

45 F-PLACE1 007460//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (^6L)://0.93:45:33//SUS SCROFA (PIG)7/Q35914 

F-PLACE1007478//RETROVIRUS-R ELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE]7/5.3e-08:50:56//MUS MUSCULUS (MOUSE)7/P11369 
F-PLACE1 007484//HYPOTHETICAL 6.8 KD PROTEIN IN REPLICATION ORIGIN REGION 7/0.87:43 ^//ES- 
CHERICHIA COLI7/P03849 * 

50 F-PLACE1 007488//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE 'EXCHANGE FACTOR (RHO/RAC GEF) (FA- 

CIOGENITAL DYSPLASIA PROTEIN)7/1.2e-25:202:31//HOMO SAPIENS (HUMAN)7/P98174 
F-PLACE1 007507//HYPOTHETICAL 16.0 KD PROTEIN IN TAF60-G4PT INTERGENIC REGION.//0.1 2: 128:25// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P53 139. 

F-PLACE1 00751 1//KERATIN, TYPE I CYTOSKELETAL 19 (CYTOKERATIN 1 9) (K19) (CK 1 9)7/2. 1e-45:209:48// 
55 BOS TAURUS (BOVINE)7/P08728 ■ 

F-PLACE1 007524//HYPOTHETICAL 9.2 KD PROTEIN7/0.74:80:30//VACCINIA VIRUS (STRAIN COPENHA- 
GEN)7/P20550 . . ... \ 

F-PLACE1 007525 \ * ' " ' 
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F-PLACE1007537//MYOTROPHIN (V-1 PROTEIN) (GRANULE CELL DIFFERENTIATION PROTEIN).//0.045:92: 
30//MUS MUSCULUS (MOUSE), AND RATTUS NORVEGICUS (RAT)7/P80144 

F-PLACE1007544//IMMEDIATE-EARLY PROTEIN IE1 807/1 .5e-07:59:50//PSEUDORABIES VIRUS (STRAIN 
KAPLAN) (PRV).//P33479 

5 F-PLACE1 007547//HYPOTHETICAL 97.1 KD PROTEIN R05D3.4 IN CHROMOSOME lll.//2.5e-16:1 88:34// 

CAENORHABDITIS ELEGANS7/P34537 ;'■/' ' /'"' 

F-PLACE1 007557 .. . 

F-PLACE1007583//PROLINE RICH 33 KD EXTENSIN-RELATEtif PROTEIN PRECURSOR (FRAGMENT)7/0.98: 
72:33//DAUCUS CAROTA (CARROT) 7/P06600 " %:\ V" 1 

10 F-PLACE1007598//ZINC FINGER PROTEIN 92 (ZINC F I N G E R P ROTE I N HTF12) (FRAGMENT)7/1.7e-11:88: 

43//HOMO SAPIENS (HUMAN).//Q03936 

F-PLACE1 00761 8//ANION EXCHANGE PROTEIN 2 (NON-ERYTHROID BAND 3-LIKE PROTEIN) (B3RP).//0.1 9: 
109:27//MUS MUSCULUS (MOUSE)7/P 13808 ..>,-: 

F-PLACE1 007621 //PHOSPHATE REGULON SENSOR PROTEIN! PHOR (EC 2.7.3.-) (FRAGMENT).//0.98:34: 
15 41//PSEUD0M0NAS AERUGINOSA.//P23621 ■/- 

F-PLACE1 007632//COLLAGEN ALPHA 2(l) CHAIN (FRAGMENT).//0.70:110:34//BOS TAURUS (BOVINE).// 
P02465 

F-PLACE1007645//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34). (A6L) 7/0. 99:20:45//STRUTHIO CAMELUS (OS- 
TRICH ).//02 1401 

20 F-PLACE1 007649//GLUCOAMYLASE S1/S2 PRECURSOR^EC* 3.2.1 .3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)MV06:197:26//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P08640 ; ''i!^ . . % 

F-PLACE1007677//III! ALU SUBFAMILY SC WARNING ENTRY.! ! \\//\ .0:47:46//HO MO SAPIENS (HUMAN).// 

P39192 ' ";: 

25 F-PLACE1 007688//LA PROTEIN HOMOLOG (LA RIBONUCLEOPROTEIN) (LA AUTOANTIGEN HOMOLOG).// 

2.7e-06:116:28//AEDES ALBOPICTUS (FOREST DAY MOSQUIi;0).//Q26457 

F-PLACE1 007690//SPERM PROTAMINE P1.//0.12:26:50/yaAbHYGLO'SSUS ACULEATUS ACULEATUS (AUS- 
TRALIAN ECHIDNA).//P35311 

F-PLACE1 007697//SPERM PROTAMINE P1 7/0.1 9:34:52//DIDELPH IS. MARSUPIALIS VIRGINIANA (NORTH 
30 AMERICAN OPOSSUM), AND MONODELPHIS DOMESTIC A (SHORT-TAILED GREY OPOSSUM).//P35305 

F-PLACE1007705//BIOH PROTEIN.//0.015:97:29//ESCHE.RICH1A;COLI.//P13001 

F- PLAC E 1 007706//H YPOTH ETI C AL 112.2 KD PROTEIN INTIF35-NPL3 INTERGENIC REGION (ORF1)7/5.3e- 
55:190:56//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P32898 
F-PLACE1 007725 

35 F- PLAC E 1 007729//PROTE AS E (EC 3.4.23.-).//1 .8e-21 :136:42//MOUSE MAMMARY TUMOR VIRUS (STRAIN 

BR6).//P 10271 

F-P LAC E1007730//SALI VARY PROLINE-RICH PROTEIN 11-1 (FRAGMENT).//0.0031:77:40//HOMO SAPIENS 
(HUMAN).//P81489 ' " ' 

F-PLACE1 007737//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//0.78:39:56//HOMO SAPIENS (HUMAN).// 
40 P39195 _ ' ' ' 

F-PLACE1 007743 •' . 

F-PLACE1007746//RRP5 PROTEIN HOMOLOG (KIAA0185) ; (FRAGMENT).//0.0066:168:25//HOMO SAPIENS 
(HUM AN).//Q1 4690 ' : . 

F-PLACE1 007791//KRUEPPEL PROTEIN (FRAGMENT).//0.62;1.7:41//LITHOBIUS FORFICATUS7/Q01872 
45 F-PLACE1 007807//HYPOTHETICAL 6.4 KD PROTEIN IN BLTR-SNdINC INTERGENIC REGION.//1 .0:40:30//BA- 

CILLUS SUBTILIS7/P54446 , - % >. v 

F-PLACE1 00781 0//ANTHOPLEURIN A (TOXIN AP-A).//0.79:2$:46//ANTHOPLEURA XANTHOG RAM MICA (Gl- 
ANTGREEN SEA ANEMONE).//P01530 ?-'Vx, ; " ! , 
F-PLACE1007829//SPORE COAT PROTEIN G7/1.0:65:38//BAciuiUS SUBTILIS7/P39801 
50 F-PLACE1 007843 / ; 

F-PLACE1007846//LINE-1 REVERSE TRANSCRIPTASE HOMOLp'G7/1 .5e-32:37:94//HOMO SAPIENS (HU- 
MAN) 7/P08547 1\ 

F-PLACE1 007852//RHO-RELATED GTP-BINDING PROTEIN 'Mdtf (GTP-BINDING PROTEIN TTF)7/8.7e-05: 
138:30//HOMO SAPIENS ( H UM AN) 7/Q 15669 
55 F-PLACE1 007858//ANAPHASE SPINDLE ELONGATION PROTEIN7/0.0039:127:25//SACCHAROMYCES CER- 

EVISIAE (BAKER'S YEAST) 7/P50275 
F-PLACE1 007866 
F-PLACE1 007877 
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F-PLACE1007897//CD44 ANTIGEN PRECURSOR (PHAGOCYTIC GLYCOPROTEIN I) (PGP-1) (HUTCH-I) (EX- 
TRACELLULAR MATRIX RECEPTOR-MI) (ECMR-III) (GP90 LYMPHOCYTE HOMING/ADHESION RECEPTOR) 
(HERMES ANTIGEN) (HYALURONATE RECEPTOR) (HEPARAN .SULFATE PROTEOGLYCAN) (HAM1 ANTI- 
GEN) 7/0.44: 1 28:28//M ESOCRICETUS AURATUS (GOLDEN H AM STE R ) 7/Q 60522 
5 F- PLACE 1007908//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//5.5e-28:61 :65//HOMO SAPIENS (HUMAN).// 

P39192 >X 

F-PLAC E1007946//HYPOTH ETICAL MERCURIC RESISTANCE PROTEIN MERC7/0.84:48:37//PSEU- 
DOMONAS AERUGINOSA.//P04139 - £ 

F-PLACE1007954//HYPOTHETICAL45.5 KD PROTEIN IN FIG1^GIP1 InTERGENIC REGION.//0.00070:96:29// 
10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P38226 

F-PLACE1007955//HYPOTH ETICAL 84.3 KD PROTEIN ZK945.10 IN CHROMOSOME 117/0.00027:255:23// 
CAENORHABDITIS ELEGANS7/Q09625 

F-PLAC E1007958//HIGH-AFFINITY CAMP-SPECIFIC 3\5'-CYCLIC PHOSPHODIESTERASE (EC 3.1.4.17)7/ 
1 .7e-09:127:30//MUS MUSCULUS (MOUSE) 7/P70453 
15 F-PLACE1007969//HYPOTHETICAL24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGION7/2.4e-05: 104:37// 

AUTOGRAPHA CALIFORNIA NUCLEAR POLYHEDROSIS VIRUS (ACM NPV)7/P4 1479 
F-PLACE1007990//SPERM PROTAMINE P1 7/0.78:36:47//ORNITHORHYNCHUS ANATINUS (DUCKBILL PLAT- 
YPUS)7/P35307 t • 

F-PLACE1008000//CHANNEL ASSOCIATED PROTEIN OF SYNAPSE-110 (CHAPSYN-110) (SYNAPTIC DEN- 
20 SITY PROTEIN PSD-93).//1 .2e-16:128:39//RATTUS NORVEGICUS (RAT)7/Q63622 

F-PLACE1 008002 [ [[ \ ' % > • °:\ 

F-PLACE1008044//NUCLEAR PORE COMPLEX PROTEIN NjJRlb7:(NUCLEOPORIN NUP107) (107 KD NU- 
CLEOPORIN) (P105).//3.9e-106:208:93//RATTUS NORVEGICUS (RAT )7/P52590 

F-PLACE1008045//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENT;S).//3.9e-09:49:53//BOS TAURUS (BO- 
25 VINE).//P25508 z,^:^^^ . 

F-PLACE1008080//RNA REPLICASE POLYPROTEIN (EC '2.y.7.V^i//0.0d025: 1 00 :27//EGG PLANT MOSAIC VI- 
RUS.//P20126 r {';:/■. i. 

F-PLACE1008095//PROTOPORPHYRINOGEN OXIDASE (ECUr3:3-4) (PPO)7/0.90:74:25//MYCOBACTERIUM 
TUBERCULOSIS.//O53230 ' •>/:/...,:; % 

30 F-PLACE1 0081 11//HYPOTH ETICAL PROTEIN MJECS127/6.30:38:42//METHANOCOCCUS JANNASCHII.// 

Q60311 

F-PLACE1008122//PEA2 PROTEIN (PPF2 PROTEIN)7/0.0085:117:34//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P40091 V 

F-PLACE1008129//PROCOLLAGEN ALPHA 2(l) CHAIN PRECURSOR (FRAGMENTS).//1 .8e-06:154:36//GAL- 
35 LUS GALLUS (CHICKEN)7/P02467 . ' i 

F-PLAC E1 0081 32//HYPOTH ETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME 1 117/1 .4e-1 3:227:36// 
CAENORHABDITIS ELEGANS7/Q09531 

F-PLAC E1 0081 77//TRICHOHYALIN7/2.7e-1 0:230:26//OVlb ARIES (SHEEP)7/P22793 
F-PLACE1008181 ' " f /' 

40 F-PLACE1008198//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN)7/0.00044:121 :34// 

XENOPUS LAEVIS (AFRICAN CLAWED FROG)7/P17437 n !i 

F-PLACE1008201//ZINC FINGER PROTEIN 2FMSA12A5/3.0er05:82:37//MICROPTERUS SALMOIDES 
(LARGEMOUTH BASS)7/P38621 ^ ,y ., 

F-PLAC E1008209//METALLOTHIONEIN-I (MT-l).//0.95:39:35//CfeRCdPITHECUS AETHIOPS (GREEN MON- 
45 KEY) (GRIVET)7/P02797 , 

F-PLAC E1 00823 1//PROCYCLIC FORM SPECIFIC POLYPEPTIDE *B1 -ALPHA PRECURSOR (PROCYCLIN) 
(PARP)7/0.028:23:52//TRYPANOSOMA BRUCEI BRUCEi://Pp8469;;i . 

F-PLAC E 1 008244//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/2.2e-23:148:38//PODOSPORA AN- 
SERINA.//Q00808 ^ ^ 

50 F-PLACE1008273//COATOMER GAMMA SUBUNIT (GAMMXebW PROTEIN) (GAMMA-COP)7/1.1e-97:222: 

81//BOS TAURUS (BOVINE)7/P53620 ' " '! ^ 1 ,1 

F-PLACE1008275//DNA REPAIR PROTEIN REV1 (EC 2.7.7.-) f .//5.8e-20:161:37//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST) 7/P 12689 

F-PLACE1008280//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/6.1e-23:124:42//HOMO SAPIENS (HU- 
55 MAN)7/P08547 . 

F-PLAC E1008309//HYPOTH ETICAL 98.3 KD PROTEIN C9Gl"*.06C IN CHROMOSOME 17/0.47:99:37// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/0 14302 

F-PLACE1 008329//PUTATI VE Z PROTEIN 7/0. 73:52:28//0VIS ARIES (SHEEP).//P08105 

1729 : ^;'.;V>. 

' *. *• * 



. 1 

EP 1 074 617 A2 



F-PLACE1008330//!!!! ALU SUBFAMILY SQ WARNING ENTRY !H!//9:0e-37: 75:81 //HOMO SAPIENS (HUMAN).// 

p 39i94 u . ;t ;. ■ 

F-PLACE1 008331//!!!! ALU SUBFAMILY J WARNING ENTRY H!!//4.1 e-08:70:50//HOMO SAPIENS (HUMAN).// 
P39188 ' 
5 F-PLACE1008356//FRUIT PROTEIN PKIWI501 7/0.0037:1 48:29// ACTiNIDI A CHINENSIS (KIWI) (YANGTAO).// 

P43393 ^v, t £ t 

F-PLACE1008368//RING CANAL PROTEIN (KELCH PROTEIN) V/3.5e-18:205:30//DROSOPHILA MELA- 
NOG ASTER (FRUIT FLY) Y/Q04652 
F-PLACE1 008369 
10 F- PLACE 1008392 

F-PLACE1008398//GENE33 POLYPEPTIDE.//! .5e-102:225:84//RATTUS NORVEGICUS (RAT)7/P05432 
F-PLACE1008401//PROLINE-RICH PROTEIN MP-3 .{FRAGMENT).//2.9e-08:186:34//MUS MUSCULUS 
(MOUSE) .//P051 43 

F-PLACE1008402//GENERAL VESICULAR TRANSPORT FACTOR P115 (TRANSCYTOSIS ASSOCIATED 
75 PROTEIN) (TAP)7/9.4e-1 05:207:98//BOS TAURUS (BOVINE).//P41 541 

F-PLACE1 008405 

F-PLACE1008424//PROTEIN UL56.//1 .0:65:33//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN HFEM)7/P36297 
F-PLACE1008426//MYOS1N HEAVY CHAIN, NON-MUSCLE (ZiPPER PROTEIN) (MYOSIN I l).//4.4e-05: 185:28// 
DROSOPHILA MELANOGASTER (FRUIT FLY)7/Q99323 . 
20 F-PLAC E1 008429//NEURONAL AXONAL MEMBRANE PROTEIN NAP-22.//0.00054:172:25//RATTUS NOR- 

VEGICUS (RAT).//Q051 75 ' ; 

F-PLACE1008437//HYPOTHETICAL 115.4 KD PROTEIN' ZKTS&a-il'N CHROMOSOME III.//1 .9e-23:226:34// 
CAENORHABDITIS ELEGANS7/P34681 ; " 

F-PLACE1008455//DNA-BINDING PROTEIN (AGNOPROTEIN)V/p:97:23:52//BUDGERIGAR FLEDGLING DIS- 
25 EASE VIRUS (BFDV).//P13893 ' : *' 3 ^ 

F-PLACE1008457//H!! ALU SUBFAMILY J WARNING ENTRY"i!!!//2. : le-12:89:47//HOMO SAPIENS (HUMAN).// 
P39188 ; .,./" V/'" 

F-PLACE1008465//ZINC FINGER PROTEIN 31 (ZINC FINGER f ROTE IN KOX29) (FRAGMENT).//0.00017:23: 
43//HOMO SAPIENS (HUMAN).//P1 7040 ' " 7 ■ f 

30 F-PLAC E1 008488//HYPOTH ETICAL PROTEIN UL61 .//9.1e-05:204:30//HUMAN CYTOMEGALOVIRUS 

(STRAIN AD169)//P16818 

F-PLAC E1008524//HOMEOBOX PROTEIN HLX1 (HOMEOBOX PROTEIN HB24).//0.95:74:36//HOMO SAPIENS 
(HUMAN).//Q14774 

F-PLAC E 1008531//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//3. 1 e-05:86:45//HOMO SAPIENS (HUMAN).// 
35 P39192 

F- PLAC E 1 008532//H YPOTH ETICAL 36.4 KD PROTEIN IN SMP1-MBA1 INTERGENIC REGION7/3.9e-21 :62: 
45//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)://P38298 

F- PLAC E1008533//H YPOTH ETICAL 86.2 KD PROTEIN* C4G8.04 IN CHROMOSOME l.//3.5e-06:1 18:29// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09830 • 
40 F-PU\CE1008568//NEURONATIN7/0.046:34:52/^^ 

F-PLAC E 1 008584//HUNCHBACK PROTEIN (FRAGMENT)7/0.94:30:43//LITHOBIUS FOR FICATUS.//Q 02030 
F- P LAC E 1 008603//NUC LEAR PORE COMPLEX PROTEIN :NUPi' 55 (NUCLEOPOR IN NUP155) (155 KD NU- 
CLEOPORIN) (P140).//3.9e-123:224:96//RATTUS NORVEGICUS (RAT)7/P37199 

F-PLACE1 008621//B-CELL GROWTH FACTOR PRECURSOR'(6CG'F-1 2 KD)7/5.0e-05:31 :67//HOMO SAPIENS 
45 (HUMAN).//P20931 . , >f i . 

F-PLACE1008625//DISAGREGIN (PLATELET AGG REG ATI ON/AGTlVATI ON INHIBITOR).//0.87:17:52//ORNI- 
THODOROS MOUBATA (SOFT TICK).//P36235 

F-PLACE1008626//METALLOTHIONEIN-I (MT- 1) .//0.77:33:36//SCYllLAS ERRATA (MUD CRAB).//P02805 
F-PLACE1008627//METALLOTHIONEIN-1II (MT-III) (GROWTH INHIBITORY FACTOR) (GIF) (GIFB)7/0. 14:44: 
50 31 //HOMO SAPIENS (HUMAN).//P25713 ^-T^' ,K 

F-PLACE1 008629 

F- P LAC E 1 008630//P ROTAM I N E Z3 (SCYLLIORHININE Z3).//0.78:33:36//SCYLIORHINUS CANICULA (SPOT- 
TED DOGFISH) (SPOTTED CATSHARK).//P30258 ^ i 

F-PLAC E1008643//INTER-ALPHA-TRYPS IN INHIBITOR HEAVY CHAIN H4 PRECURSOR (ITI HEAVY CHAIN 
55 H4) (INTER-ALPHA-TRYPSIN INHIBITOR FAMILY HEAVY CHAIN-RELATED PROTEIN) (PLASMA KALLIKREIN 

SENSITIVE GLYCOPROTEIN 120) (PK-1 20)7/1 .7e-30:220:41//HONAO SAPIENS (HUM AN) Y/Q 14624 
F-PLACE1008650//PP1/PP2A PHOSPHATASES PLEIOTROPIC REGULATOR PRL1 7/2.5e-1 0:1 06:31 //ARABI- 
DOPSIS THALIANA (MOUSE-EAR CRESS)Y/Q42384 . -\ 

« 
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F-PLACE1008693//BOWMAN-BIRKTYPE PROTEINASE INHIBITOR (MSTI)7/1 .0:36:38//MEDICAGO SCUTEL- 
LATA (SNAIL MEDIC).//P80321 

F-PLACE1 008696//NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR (EC 1.6.5.3) (EC 
1.6.99.3) (COMPLEX I-23KD) (CI-23KD) (TYKY SUBUNIT).//4.8e-14:47:80//HOMO SAPIENS (HUMAN).// 
5 000217 

F-PLACE1 00871 5//HYPOTHETICAL 13.4 KD PROTEIN IN ACT5-YCK1 INTERGENIC REGION.//0.66: 105:24// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P38834' y "' 

F-PLACE1008748//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGION7/0.10:178: 
26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P532 14 
10 F-PLACE1 008757//HYPOTHETICAL 10.1 KD PROTEIN IN RHSD-GCL INTERGENIC REGION (ORFD3)7/0.60: 

44:34//ESCHERICH!ACOLI7/P33669 ' 

F-PLACE1008790//IMPORTIN ALPHA-6 SUBUNIT (KARYORHERIN ALPHA-6 SUBUNIT) (IMPORTIN ALPHA 
S2).//3.0e-69:1 91 :80//MUS MUSCULUS (MOUSE)//035345 v 

F-PLACE1 008798//BACTERIOCIN LACTOBIN A.//1 .0:34:41 //LACTOBACILLUS AMYLOVORUS .//P80696 
15 F-PLACE1008807//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.91 :77:36//HOMO SAPIENS (HU- 

MAN)7/P08547 ">J 

F-PLACE1008808//REC1 PROTEIN.//0.45:39:30//USTILAGO MAYDIS,(SMUT FUNGUS).//P14746 
F-PLACE1008813 . : 

F-PLACE1008851//VERY HYPOTHETICAL 11.8 KD PROTEIN IN KTR3-DUR1 ,2 INTERGENIC REGION.//1 .0: 
20 62:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P3830? 

F-PLACE1 008854//HYPOTHETICAL 182.0 KD PROTEIN IN;NMP5.tHOM6 INTERGENIC REGION.//1 .0:82:26// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P47.1J0:LW „ 

F-PLAC E 1 008867//PATATI N T5 PRECURSOR (POTATO TUBER PR*OTEIN)7/0.65:61 :36//SOLANUM TUBERO- 
SUM (POTATO).//P15478 

25 F-PLACE1008887//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGY .5e-56:180:54//NYCTICEBUS COU- 

CANG (SLOW LORIS)7/P08548 '*> " 4 ,.. . 

F-PLACE1 008902 , ^. , 

F-PLACE1 008920 ; V 

F-PLACE1 008925//HYPOTHETICAL 41 .2 KD PROTEIN IN'GAPA-RND INTERGENIC REGION7/0.90:77:33//ES- 
30 CHERICHIACOLI.//P76242 ...... 

F-PLACE1 008934//HYPOTHETICAL PROTEIN IN ADHS 5'REGION (ORF3) (FRAGM ENT) 7/0.14:77 :45//GLU- 
CONOBACTER SUBOXYDANS.//O05543 1. , 

F-PLACE1008941//ZINC FINGER PROTEIN 141 7/1 .1er17:45^5//HOMO SAPIENS (HUM AN).//Q1 5928 

F-PLACE1008947//MAJOR CENTROMERE AUTOANTIG EN'B (dENTROM ERE PROTEIN B) (CENP-B).//4.1e- 
35 14:136:39//MUS MUSCULUS (MOUSE).//P27790 rii/U^Sr 

F-PLACE1009020//ANNEXIN VII (SYNEXIN) (FRAGM ENT)7/6.7^:37:48//BOS TAURUS (BOVINE)7/P20072 

F-PlJ\CE1009027//NADH-UBIQUINONEOXIDOREDUCTASEeM 

TERA MUSCULUS (BLUE WHALE)7/P41301 . 1 v./v , 

F-PLACE1 009039 " ^ ' ./ / 

40 F-PLACE1 009045//HYPOTHETICAL 9.5 KD PROTEIN IN SPEA-METK INTERGENIC REGION (F83) 7/0. 48:32: 

43//ESCHERICHIACOLI.//P46879 " ! /' 

F-PLACE1 009048 : : " ; } 

F-PLACE1 009050 5*"^ V / 

F- P LAC E1 0090 60//HYPOTHETICAL 98.3 KD PROTEIN 'Rl6E;V2>. .IN CHROMOSOME lll.//4.9e-23:244:31// 
45 CAENORHABDITIS ELEGANS7/P34552 

F-PLACE1009090//50S RIBOSOMAL PROTEIN L357/1 ,0:27:51//MYCOPLASMA GENITALIUM.//P47439 
F-PLACE1 009091 ? M £ 

F-PLACE1009094//NEL-LIKE PROTEIN (FRAGMENT)7/3.6e-15:180:30//HOMO SAPIENS (HUMAN).//Q92832 
F-PLACE1009099//ZINC FINGER PROTEIN 27 (ZFP-27) (Mf(R4* PROTEIN) ( FRAGM ENT). //1 .4e-94:228:71// 
50 MUS MUSCULUS (MOUSE)7/P 10077 

F-PLACE1009110//HIRUDIN HV1 (BUFRUDIN)7/1 .0:49:34//HIRUDINARIA MANILLENSIS (BUFFALO LEECH).// 
P81492 ; jijJ |S 

F-PLACE1009111//!!!! ALU SUBFAMILY SX WARNING ENT RY ; !!fl//1 .4e-05:30:83//HOMO SAPIENS (HUMAN).// 
P39195 . i^\' r 

55 F-PLAC E 1 009 1 1 3//AN N EXI N VII (SYNEXIN) (FRAGM ENT)./M^I32j40:52//BOS TAURUS (BOVINE)7/P20072 

F-PLACE1009130//HYPOTHETICAL PROTEIN KIAA00327/3.3e-37:214:38//HOMO SAPIENS (HUMAN)7/ 
Q1 5034 4'&* I! : 

F-PLACE1009150//!!!! ALU SUBFAMILY SX WARNING ENTRY;!!!!//1.6e-32:56:76//HOMO SAPIENS (HUMAN).// 
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P39195 

F-PLACE1009155//!!!! ALU SUBFAMILY SQ WARNING ENTRY.! ! !!//1 -2e-1 7:1 01 :57//HOMO SAPIENS (HU- 
MAN)7/P39194 . - : 

F-PLAC E 1 009 1 58//HYPOTH ETICAL PROTEIN HKRFX (J1 1)7/0.0058 :73:42//HUM AN CYTOMEGALOVIRUS 
5 (STRAIN AD169)7/P09711 

F-PLACE1009166//CYTOSOLIC PURINE 5'-NUCLEOTIDASE (EC 3.1 .3.5)7/0.0086:96:30//HOMO SAPIENS 
(HUMAN).//P49902 

F-PLAC E 1 009 1 72//HYPOTH ETI CAL 8.7 KD PROTEIN INGAPA-flND INTERGENIC REG ION. //1. 0:1 9 ^/ES- 
CHERICHIA COLI7/P76246 , . 
10 F-PLACE1009174//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!l//3.1e-17:47:82//HOMO SAPIENS (HUMAN).// 
P39194 

F-PLAC E 1009 183 . 'J r s ;* 

F-PLAC E 1 009 1 86//H YPOTH ETI CAL 11.4 KD PROTEIN C13G6.04 IN CHROMOSOME 17/0.019:62:24// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09783.. , 
15 F-PLACE1 0091 90//PALM ITOYL-CO A HYDROLASE (EC 3:1 :2: : 2)j(LON G-CH A IN FATTY-ACYL-COA HYDROLA- 

SE) (FRAGMENT).//0.027:53:28//RATTUS NORVEGICUS'(RAT).r//P80250 

F-PLACE1009200//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!j!//5:4e-28:84:71 //HOMO SAPIENS (HUMAN).// 

P39194 \,.ij-ir: *"> 

F-PLACE1009230//!!!! ALU SUBFAMILY SB WARNING ENTRY !!H//2.8e-12:50:74//HOMO SAPIENS (HUMAN).// 
20 P39189 

F-PLAC E 1 009246//UBI QU I NOL-C YTOCH ROM E C REDUCTASE COMPLEX 7.8 KD PROTEIN (EC 1 .10.2.2) (MI- 
TOCHONDRIAL HINGE PROTEIN) (CR7).//1.0:17:52//SOLANUM TUBEROSUM (POTATO).//P48504 
F-PLACE1 009298//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS357/6.6e-41 :177:53//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P34110 " \ ^ " ,v ' 
25 F-PLACE1009308//KERATIN, ULTRA HIGH-SULFUR MATRIX .PROTEIN (UHS KERATIN).//0.00034: 108:33// 

HOMO SAPIENS (HUMAN)7/P26371 ; 

F-PLACE1 00931 9//PRESYNAPTIC DENSITY PROTEIN 95 (PSD-95).//5.3e-16:84:50//HOMO SAPIENS (HU- 
MAN)7/P78352 . I \ 

F-PLACE1009328//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//6.9e-82:263:67//HOMO SAPIENS (HU- 
30 MAN)7/P08547 >>-V v ' 

F-PLACE1009335//60S RIBOSOMAL PROTEIN L32 7/0.95 :^1 :36//HOMO SAPIENS (HUMAN), MUS MUSCU- 
LUS (MOUSE), AND RATTUS NORVEGICUS (RAT)7/P02433 

F-PLAC E1009338//TRANSCRIPTI ON FACTOR HES-5 (HAIRY. AND ENHANCER OF SPLIT 5)7/0.90:42:40// 
MUSMUSCULUS(MOUSE)7/P70120 
35 F-PLACE1009368//BASIC PROLINE-RICH PEPTIDE IB-1 7/0:oj3:33:48//HOMO SAPIENS (HUMAN).//P04281 

F-PLACE1 009375//H YPOTH ETI CAL 88.1 KD PROTEIN ,K02DYo;4: .JN CHROMOSOME 1117/0.0022:135:21// 
CAENORHABDITIS ELEGANS7/P34492 \ : ^^ t < . 

F-PLACE1009388//!!!! ALU SUBFAMILY SX WARNING E N TRY ! ! H/74. 8e-22:73 :65//H O M O SAPIENS (HUMAN)7/ 
P39195 ' ' : > /,C : 

40 F-PLACE1009398//2INC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/8.1e-83:223:65//HOMO SA- 

PIENS (HUMAN).//P51 523 ' 

F-PLACE1 009404//GLUTENIN, HIGH MOLECULAR WEIGH jjsUBUNIX PW212 PRECURSOR.//0.047: 145:29// 
TRITICUM AESTIVUM (WHEAT)7/P08489 ' 

F-PLAC E1 00941 0//TOXIN C13S1C1 PRECURSOR7/0.22:21 :47VpENDROASPIS ANGUSTICEPS (EASTERN 
45 GREEN MAMBA).//P 18329 . . . "Z [;> , 

F-PLAC E 1 009434//N ADH -U Bl QU I NONE OXIDOREDUCTASE SUBUNIT K (EC 1 .6.5.3) (FRAGMENT) 7/0. 81 :61 : 
29//ANTHOCEROS FORMOSAE7/Q31 791 ' I * < v r l 

F-PLACE1009443//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66)7/9.1e-05:93:32//MUS MUS- 
CULUS (MOUSE)7/Q62203 ■ *i . 

50 F-PLACE1009444//PHOSPHATIDYLINOSITOL 4-KINASE ALPHA (EC 2.7.1.67) (PI4-KINASE) (PTDINS-4-KI- 

NASE) (PI4K-ALPHA)7/6.4e-15:41:97//HOMO SAPIENS (HUMAN)://P42356 

F-PLACE1 009459//HYPOTHETICAL 42.3 KD PROTEIN C12GI2,11C IN CHROMOSOME 17/0.0011:119:31// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q09874 

F-PLACE1 009468//PHOSPHOLIPASE A-2-ACTIVATING PROTEIN (PLAP).//4.2e-34:101 :75//RATTUS NOR- 

55 VEGICUS(RAT).//P54319 ;.' >: 

F-PLACE1 009476//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS)7/0. 086:21 :52//HO- 

MO SAPIENS (HUMAN).//P30808 . ' 

F-PLACE1 009477 ; 1 

> ».✓....,, i* : 
, < ".;» «. :. • 
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F-PLACE1 009493//HYPOTHETICAL 127.3 KD PROTEIN B0416.1 IN CHROMOSOME X.//1 .4e-1 8:1 38:39// 
CAENORHABDITIS ELEGANS7/Q11069 lJ *' 

F-PLACE1009524//ARF NUCLEOTIDE-BINDING SITE OPENER (ARNO PROTEIN) (ARF EXCHANGE FAC- 
TO R) 7/9. 4e-80:1 55: 85//HOMO SAPIENS (HUMAN).//Q99418' 
5 F-PLACE1 009539//GTP-BINDING NUCLEAR PROTEIN RAN/TC47/1 .0:76:26//GIARDIA LAMBLIA (GIARDIA IN- 

TESTINALIS)7/P38543 

F-PLACE1 009542//!!!! ALU SUBFAMILY J WARNING ENTRY-!! N//0.0001 6:31 :77//HOMO SAPIENS (HUMAN).// 
P39188 l.-V- 

F-PLACE1009571//ATP SYNTHASE B CHAIN (EC 3.6.1.34) (SUBUNIT 1)7/0.88: 116:29//STREPTOCOCCUS 
10 PNEUMONIAE.//Q59952 • V/"- 

F-PLACE1009581//50S RIBOSOMAL PROTEIN L32 7/0. 00023:37; 5 1//R HOD OB ACTER CAPSULATUS (RHO- 
DOPSEUDOMONAS CAPS U LATA) 7/P30788 

F- PLACE 1009595 ; ' , 

F-PLACE1009596//HYPOTHETICAL40.4 KD TRP-ASP RE P E ATS. CONTAIN I NG PROTEIN C14B1.4 IN CHRO- 
15 MOSOME IH7/2.1e-36:116:49//CAENORHABDITIS ELEGANS://Q17963 

F-PLACE1009607//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .8e-43:73:69//HOMO SAPIENS (HUMAN).// 
P39188 Y, 
F-PLACE1009613 ,\\ 

F- PLACE 1009621 //TRANSCRIPTION FACTOR BTF3 HOMOLOG 27/0.91 :29:44//HO MO SAPIENS (HUMAN).// 
20 Q 13891 , c .., 

F-PLACE1 009622//MATERNAL EFFECT PROTEIN STAUFEN.//1 .3e-22:132:47//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P25159 

F- PLAC E 1 009637//HYPOTH ETI CAL 18.1 KD PROTEIN IN-CFXA3'REGION7/0.30:28:57//BACTEROIDES VUL- 
GATUS7/P30905 , • 

25 F-PLACE1009639//LIPASE MODULATOR PRECURSOR* (LIPASE HELPER PROTEIN)7/0.23:79:31//PSEU- 

DOMONAS AERUGINOSA7/Q04591 : ' '" 

F- PLAC E1009659//M EM BRAN E- ASSOCIATED PROTEIN HEM-2 (BRAIN PROTEIN H19) (MH19) (FRAG- 
MENT) 7/3.9e-126:227:96//M US MUSCULUS (MOUSE)7/P2866Q 

F-PLACE1009665//IG KAPPA CHAIN V-l REGION (HAU) 7/0.52: 89 :35//HOMO SAPIENS (HUMAN)7/P01600 
30 F- PLAC E 1 009670//CYCLOM ALTOD EXTR IN G LU C AN OTR A N S F E R AS E PRECURSOR (EC 2.4.1 .19) (CYCLO- 

DEXTRIN-GLYCOSYLTRANSFERASE) (CGTASE)7/0.16:114:29//PAENIBACILLUS MACERANS (BACILLUS 
MACERANS)7/P31835 

F-PLACE1 009708//HYPOTHETICAL 143.3 KD TRP-ASP REPEATS CONTAINING PROTEIN C12G12.13C IN 
CHROMOSOME l7/9.6e-19:156:36//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09876 
35 F-PLACE1009721//MSF1 PROTEIN.//7.7e-23:176:33//SACCHAROMYpES CEREVISIAE (BAKER'S YEAST).// 

P35200 . ; 'y^l-. 

F-PLACE1009731//AIG1 PROTEIN7/1 .1e-09:91 :43//ARABIDQPSIS;;'THALIANA (MOUSE-EAR CRESS).// 

P54120 : '-'; ; ;;V, 

F-PLACE1 009763//HYPOTHETICAL 48.9 KD PROTEIN C24H6.12C IN CHROMOSOME L//8.3e-42:1 71:51// 
40 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q09765;:>,; 

F-PLACE1009794//C-HORDEIN(CLONEPCHOR1-3)(FRAGME^T)7/0.99:36:33//HORDEUMVULGARE( 
LEY)7/P17991 ; *2 tiK ^ 

F-PLACE1 009798//HYPOTHETICAL PROTEIN C22F3.14C IN^HROMOSOME I (FRAGMENT)7/2.6e-34:191 : 
38//SCHIZOSACCHAROMYCES POMBE (FISSION Y EAST) 7/Q 09779 
45 F-PLACE1009845//WEB1 PROTEIN (PROTEIN TRANSPORT 4 PROTEIN SEC31 ) 7/2. 2e- 19:1 90:33//SACCHA- 

ROMYCES CEREVISIAE (BAKER'S YEAST).//P38968 v, I ' 

F- P LAC E 1 00986 1//CATH EPS IN B PRECURSOR (EC 3/4.22:1)7/4.46-20:1 71 :33//BOS TAURUS (BOVINE).// 
P07688 

F-PLACE1 009879//HYPOTHETICAL 8.7 KD PROTEIN IN RPL22-RPL23 INTERGENIC REGION (ORF70)7/0.99: 
50 30:33//ASTASIA LONGA (EUGLENOPHYCEAN ALGA)7/P34779 . 

F-PLACE1 009886 < " /. 

F-PLACE1 009888//NONSTRUCTURAL POLYPROTEIN [CONTAINS: NONSTRUCTURAL PROTEIN NSP4] 
(FRAGMENT)7/1.0:33:42//WESTERN EQUINE ENCEPHALITIS VI RUS7/P1 3896 

F-PLACE1 009908//HYPOTHETICAL GTP-BINDING PROTEIN C3F10.16C IN CHROMOSOME l7/3.le-42:205: 
55 46//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q : T0190 

F-PLACE1009921 .J:* \^ 

F-PLACE1009924//ATP SYNTHASE A CHAIN (EC3.6.1.34) (PR'OtEIN 6)7/0.70:128:29//TRYPANOSOMA BRU- 
CEI BRUCEI7/P24499 ; 

s .: ,f . , ". 

* .*' 

r * 

• * — ' . ■ ■ v 

• "'. i 
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F-PLACE1009925//ATP SYNTHASE D CHAIN, MITOCHONDRIAL (EC 3.6.1.34)7/0.99:111 :27//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P30902 ; , 

F-PLACE1 009935//HYPOTHETICAL PROTEIN MJ02587/0.063:75:32//METHANOCOCCUS JANNASCHII.// 
Q57706 

5 F-PLACE1009947//NEUROGRANIN (NG) (P17) (B-50 1MMUNOREACTIVE C-KINASE SUBSTRATE) (BICKS) 

( FRAGMENT).//©. 33:5 1:45//BOS TAURUS (BOVINE),//P35722 \ • 

F-PLACE1009971//MIPP PROTEIN (MURINE IAP-PROMOTED- PLACENTA-EXPRESSED PROTEIN)7/0.022: 
84:27//MUS MUSCULUS (MOUSE).//P28575 

F-PLACE1009992//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BMP-1).//0.00011 :35: 
10 51//HOMO SAPIENS (HUMAN).//P13497 

F-PLACE1009995//TROPOMYOSIN, SMOOTH MUSCLE/FIBROBLASTCTM1.//0.052:185:22//CIONA INTESTI- 
NALIS7/Q07068 >Wvt..'V . 

F-PLACE1 009997//TRANSCRIPTION ELONGATION FACTOR S-l I (RNA POLYMERASE II ELONGATION FAC- 
TOR DMS-II) (TFIIS).//0.68:98:28//DROSOPHILA MELANOGASTER (FRUIT FLY)7/P20232 
15 F-PLACE1 01 0023//HYPOTHETICAL 83.8 KD PROTEIN- C27F2.7 IN CHROMOSOME NI7/6.6e-06:111 :32// 

CAENORHABDITIS ELEGANS7/Q18262 

F-PLACE1 01 0031//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGION.//0.0024:72:33// 
AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41479 
F-PLACE1 01 0053//HYPOTHETICAL PROTEIN HI05937/0.83:24:45//HAEMOPHILUS INFLUENZAE.//P44022 
20 F-PLACE1010069 

F-PLACE1 01 0074//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS5 7/0.00027:1 92 :28//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q92331 n - 

F-PLACE1 01 0076//HUNCHBACK PROTEIN (FRAGMENT) .//0;"80:39:30//SCIARA COPROPHILA (FUNGUS 
GNAT).//Q01790 

25 F-PLACE1010083//RHO-GAP HEMATOPOIETIC PROTEIN C1 (P115) (KIAA0131).//2.7e-48:177:46//HOMO SA- 

PIENS (HUMAN).//P98171 

F-PLACE1010089//UBIQUITIN CARBOXYL-TERM INAL HYDROLASE 11 (EC 3.1.2.15) (UBIQUITIN THl- 
OLESTERASE 11) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 13) (DEUBIQUITINATING ENZYME 11) 
(KIAA0055).//7.9e-07:55:43//HOMO SAPIENS (HUMAN)y/P4b"818."V 
30 F-PLACE1010096//100 KD PROTEIN (EC 6.3.2.-) 7/1 .0e-1 07:232: 90//RATTUS NORVEGICUS (RAT).//Q62671 

F-PLACE1 01 01 02//DNA-DIRECTED RNA POLYMERASE SUBUNIT N (EC 2.7.7.6)7/1 .0:33:45//METHANOCOC- 
CUS JANNASCHII7/Q57649 ;V , 

F-PLACE1010105//RING CANAL PROTEIN (KELCH PROTEIN).//1.2e-47:200:46//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 . 
35 F-PLACE1 01 0106//RETROVIRUS-RELATED POL POLYPROXEIN [CONTAINS: REVERSE TRANSCRIPTASE 

(EC 2.7.7.49); ENDONUCLEASEJ7/1 .2e-14:94:41//MUS MUSCULUS (MOUSE) V/P 11 369 
F-PLACE1 01 01 34//HYPOTHETICAL 1 71 .5 KD HELICASE IN NUT1 -AR02 INTERGENIC REGION7/4.0e-28:78: 
76//SACC H ARO M YC ES CEREVISIAE (BAKER'S YEAST).//P53.115. 

F-PLACE1010148//GAR2 PROTEIN7/2.6e-05:180:26//SCHIZOSACCHAROMYCES POMBE (FISSION 
40 YEAST)7/P41891 

F-PLACE1010152//UBIQUITIN CARBOXYL-TERM INAL HYDROLASE 64E (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64E) (DEUBIQUITINATING ENZYME 
64E).//2.1e-59:227:54//DROSOPHILA MELANOGASTER (FRUIT FLY)7/Q24574 

F-PLACE1010181//MALE SPECIFIC SPERM PROTEIN MST87F7/0.39:12:58//DROSOPH I LA MELANOGASTER 

45 (FRUIT FLY)7/P081 75 ' * v '^\'\ 

F-PLACE1010194//SPLICING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35) (SC-35) 
(SPLICING COMPONENT, 35 KD) (PR264 PROTEIN)7/1 .4e-07:95:43//GALLUS GALLUS (CHICKEN)7/P30352 
F-PLACE1010202//TRISTETRAPROLINE (TTP) (TIS11 A) (TIS1 ; 1) (ZFP-36).//0.094:109:29//RATTUS NORVEGI- 
CUS (RAT) 7/P47973 - 

50 F-PLACE1010231//LANTIBIOTIC NISIN A PRECURSOR7/b.99:^2:'35//LACTOCOCCUS LACTIS (SUBSP. LAC- 

TIS) (STREPTOCOCCUS LACTIS).//P 13068 ? 'V 

F-PLACE1 010261//SEGREGATION DISTORTER PROTEIN7/6.0e-71 :201 :62//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P25722 \ 
F-PLACE1010270 . t 
55 F-PLACE1 01 0274//HYPOTHETICAL 16.2 KD PROTEIN C4F8:01 IN CHROMOSOME L//4.4e-08:1 00:26// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/0 \4 1:77, { .v 

F-PLACE1010293//!!!! ALU SUBFAMILY J WARNING ENTRY*! H!/^.9e r 26:94:64//HO MO SAPIENS (HUMAN).// 
P39188 ' -TftT^ 
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F-PLACE1 01 0310//SYNAPSINS IA AND IB7/5.7e-09:89:37//RA7TUS NORVEGICUS (RAT).//P09951 
F-PLACE1 01 0321//IMMEDIATE-EARLY PROTEIN IE180.//0.033:145:31//PSEUDORABIES VIRUS (STRAIN KA- 
PLAN) (PRV).//P33479 ■ - 

F-PLACE1010324//MAST CELL DEGRANULATING PEPTIDE . (MCDP) <MCD).//0.60:25:48//MEGABOMBUS 
PENNSYLVANICUS (AMERICAN COMMON BUMBLEBEE). ( //P04567 * 

F-PLACE1 01 0329//TOXIN S5C1 0.//1 .0:39:33//DENDROASPiS JAMESONI KAIMOSAE (EASTERN JAM ESON'S 
MAMBA).//P01419 Vc^O- . 

F-PLACE1010341//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//0,0049:49:55//HOMO SAPIENS (HUMAN).// 
P39189 

F-PLACE1 01 0362//VARIANT-SURFACE-GLYCO PROTEIN PHOSPHOLIPASE C (EC 3.1.4.47) (VSG LIPASE) 
(GLYCOSYLPHOSPHATIDYLINOSITOL-SPECIFIC PHOSPHOLIPASE C) (GPI-PLC).//0.0034:89:30// 
TRYPANOSOMA CRUZI7/01 5886 • ; • , 

F-PLACE1010364//NADH-UBIQUINONEOXIDOREDUCTASEai7 SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) (COM- 
PLEX I -B1 7) (CI -B1 7)7/1 .0:40 :35//SUS SCRO FA (PIG). //Q29259 ; ~ ! 
F-PLACE1010383 — v 

F-PLACE1010401//140 KD NUCLEOLAR PHOSPHOPROTEIN (NOPP1 40)7/0.10:1 74:22//RATTUS NORVEGI- 
CUS (RAT)7/P41777 

F-PLACE1 01 0481 //HYPOTHETICAL 71.9 KD PROTEIN B0285.5 IN CHROMOSOME 1117/1.56-21: 170:35// 
CAENORHABDITIS ELEGANS7/P46555 

F-PLACE1 01 0491//HYPOTHETICAL 13.5 KD PROTEIN IN MOB1-SGA1 INTERGENIC REGION7/1 .0:31:41// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40490,. 7 , • 

F-PLACE1 01 0492//HYPOTHETICAL 42.3 KD PROTEIN. cf2G.12.11C IN CHROMOSOME 17/0.77:97:30// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09874 ' 

F-PLACE1 01 0522//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.74:45 :37//HO MO SAPIENS 
(HUMAN)7/P22531 ' ... 

F-PLACE1 01 0529//DELTA 1 - PYRROL I NE-5-CAR BOXY LAJE;SyNrrH ETAS E (P5CS) [CONTAINS: GLUTAMATE 
5-KINASE (EC 2.7.2.1 1 ) (GAMMA-GLUTAMYL KINASE) (GK)^AMM A : G LUTAM YL PHOSPHATE REDUCTASE 
(GPR) (EC 1.2.1.41) (GLUTAMATE-5-SEMI ALDEHYDE DEHYDBbdENASE) (GLUTAMYL-GAMMA-SEMIAL- 
DEHYDE DEHYDROGENASE)]7/0.70:58:39/A/IGNA ACONITIFOLIA (MOTHBEAN).//P32296 
F-PLACE1010547//HYPOTHETICAL31.0 KD PROTEIN IN BUD9-RME1 INTERGENIC REGION.//0. 17:68:39// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P53227 

F-PLACE1 01 0562//CHLOROPLAST 50S RIBOSOMAL PROTEINl337/0.50:48:29//PORPHYRA PURPUREA.// 
P51255 * b ' ry 

F-PLACE1 01 0579//HYPOTHETICAL PROTEIN HI1571 7/0.'29:37:43//HAEMOPHILUS I N FLU ENZAE.//P44260 
F-PLACE1 01 0580//PUTATIVE ATP-DEPENDENT RNA HELICASE C12C2.06.//3.3e-38:178:48//SCHIZOSAC- 
CHAROMYCES POMBE (FISSION YEAST).//Q09747 

F-PLACE1 01 0599//PEROXISOMAL MEMBRANE PROTEIN , PERI 0 . (PEROXIN-1 4).//4.6e-1 7:1 92:31//PICHIA 
ANGUSTA (YEAST) (HANSENULA POLYMORPH A) 7/P78723 ' ! " 

F-PLACE1 01 0616//HYPOTHETICAL 9.2 KD PROTEIN IN RN PA 3'REGION7/0.44:32:37//PSEUDOMONAS PUT- 
IDA.//P25753 

F-PLACE1010622//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR7/5.0e-06: ^^/SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST)7/P32323 ; 

F- PLAC E 1 0 1 0624//S AL I VA R Y PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) 7/0.00036: 134:321/HOMO SAPIENS (HUMAN)7/P10162 : ' '• 
F-PLACE1010628 

F-PLACE1010629//IWALU SUBFAMILY SQ WARNING ENTRY !!!V/2 .7e- 1 2:37:8 1 //HOMO SAPIENS (HUMAN).// 
P39194 : „ V :o"V-a , 

F-PLACE1010630 V%^#/ ~ 

F-PLACE1010631//WNT-5B PROTEIN (FRAGMENT)7/0:49^2:30//EUMECES SKILTONIANUS (WESTERN 
SKINK)7/P28118 I 

F-PLACE1 01 0661 //MATERNAL EXUPERANTIA 2 PROTEIN7^tB:95:30//DROSOPHILA PSEUDOOBSCURA 
(FRUITFLY).//Q24617 

F-PLACE1010662//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSyLTRANSFERASE PRECURSOR (EC 2.4.1.-) 
(DUGT)7/3.2e-05:117:24//DROSOPHILA MELANOGASTER (FRUIT FLY)7/Q09332 
F-PLACE1010702//ZINC FINGER PROTEIN 1957/1 .4e-62: 11 7:62//HOMO SAPIENS (HUM AN) 7/0 14628 
F-PLACE1010714 . ' ■/ ■.' . 

F-PLACE1010720//CHROMOSOME ASSEMBLY PROTEIN XCAp£.//1 .1e-64: 176 :76//XEN OPUS LAEVIS (AF- 
RICAN CLAWED FROG)7/P50532 . . 
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F-PLACE1010739//TAT PROTEIN (TRAN SACTIVATI NG REGULATORY PROTEIN) (FRAGMENT) 7/0.97:31 AMI 
HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATE) ,(HIV-1)7/P0461 2 

F-PLACE1010743//PROLINE-RICH PROTEIN MP-3 . (FRAGMENT) 7/3. 8e-05:253:30//MUS MUSCULUS 
(MOUSE)7/P05143 . > . ; 

5 F-PLACE1 01 0761 //HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II.//1 .5e-1 4:1 75:25// 

CAENORHABDITIS ELEGANS7/Q0921 7 . 

F-PLACE1 01 0771//TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP7/1.3e-1 20:21 6:89//MUS MUSCULUS 
(MOUSE)7/Q02614 

F-PLACE1 01 0786//CENTROSOMIN (ARROW PROTEIN)7/0:97:133:24//DROSOPHILA MELANOGASTER 
10 (FRUIT FLY).//P54623 . : . /■ 

F-PLACE1 01 0800//HYPOTHETICAL 31.7 KD PROTEIN; I^TRViX-flNO INTERGENIC REGION (ORFC).// 
0.0060:111 :31//ESCHERICHIACOLI7/Q99390 r. . 

F-PLACE1 01 0802//UREASE ACCESSORY PROTEIN UREr.//d;82:44:29//BACILLUS SP. (STRAIN TB-90).// 
Q07415 ¥ : \ . 

15 F-PLACE1 01 081 1 //CYTOCHROME C-551 (C551)7/0.99:42 V :38//ECfOTHIORHODOSPIRA HALOCHLORIS.// 

P38587 " ' 

F-PLACE1 01 0833//CALTRACTIN, ISOFORM 1 (CENTRIN) : //2.8ertf9:90:34//HOMO SAPIENS (HUMAN).// 
P41208 

F-PLACE1010856//MOLT-INHIBITING HORMONE (MIH).//1 .0:32:37//PROCAMBARUS CLARKII (RED SWAMP 
20 CRAYFISH).//P55848 

F-PLACE1 01 0857//IG ALPHA- 1 CHAIN C REGI ON 7/0.49:73 :34//GORILLA GORILLA GORILLA (LOWLAND GO- 
RILLA) 7/P20758 

F-PLACE1010870//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7)7/1 .2e-56:173:58//HO- 
MO SAPIENS (HUMAN)7/Q05481 
25 F-PLACE1 01 0877//HEAT SHOCK PROTEIN 827/0. 1 3: 130:25//ZEA MAYS (MAIZE)7/Q08277 

F-PLACE1 01 0891 //HYPOTHETICAL 8.2 KD PROTEIN IN.BLT^SPOIIIC INTERGENIC REGION 7/0.95:51 :27// 
BACILLUS SUBTILIS7/P54436 

F-PLACE1 01 0896//SERINE/THREONINE-PROTEIN KINASE PTK1/STK1 (EC 2.7.1 .)7/0.98:71 :30//SACCHA- 
ROMYCES CEREVISIAE (BAKER'S YEAST)7/P36002 
30 F-PLACE1 01 0900//HYPOTHETICAL PROTEIN HI08407/1,0:42:30//HAEMOPHILUS INFLUENZAE.//P44897 

F-PLACE1 01 091 6//KE RATI N, HIGH-SULFUR MATRIX PROT£lU*INB37/0.060:59:35//OVIS ARIES (SHEEP).// 
P02444 . 

F-PLACE1010917//E2 GLYCOPROTEIN PRECURSOR (SPlKE-GLYCOPROTEIN) (PEPLOMER PROTEIN).// 
0.71:141 :24//BOVINE CORONAVIRUS (STRAIN L9)7/P2519.i;' 
35 F-PLACE1 01 0925//HYPOTHETICAL 8.1 KD PROTEIN 7/1.b:j^58//fHERMO PROTEUS TENAX VIRUS 1 

(STRAIN KRA1 ) (TTV1 )7/P1 9285 ; * • , 

F-PLACE1 01 0926//HYPOTHETICAL PROLINE-RICH PROTEIN KIAA02697/0.01 1 :51 :45//HOMO SAPI ENS (HU- 
MAN)7/Q92558 - v*^- : v 

F-PLACE1 01 0942//EPI DERMAL GROWTH FACTOR REC EPTO ft SO BSTRATE SUBSTRATE 15 (PROTEIN 
40 EPS1 5)7/3.1 e-09:64:37//MUS MUSCULUS (MOUSE)7/P42567,*j ; -. .;, . 

F-PLACE1010944//GAP JUNCTION ALPHA-3 PROTEIN (CONNEXIN 44) (CX44)7/0.17:71 :38//BOS TAURUS 
(BOVINE)7/P41987 , ; Z. . ... . 

F-PLACE1010947 ' " ^ 

F-PLACE1010954//TROPOMYOSIN ALPHA CHAIN, SKELETAL MUSCLE7/0.011:144:26//HOMO SAPIENS 
45 (HUMAN)7/P09493 

F-PLACE1010960//ACTIN-LIKE PROTEIN 13E7/1.1 e-60:136:52//DROSOPHILA MELANOGASTER (FRUIT 
FLY)7/P45890 \) 
F-PLACE1010965 : l .'' 

F-PLACE1011026//PERIOD CLOCK PROTEIN (FRAGMENT) 7/1 .0:64:31//DROSOPHILA ANANASSAE (FRUIT 
50 FLY)7/Q03293 

F-PLACE1 011 032//RIBONUCLEASE HI (EC 3.1 .26.4) (RNASE HI) (RIBONUCLEASE H) (RNASE H)7/1 .0:32:37// 
SALMONELLA TYPHIMURIUM7/P23329 ^wfirj^ - 1 

F-PLACE1011041//HOMEOBOX PROTEIN VAB-7.//0.36:65:307/CAENORHABDITIS ELEGANS7/Q93899 
F-PLACE1011046//1-PHOSPHATIDYLINOSITOL-4,5-BISPH^ BETA 1 (EC 

55 3.1 .4.1 1 ) (PLC-BETA-1 ) (PHOSPHOLIPASE C-BETA-1 ) (PLC-l)'(PLG-i 54)7/1 .3e-22:58:93//RATTUS NORVEGI- 

CUS (RAT)7/P10687 % 

F-PLACE1011054//!!!! ALU SUBFAMILY SX WARNING ENTRY ! ! ! !//i . 6e-07 : 38 :73//HOMO SAPIENS (HUMAN)7/ 
P39195 ; •; 

■>-' rv*x* v. 
• i ■ * , 

n * 
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F-PLACE1011056//HISTONE H1.//2.2e-10:109:41//PISUM SATIVUM (GARDEN PEA)7/P08283 
F-PLACE1011057 ' " ' 

F-PLACE1011090//HYPOTHETICAL 33.8 KD PROTEIN IN TWT1-FL05 INTERGENIC REGIONV/1 .8e-07:133: 
32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38892 
5 F-PLACE1011109//ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G)7/5.4e-25:63:88//RAT- 

TUS NORVEGICUS (RAT).//Q07803 

F-PLAC E1 01111 4//PUTATIVE ATP -DEPENDENT RNA HELICASE C1 F7.02C7/8.4e-31 :157:45//SCHIZOSAC- 
CHAROMYCES POMBE (FISSION YEAST).//Q09916 

F-PLAC E1 0111 33//SERUM AMYLOID P-COMPONENT PRECURSOR (SAP) (9.5S ALPHA-1 -GLYCOPRO- 
10 TEIN).//0.92:58:31//HOMO SAPIENS (HUMAN).//P02743 . r ' 

F-PLACE1 0111 43//PROBABLE E5 PROTEINy/0.24:42:35//HUMAN PAPILLOMAVIRUS TYPE31 MP 17385 
F-PLAC E1 0111 60//EARLY NODULIN 55-2 PRECURSOR (N.55-2) (NODULIN-315).//0.88:98:27//GLYCINE MAX 
(SOYBEAN).//Q02917 [ 'ifYtf'** 

F-PLACE1011165//HISTIDINE-RICH P ROTE IN .//0.01 3: 1 3 :76^/pOASMO D I U M FALCIPARUM (ISOLATE FCM17/ 
15 SENEGAL).//P14586 \ J ; ^> ; * 

F-PLACE1011185//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! ! !//T .4e- 1 3 : 98 : 50//HO MO SAPIENS (HUMAN).// 

P39188 ■ 

F-PLACE1011203 

F-PLACE1011214//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1 .0:48:27//EQUUS ASINUS (DONKEY).// 
20 P92479 ' J ; *V- 

F-PLAC E1 01 1 21 9//PROBABLE OXIDO REDUCTASE (EC* 1:-.-.t)Y/1 .9e-15:162:31//STREPTOMYCES ANTIBI- 
OTIC US.//Q03326 ; ..; 

F-PLACE1011221//ANTITHROMBIN-III HOMOLOG.//0.84:74:33//FOWLPOX VIRUS (ISOLATE HP-438[MU- 
NICH]).//P14369 

25 F-PLAC E1 01 1229//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1 .2.15) (UBIQUITIN THIOLESTE- 

RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUI- 
TOUS NUCLEAR PROTEIN HOMOLOG).//3.5e-86:218:68//HOMO, SAPIENS (HU M AN) .//Q 13107 
F-PLACE1011263//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN, NONERYTHROID) (FRAGMENT).// 
3.0e-07:99:36//HOMO SAPIENS (HUMAN).//Q01485 J 7^* V 

30 F-PLACE1011273 

F-PLACE1 01 1291//PROTEIN KINASE C SUBSTRATE 80 KD PROTEIN (FRAGMENTS).//0.011 :36:50//RATTUS 
NORVEGICUS (RAT).//P20468 V n 

F-PLACE1011296//HOMEOBOX PROTEIN DLX-6.//0.76:55:3^/BRACHYDANIO RERIO (ZEBRAFISH) (ZEBRA 
DANIO)7/Q98877 , ^'t^ ■ 

35 F-PLAC E1 01131 0//ATP SYNTHASE PROTEIN 9, MITOCHONDRIAL (EC 3.6.1 .34) (LIPID-BINDING PROTEIN).// 

0.46:43:44//PETUNIA SP. (PETUNIA)7/Q07060 • 

F-PLAC E1 01 1325//HYPOTHETICAL 222.8 KD PROTEIN ' CI F3.06C; IN CHROMOSOME 17/0.00021:171:27// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q 10411/, 'l". 

F-PLAC E1 01 1 332//DNA-DAMAGE-RE PAIR/TOLERATION PROTEIN DRT1 01 PRECURSOR.//7.3e-27:113:52// 
40 ARABIDOPSIS THALIANA (MOUSE-EAR CRESS).//Q05211 . 

F-PLACE1011340//!!!! ALU SUBFAMILY J WARNING ENTRY- !!!!//2.6e-07:40:62//HOMO SAPIENS (HUMAN).// 
P39188 ' 

F-PLACE1 01 1 371//INTER-ALPHA-TRYPS1N INHIBITOR HEAVY CHAIN H2 PRECURSOR (ITI HEAVY CHAIN 
H2).//2.2e-54:227:44//MUS MUSCULUS (MOUSE)7/Q61 703 J V- ; V 
45 F-PLAC E1 01 1 375//PROBABLE E5 PROTEIN.//0.93:28:57//HUMArij PAPILLOMAVIRUS TYPE 51 .//P26553 

F-PLACE1011399//HISTONE H2B-IV7/0.19:129:27//VOLVOX CARTER!. //P1 6868 
F-PLACE1011419 

F-PLACE1011433//ZINC FINGER PROTEIN GLI3 (FRAGMENT)7/3.4e-05:133:24//GALLUS GALLUS (CHICK- 
EN).//P55879 ; I V , 

50 F-PLACE1011452//LINE-1 REVERSE TRANSCRIPTASE .HO*MOl_OG.//3.9e-25:76:63//HOMO SAPIENS (HU- 

MAN)7/P08547 

F-PLAC E1 01 1465//ECTODERMAL DYSPLASIA PROTEIN (EDA PROTEIN).//0.97:36:41//HOMO SAPIENS (HU- 
MAN) V/Q92838 

F-PLACE1011472//METALLOTHIONEIN-1 (CUMT-1).//0.084:55:3b//HOMARUS AMERICANUS (AMERICAN 
55 LOBSTER).//P29499 ' 

F-PLACE1011477//CELL SURFACE GLYCOPROTEIN 1 PRECURSOR (OUTER LAYER PROTEIN B) (S-LAYER 
PROTEIN 1)7/0.028:129:34//CLOSTRIDIUM THERMOCELLUMC//Q06852 

F-PLACE1 01 1 492//NON -GREEN PLASTID TRIOSE PHOSRHAJEJRANSLOCATOR PRECURSOR (CTPT).// 
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2.9e-13:147:31//BRASSICA OLERACEA (CAUUFLOWER)7/P52178 

F-PLAC E1 01 1 503//PUTATIVE FERREDOXIN-LIKE PROTEIN IN PURL-DPJ INTERGENIC REGION (086)7/0.66: 

32:40//ESCHERICHIACOLI7/P52102 ' 

F-PLACE1011520 

5 F-PLACE1011563//LORICRIN7/0.00023:112:39//HOMO SAPIENS (HUMAN).//P23490 

F-PLACE1011567//!!!! ALU SUBFAMILY SX WARNING ENTRY H!!//9.2e-31 :78:76//HOMO SAPIENS (HUMAN).// 
P39195 ^ 

F-PLACE1011576//ZINC FINGER PROTEIN 91 (ZINC FINGER ; PROTEIN HTF10) (HPF7)7/1 .5e-32:45:86//HO- 

MO SAPIENS (HUMAN).//Q05481 s ^fp!'' 1 .! 

10 F-PLACE1011586//N-TYPE CALCIUM CHANNEL ALPHA-1#SUSGJNIT (OMEGA-CONOTOXIN-SENSITIVE N- 

TYPE, BRAIN CALCIUM CHANNEL ALPHA-1 SUBUN IT) 7/0:26:81 :37//HOMO SAPIENS (HUMAN) 7/Q00975 

F-PLACE1011635//IMMEDIATE-EARLY PROTEIN IE180.//0:6pb45":i70:30//PSEUDORABIES VIRUS (STRAIN 

INDIANA-FUNKHAUSER /BECKER) (PRV)7/P11675 ! :'. 

F-PLACE1011641 : ' 

15 F-PLAC E1 01 1643//CUTICLE COLLAGEN 40.//1 .0:128:32//CAENORHABDITIS ELEGANS.//P34804 

F-PLACE1011646//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .1e-15:44:63//HOMO SAPIENS (HUMAN).// 

P39188 

F- PLAC E 1 01 1 649//H YPOTH ETIC AL PROTEIN F-21 57/0.48:1 06 :34//HU MAN ADENOVIRUS TYPE 2.//P03291 
F-PLACE1011650 

20 F-PLACE1011664//CROOKED NECK PROTEIN7/1.2e-79:201:68//DROSOPHILA MELANOGASTER (FRUIT 

FLY).//P17886 

F-PLACE1011675//FERREDOXIN7/1.0:44:29//METHANOCOCCUSTHERMOLITHOTROPHICUS.//P21305 
F-PLACE1011682//HYPOTHETICAL 7.0 KD PROTEIN I N RP&26 A-COX4 INTERGENIC REGION.//1 .0:40:22// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P53098. .\ ' 
25 F-PLACE1011719//NEUROTOXINTX2-67/0.90:31:35//PHONEUTRIANIGRIVENTER(BRA^ 
DER)7/P29425 

F-PLACE1 01 1 725//NUCLEOBINDIN PRECURSOR (NUCB1) (BONE 63 KD CALCIUM-BINDING PROTEIN).// 
0.0065: 125:25//RATTUS NORVEGICUS (RAT)7/Q63083 ' ,;■]/ 

F-PLACE1 01 1 729//SRY-RELATED PROTEIN LG27 (FRA!3MENT)7/0.97:48:39//EUBLEPHARIS MACULAR- 
30 IUS.//P40654 y'^^c- 

F-PLACE1011749 

F-PLACE1011762//D-BINDING PROTEIN (DBP) (ALBUMIN^; BOX-BIN DING PROTEIN).//0.028:91 :39//MUS 
MUSCULUS (MOUSE)7/Q60925 '* V-lZl'M 

F-PLACE1011778 'if!?'* 1 
35 F-PLAC E1 01 1783//EMBRYONIC GROWTH/DIFFERENTIATION FACTOR 1 PRECURSOR (GDF-1)7/0.97:48: 

43//MUS MUSCULUS (MOUSE) 7/P20863 ^ .. ^ _ 

F-PLACE1 01 1 858//COLLAGEN 1(X) CHAIN PRECURSOR 7/0^027:1 54:i33//BOS TAURUS (BOVINE).//P23206 
F-PLACE1 01 1874//BACTERIOCHLOROPHYLL A PROTEIN (BfeHL A PROTEIN) (BCP).//1 .0:60:26//PROSTHE- 
COCHLORIS AESTUARII7/P11741 
40 F-PLAC E 1 0 11 875//H YPOTH ETIC AL 6.6 KD PROTEIN IN GP54-ALT INTERGENIC REGION.//0.99:34:35//AC- 

TERIOPHAGE T47/P39495 

F-PLACE1011891//SMOOTHELIN7/0.018:122:31//HOMO SAPIENS (HUMANJ7/P53814 

F-PLACE1011896//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//6.3e-09:203:35// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P1 7437 J 
« F-PLAC E1 01 1922//CRYPTD IN-RELATED PROTEIN 4C-2 PRECURSOR (CRS4C) 7/0.067:37 :48//MUS MUSCU- 

LUS (MOUSE)7/P50715 J r.\ -c 

F-PLACE1 01 1 923//SERINE/TH REONINE-PROTEIN KINASE SNK (EC 2.7.1.-) (SERUM INDUCIBLE KINASE).// 
1.5e-83:175:89//MUS MUSCULUS (MOUSE)7/P53351 

F-PLAC E1 01 1962//M ATI NG-TYPE PHEROMONE BAP1(2)^ PRECURSOR.//0.50:46:41//SCHIZOPHYLLUM 
50 COMMUNE (BRACKET FUNGUS)7/Q02593 „ ;^V V >, % 

F-PLACE1011964//LINE-1 REVERSE TRANSCRIPTASE ^ ftb r M6LbG7/1 .6e-05:47:51//NYCTICEBUS COU- 
CANG (SLOW LORIS)7/P08548 ^ ? 

F-PLACE1011982//APICAL MEMBRANE ANTIGEN 1 PRECURSOR (MEROZOITE SURFACE ANTIGEN) 7/0.98: 
83:31//PLASMODIUM FRAGILE7/P22622 • '^ i'i'Tc 

55 F-PLACE1011995 >/A*'* " 

F-PLAC E 1 0 1 203 1 //H Y POTH ETI C AL PROTEIN KIAA02547/0 : 032:62:33//HOMO SAPIENS (HUMAN) 7/Q92543 
F-PLACE2000003//!!!! ALU SUBFAMILY SP WARNING ENTRV !!!!//5.4e-18:63:73//HOMO SAPIENS (HUMAN).// 
P39193 ... v ns- 

» 1 ! . " 
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F-PLACE2000006//ANNEXIN VII (SYNEXIN) (FRAGMENT).//0.14:20:50//BOS TAURUS (BOVINE).//P20072 
F-PLACE2000007//PROLINE-RICH PROTEIN MP-3 (FRAGMENT)7/0.0045:176:30//MUS MUSCULUS 
(MOUSE).//P05143 

F-PLACE2000011//!!!! ALU SUBFAMILY SQ WARNING ENTRY !L!!//3.6e-25:57:78//HOMO SAPIENS (HUMAN).// 
5 P39194 t ' ^ 

F-PLACE2000014//HYPOTHETICAL HELICASE C28H8;3;t!lN -CHROMOSOME 1117/0.00013:237:27// 
CAENORHABDITIS ELEGANS.//Q09475 ■>'.:' , - ; • 

F-PLACE2000015//!!!! ALU SUBFAMILY SP WARNING ENTRM:H!)/fl .46-33:60 :80//HOMO SAPIENS (HUMAN).// 
P39193 , • 

10 F-PLAC E2000017//FOLATE RECEPTOR BETA PRECURSOR (FR-BETA) (FOLATE RECEPTOR 2) (FOLATE 

RECEPTOR, FETAL7PLACENTAL) (PLACENTAL FOLATE-BINDING PROTEIN) (FBP)//1 .0:83:31//HOMO SAPI- 
ENS (HUMAN).//P1 4207 

F-PLACE2000021//EPHRIN TYPE-A RECEPTOR 4 PRECURSOR,r(EC 2.7.1.112) (TYROSINE-PROTEIN KI- 
NASE RECEPTOR CEK8).//0.99:103:26//GALLUS GALLUS (CHICK EN) 7/Q07496 
15 F-PLACE2000030//MALE SPECIFIC SPERM PROTEIN MST84DA.//0.69:29:44//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY) 7/Q01 642 

F-PLACE2000033//PROBABLEOXIDOREDUCTASE(EC1.-.-.-)y/1.1e-05:74:41//STREPTOMYCESANTIBIOTI- 
CUS.//Q03326 

F-PLACE2000034//AXONIN-1 PRECURSOR (AXONAL GLYCOPROTEIN TAG-1) (TRANSIENT AXONALGLYC- 
20 OPROTEIN 1).//6.7e-18:191:35//HOMO SAPIENS (HUMAN).//Q02246 

F-PLACE2000039//DYNEIN HEAVY CHAIN, CYTOSOLIC (DYHC) (MAP 1C).//4.7e-80:163:96//RATTUS NOR- 
VEGICUS (RAT).//P38650 . [ ... 

F-PLACE2000047//!!!! ALU SUBFAMILY SB2 WARNING' .EISITRY !!!!//6.4e-06:63:49//HOMO SAPIENS (HU- 
MAN).//P39191 * " ?< " 

25 F-PLACE2000050//!!!! ALU SUBFAMILY SC WARNING ENTRY !!l!//3.2e-22:74:64//HOMO SAPIENS (HUMAN).// 

P39192 * 
F-PLACE2000061 - s ^w^ft.- 

F-PLACE2000062//GLUCOSE STARVATION-INDUCIBLE PROTEIN B (GENERAL STRESS PROTEIN B)7/1 .9e- 
06:108:37//BACILLUS SUBTILIS.//P26907 \ ^-.^ 

30 F-PLACE2000072//2INC FINGER PROTEIN 1 657/3. 5e-34:1 75:49^7HOMO SAPIENS (HUMAN).//P49910 

F-PLACE2000097//RIBONUCLEASE PANCREATIC (EC 3.1 .27. (RNASE 1) (RNASE A)7/0.36:39:38//ONDAT- 
RA ZIBETHICUS (MUSKRAT)7/P00681 ■": ¥ /V* : 

F-PLACE2000100 ' V.V^;'/".} ;.' 

F-PLACE2000103//TUBULIN ALPHA-4 CHAIN (FRAG M ENTS) 7/0 .18: 32 : 37//Z E A MAYS (MAIZE)7/P33626 
35 F-PLACE2000111//CMRF35 ANTIGEN PRECURSOR.//0.656;i.07:'27//HOMO SAPIENS (HUMAN).//Q08708 

F-PLACE2000115//DIAMINOPIMELATE EPIMERASE (EC 5!l '.S ./f (DAR EPIMERASE) (FRAGMENT)7/1 .0:21 : 
52//CLOSTRID IUM PERFRINGENS7/Q461 85 ' ' " 

F-PLACE2000124//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.4e-37:108:68//HOMO SAPIENS (HU- 
MAN)7/P39194_ . 

40 F-PLAC E20001 32//PROBABLE MEMBRANE ANTIGEN GP857/0.99:133:29//EPSTEIN-BARR VIRUS (STRAIN 

B95-8) (HUMAN HERPESVIRUS 4)7/P03224 

F-PLAC E2000136//VASOACTIVE INTESTINAL POLYPEPTIDE RECEPTOR 2 PRECURSOR (VIP-R-2) (PITUI- 
TARY ADENYLATE CYCLASE ACTIVATING POLYPEPTIDE TYPE III RECEPTOR) (PACAP TYPE III RECEP- 
TOR) (PACAP-R-3)7/0.83:65:32//MUS MUSCULUS (MOUSE).//P41588 
45 F-PLAC E20001 40 ' r : ..>'> 

F-PLACE2000164//TIPD PROTEIN 7/5. 7e-1 2: 190:28//DICTYOSTELIUM DISCOIDEUM (SLIME MOLD).// 
015736 < 

F-PLACE2000170//BACTERIOCIN CARNOBACTERIOCIN BM1 PRECURSOR (CARNOBACTERIOCIN B1)7/ 
1 .0:30:26//CARNOBACTERIUM PISCICOLA7/P38579 -VlSfc-k 5. 
50 F-PLAC E20001 72 ' r Z. 

F-PLACE20001 76//HYPOTHETICAL PROTEIN AF05267/0;76:44:;43//ARCHAEOGLOBUS FULGIDUS 7/029724 
F-PLACE2000187//EM-LIKE PROTEIN GEA67/0.84:42:35//Af3AMDd.PSIS THALIANA (MOUSE-EAR CRESS).// 
Q02973 

F-PLACE2000216 

55 F-PLACE2000223//NEUROTOXIN III (LQQ IM)7/0.99:38:34//LElURUS.QUINQUESTRIATUS QUINQUESTRIA- 

TUS (EGYPTIAN SCORPION)7/P01487 £ V 'I 

F-PLAC E2000235 ^J^'V-- \ 

F-PLACE2000246//RING CANAL PROTEIN (KELCH PROTEIN)7/5.1e-37:121 :42//DROSOPHILA MELA- 
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NOGASTER (FRUIT FLY) 7/004652 

F-PLACE2000264//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//2.4e-05:77:42//HOMO SAPIENS (HU- 
MAN )7/P39 191 

F-PLACE2000274//DYNEIN BETA CHAIN, CILIARY.//5.3e-46:232:45//TRIPNEUSTES GRATILLA (HAWAIAN 
5 SEAURCHIN).//P23098 • 

F-PLACE2000302//TRICHOHYALIN.//1.5e-06:215:29//ORYCTOLAGUSCUNICULUS(RABBIT)y/P37709 
F-PLACE2000305//!!!! ALU SUBFAMILY J WARNING ENTRYJ!J!//5.3e-06:33:66//HOMO SAPIENS (HUMAN).// 
P39188 ..V'uL: 5 :^. 

F-PLACE2000317//TOXIN C13S1C1 PRECURSOR7/0.44:45:33//DENDROASPIS ANGUSTICEPS (EASTERN 
10 GREEN MAM BAJ.//P 18329 ; : - 

F-PLACE2000335//!!!! ALU SUBFAMILY SX WARNING ENTRY M!!//7.9e-08:35:71//HOMO SAPIENS (HUMAN).// 
P39195 . \ -V / 

F-PLAC E2000341 //SODIUM/GLUCOSE COTR AN S P 0 RTE R 1 ( N A(+)/GLU COSE COTRANSPORTER 1) (HIGH 
AFFINITY SODIUM-GLUCOSE COTRANSPORTER) 7/0 .01 4:141 :24//ORYCTOLAG US CUNICULUS (RABBIT).// 
15 P11170 

F-PLACE2000342//HYPOTHETICAL24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGION.//5.7e-09:96:38// 
AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS ( ACM NPV)7/P4 1479 
F-PLACE2000347//ZINC FINGER PROTEIN 1 777/5. 9e-05:49:53//HOMO SAPIENS (HUMAN)7/Q13360 
F-PLACE2000359//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//7.5e-10:69:52//HOMO SAPIENS (HUMAN).// 
20 P39194 ' • ■ 

F-PLACE2000366 ' V 

F-PLACE2000371//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN)7/1 .5e-05:216: 
29//HOMO SAPIENS (HUMAN)7/P54259 

F-PLACE2000373//MAX BINDING PROTEIN MNT (ROX PROTEIN) (MYC ANTAGONIST MNT)7/0.27:63:33// 
25 HOMO SAPIENS (HUMAN) 7/Q99583 

F-PLACE2000379//HYPOTHETICAL GENE 1 PROTEIN7/0.72:'l20:31//EQUINE HERPESVIRUS TYPE 1 
(STRAIN AB4P)(EHV-1)7/P28978 : '^t'jl f V. t ; 

F-PLACE2000394//BASIC PROLINE-RICH PEPTIDE P-E M (l^^.l95;40:42//HOMO SAPIENS (HUMAN).// 
P02811 '. ^^S'y 

30 F-PLAC E2000398//RI BONUCLEAS E PRECURSOR (EC 3.1 :27c) 7/0,88:88: 31 //AEROMON AS HYDRO PHI LA.// 

Q07465 >x,,:^. , 

F-PLAC E2000399//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (CD99) (MIC2 PRO- 
TEIN) (12E7).//7.6e-16:180:39//HOMO SAPIENS (HUMAN)7/P14209 r * 

F-PLAC E2000404//PROBABLE LEUCYL-TRNA SYNTHETASE A( EC 6.1.1.4) (LEUCINE-TRNA LIGASE) 
35 (LEURS)7/1.7e-94:243:64//CAENORHABDITIS ELEGANS 7/009996 Y • 

F-PLAC E20004 11 //SERINE/THREONINE PROTEIN PHOSPHATASE 5 (EC 3.1.3.16) (PP5) (PROTEIN PHOS- 
PHATASE T) (PPT) (FRAGMENT)7/1.2e-09:78:39//MUS MUSQULUS (MOUSE)7/Q60676 
F-PLAC E200041 9//!!!! ALU SUBFAMILY J WARNING ENTRY ! ! !!//2.'6e-20:61 :62//HOMO SAPIENS (HUMAN)7/ 
P39188 

40 F-PLAC E2000425//HYPOTHETICAL 11.9 KD PROTEIN IN MSB2-UGA1 INTERGENIC REGION7/0.98:75:32// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P532 1.1 / 

F-PLACE2000427//INSULIN PRECURSOR7/0.98:55:34//GERCOPITHECUS AETHIOPS (GREEN MONKEY) 
(GRIVET)7/P30407 ■■ ( 

F-PLAC E2000433//H ! ! ALU SUBFAMILY J WARNING ENTRY !!!!//7-.5e-07:65:50//HOMO SAPIENS (HUMAN).// 
45 P39188 

F-PLAC E2000435 

F-PLAC E2000438//HYPOTHETICAL 67.9 KD PROTEIN ZK688!8 IN CHROMOSOME lll.//4.7e-66:178:47// 
CAENORHABDITIS ELEGANS7/P34678 • \2 h' 

F-PLAC E2000450//!!!! ALU SUBFAMILY SX WARNING ENTRY' !!i!//2.1e-23:88:62//HOMO SAPIENS (HUMAN).// 
50 P39195 ' *$$8XL& ' 

F-PLAC E2000455//TOXIN II (TOXIN 11.10.9.2) (FRAGMENT)7/6fo;93f18:44//CENTRUROIDES LIMPIDUS LIM- 
PIDUS (MEXICAN SCORPION)7/P45630 " 

F-PLAC E2000458//CADH ERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN)7/3.1e-23: 
165:40//DROSOPHILA MELANOGASTER (FRUIT FLY) 7/P33450. ':.}!' I 
55 F-PLAC E2000465//!!!! ALU SUBFAMILY J WARNING ENTRY. !H!//3.6e-23:73:63//HOMO SAPIENS (HUMAN).// 

P39188 " *'?/\ 5"'* A 

F-PLAC E2000477//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!f//4.4e-37:90:78//HOMO SAPIENS (HUMAN).// 
P39194 ' 
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F-PLACE3000004//EYES ABSENT HOMOLOG 3.//1 .1e-09:27:100//MUS MUSCULUS (MOUSE)7/P97480 
F-PLACE3000009//PUTATIVE CUTICLE COLLAGEN C09G5.6.//0.0061:148:34//CAENORHABDITIS ELE- 
GANS.//Q09457 

F- PLAC E3000020//AD EN YLATE CYCLASE, OLFACTIVE. TYPE ;(EC- 4.6.1 .1) (TYPE III) (ATP PYROPHOS- 
5 PHATE-LYASE) (ADENYLYL CYCLASE)7/8.8e-93:193:92//RATTUS NORVEGICUS (RAT)y/P21932 

F-PLACE3000029//50S RIBOSOMAL PROTEIN L31 E.//0.1 5:50:38//M ETHAN OCOCCUS JANNASCHII.//P54009 

F-PLACE3000059//TCP1 -CHAPERONIN COFACTOR A7/0.96:50:34//BOS TAURUS (BOVINE).//P48427 

F- PLAC E3000070//H YPOTH ETIC AL 17.1 KD PROTEIN IN PUR5 3'REGION.//0.29:22:59//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST)y/P38898 < . . ' 

JO F-PLACE3000103//LYSIS PROTEIN (E PROTEIN) (GPE)y/0.99:53:32//BACTERIOPHAGE ALP HA-3.//P3 1280 

F-PLACE3000119//I!!! ALU SUBFAMILY SB WARNING ENTRY iil!//5.4e-41 :87:78//HOMO SAPIENS (HUMAN).// 

P39189 ./ C*,-..., 

F-PLAC E30001 21 //VESICULAR TRAFFIC CONTROL PROTEIN SEC1 51/1 .0e-07:269:22//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST)7/P22224 . ' ' * 

15 F-PLACE3000124//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .2e-29:97:73//HOMO SAPIENS (HUMAN).// 

P39188 

F-PLACE3000136//PARS INTERCEREBRALIS MAJOR PEPTIDE D1 (PMP-D1).//0.77:26:42//LOCUSTAMIGRA- 
TORIA (MIGRATORY LOCUST) y/P80059 

F-PLACE3000142//HYPOTHETICAL 7.1 KD PROTEIN IN NAD2 3'REGION (ORF 63)7/0.82:34:41//MARCHAN- 
20 TIA POLYMORPHA (LIVERWORT)7/P38468 - , , V 

F-PLACE3000145//TENSIN.//3.5e-91 :238:74//GALLUS GALLUS (CHICKEN) .//Q04205 

F-PLACE3000147//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//4.4e-30:61 :65//HOMO SAPIENS (HUMAN).// 
P39194 • 

F-PLAC E3000148//POL POLYPROTEIN [CONTAINS: PROTEASE-(EC 3.4.23.-); REVERSE TRANSCRIPTASE 
25 (EC 2.7.7.49); ENDONUCLEASEJ7/1 .4e-18:226:34//GIBBON^E LEUKEMIA VIRUS7/P21414 

F-PLACE3000155//EXTENSIN PRECURSOR (PROLIN E-RICH.dL^c6PROTEIN).//0. 0001 4:1 07:33//ZEA MAYS 
(MAIZE).//P14918 r^(t 

F-PLACE3000156//POL POLYPROTEIN [CONTAINS: PROTEASE^ EC 3.4.23.-); REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE]y/2.7e-19:169:30//BABOON EI^PPGENOUS VIRUS (STRAIN M7)y/P10272 
30 F-PLACE3000157//PROBABLE SERINE/THREONINE-PROTEINXINXsE CY50.1 6 (EC 2.7.1 .-).//0.0061 :92:30// 

MYCOBACTERIUM TUBERCULOSIS.//Q1 1053 .■ " ' rl ; V 

F-PLACE3000158//!!!! ALU SUBFAMILY SB WARNING ENTRY !! ! !/%!7e-49 :56:80//HOMO SAPIENS (HUMAN).// 
P39189 ! f/ J V '\ 

F-PLACE3000160//DNA TRANSFORMATION PROTEIN TFOX (COMPETENCE ACTIVATOR) (PROTEIN SXY).// 
35 0.39:94:34//HAEMOPHILUS INFLUEN2AE.//P43779 '"'I'" 'T"/' . 

F-PLACE3000169//!!!! ALU SUBFAMILY SP WARNING ENTRY '!!!!//5.6.e-28:99:59//HOMO SAPIENS (HUMAN).// 
P39193 

F-PLACE3000194//PROLINE-RICH PROTEIN LAS17.//0.91 :80:36//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YE AST) y/Q 12446 

40 F-PLACE30001 97//N EURO FILAMENT TRIPLET M PROTEIN (160* KD NEUROFILAMENT PROTEIN) (NF-M).// 

0.24: 119:32//GALLUS GALLUS (CHICKEN).//P1 6053 

F-PLAC E30001 99//EXTENSI N PRECURSOR (CELL WALlL. HYDROXYPROLIN E-RICH GLYCOPROTEIN).// 
0.76:87:37//NICOTIANATABACUM (COMMON TOBACCO).//P 13983 

F-PLAC E3000207//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.5e-09:32:78//HOMO SAPIENS (HUMAN).// 
45 P39188 . 

F-PLACE3000208 

F-PLACE3000218//IM! ALU SUBFAMILY SQ WARNING ENTR^!!ii//7.2e-34:96:70//HOMO SAPIENS (HUMAN).// 
P39194 

F-PLAC E3000220//OSTEOCALCI N (GAMMA-CARBOXYGLUTAMIC ?ACID-CONTAINING PROTEIN) (BONE 
50 GLA- PROTEIN) (BGP)y/0.46:13:53//CANIS FAMILIARIS [bO&)Vi£&i'4& 

F-PLACE3000221//!!!! ALU SUBFAMILY J WARNING ENTRY ; !!!!^2l8e^4:178:45//HOMO SAPIENS (HUMAN).// 
P39188 /"":'> 

F-PLACE3000226//30S RIBOSOMAL PROTEIN Sl87/0.98:38:34//NEISSERIA GONORRHOEAEy/007815 
F- PLAC E3000230//M ETALLOTH ION E I N (MT)y/0.97:25:48//OREbCHROMIS MOSSAMBICUS (MOZAMBIQUE 
55 TILAPIA) (TILAPIA MOSSAMBICA).//P52726 I " 

F-PLAC E3000242//MELANOMA-ASSOCIATED ANTIGEN 8=(MA.GE-8 ANTIGEN). //8. Oe-21 :1 21 :39//HOMO SA- 
PIENS (HUMAN).//P43361 . .... , .. 

F-PLACE3000244//PROTEIN TSG24 (MEIOTIC CHECK POINT REGULATOR) .//2.3e-125:264:87//MUS MUS- 
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CULUS (MOUSE)7/P53995 

F-PLACE3000254//RTOA PROTEIN (RATIO-A)7/0.99:142:23//DICTYOSTELIUM DISCOIDEUM (SLIME 
MOLD)7/P54681 

F-PLACE3000271//!!!! ALU SUBFAMILY J WARNING ENTRY^!!!!//2,2e-12:63:53//HOMO SAPIENS (HUMAN).// 
5 P39188 v : ;v ; 

F-PLACE3000276//COLLAGEN ALPHA 1 (VIM) CHAIN PRECURSOR (ENDOTHELIAL COLLAGEN).//1 .0:55:38// 
HOMO SAPIENS (HUMAN) 7/P27658 " 1 • 

F-PLACE3000304//DNA-BINDING P52/P1 00 COMPLEX, 1 00 KD£UBUNIT (FRAGMENTS).//0.0028:31 :54//HO- 
MO SAPIENS (HUM AN).//P30808 *■ '* 

10 F-PLACE3000310//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUySIAN ATROPHY PROTEIN).//0.98:82:34// 

RATTUS NORVEGICUS (RAT)7/P54258 ^C-^T^ < 

F-PLAC E3000320 . \ . 

F-PLAC E3000322//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 1 PRECURSOR.//2.2e-22:61 :52// 
ORYZA SATIVA (RICE)7/P25074 " " ■ 

is F-PLACE3000331 //SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0.32:15:53//HOMO SAPIENS 

(HUMAN).//P22532 

F-PLACE3000339//CHORION PROTEIN S197/0.34:89:37//DROSOPHILA VIRILIS (FRUIT FLY)7/P24516 
F-PLAC E3000341//NADH-UBIQU I NONE OXIDOREDUCTASE CHAIN 1 (EC 1 .6.5.3) (FRAGMENT)7/1 .0:47:38// 
COTURNIX COTURNIX JAPONICA (JAPANESE QUAIL)7/P24968 
20 F-PLAC E3000350//SERI NE/TH REON IN E- PROTEIN KINASE • SULU (EC 2.7.1 .-)7/3.9e-50:1 68:60// 

CAENORHABDITIS ELEGANS 7/P46549 

F-PLACE3000352//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//7.8e-29:76:71//HOMO SAPIENS (HUMAN).// 
P39194 . 

F-PLAC E3000353//POLYPEPTTOE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- 
25 UDP ACETYLGALACTOSAMINYLTRANSF ERASE) (UDR-GALN AC: POLYPEPTIDE, N- ACETYLGALACTOS- 

AMINYLTRANSFERASE) (G ALN AC-T1 ) 7/3 . 0e-09 : 1 00 :4 i //H O MO 'SAP I ENS (H UM AN). //Q 10472 

F-PLAC E3000362//HYPOTHETICAL PROTEIN TP00647/1 .0:75-26//TREPONEMA PALLIDUM.//O83103 

F-PLAC E3000363//M ETALLOTH IO N El N (MT)7/0.067:42:33V/^TAc6s' FLUVIATILIS (BROAD-FINGERED 

CRAYFISH) (ASTACUS ASTACUS)7/P55951 . ; 

30 F-PLACE3000365//LYSIS PROTEIN (E PROTEIN) (GPE) 7/1 10 :65:27//BACTERIO PHAGE PHI-K7/Q38040 

F- P LAC E3000373//RETROVIRUS- RELATED ENV POLYPRO.TEIN7/1.5e-18:90:47//HOMO SAPIENS (HU- 

MAN)7/P10267 t- -^t. /> 

F-PLACE3000388 ' W; 

F-PLAC E3000399//! ! ! ! ALU SUBFAMILY SP WARNING ENTRY.!!!!//6.3e-45:60:75//HOMO SAPIENS (HUMAN).// 
35 P39193 •■ i' • • 

F-PLACE3000400 

F-PLACE3000401//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.6e-09:46:73//HOMO SAPIENS (HUMAN).// 
P39188 , 

F-PLACE3000402//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0.036:43:44//HOMO SAPIENS (HUMAN).// 
40 P39188 

F-PLACE3000405//POSTERIOR PITUITARY P EPTIDE 7/0. 70 :25:40//BOS TAURUS (BOVINE)7/P01154 
F-PLACE3000406//!!!! ALU SUBFAMILY SX WARNING ENTRY^!!!!//4.3e-09:49:67//HOMO SAPIENS (HUMAN).// 
P39195 

F-PLACE3000413//MALE SPECIFIC SPERM PROTEIN MST87F.//0.12:42:40//DROSOPHILAMELANOGASTER 
45 (FRUIT FLY)7/P081 75 

F-PLACE3000416//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE' I) 7/0.67:236:21 //BOS TAURUS (BOVINE).// 

P35662 .U^;^-: 

F-PLACE3000425//PROLINE-RICH PEPTIDE P-B7/O.45:19:4^/H0MO. SAPIENS (HUMAN).//P02814 
F- P LAC E3000455//AM E LOG E N I N , CLASS I PRECURSOR.//di6673;8:f:43//BOS TAURUS (BOVINE)7/P02817 
50 F-PLACE3000475//8.6 KD TRANSGLUTAMINASE SUBSfRATE7/f:b:53:32//TACHYPLEUS TRIDENTATUS 

(JAPANESE HORSESHOE CRAB)7/P81281 . , ; ' 

F-PLACE3000477//MUSCARINIC TOXIN 7 (MT-7)7/0.13:55:3^/bENDROASPIS ANGUSTICEPS (EASTERN 
GREEN MAMBA)7/P80970 

F-PLACE4000009//MYOSIN HEAVY CHAIN, SMOOTH MUSCLE ISO FORM (SMMHC) (FRAGMENT)7/7.0e-19: 
55 180:27//HOMO SAPIENS (HUM AN)7/P35749 • 

F-PLACE4000014//X-LINKED HELICASE II (X-LINKED NUCLEAR PROTEIN) (XNP).//3.2e-15:193:30//HOMO 
SAPIENS (HUMAN)7/P461 00 

F-PLACE4000034//BRIDE OF SEVENLESS PROTEIN PRECURSOR.//0.0024:97:29//DROSOPHILA MELA- 
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NOGASTER(FRUITFLY)y/P22815 ' \ >/ 

F-PLACE4000049//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!l//3.8e-32:79:75//HOMO SAPIENS (HUMAN).// 
P39194 O-.V: "* 

F- PLAC E4000052//ATP-BI N DING CASSETTE TRANS PpjjijM&r I t7/2.2e-99:178:97//MUS MUSCULUS 
5 (MOUSE).//P41233 ^:^V? f ; , 

F- PLAC E4000063//IM M ED I ATE- EARLY PROTEIN7/0.0017:159:25//HERPESVIRUS SAIMIRI (STRAIN 11).// 

Q01042 7/ 

F-PLACE4000089 ' " \ [- 

F-PLACE4000093 - *0> 

W F-PLACE4000100//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .5e-14:68:60//HOMO SAPIENS (HUMAN).// 

P39188 [ ' 

F-PLACE4000106//1 A PROTEIN [CONTAINS: H ELI CASE; M ETHYLTR ANS FE RAS EJ7/1 .0:46:41 //BROAD BEAN 
MOTTLE VIRUS7/Q00020 - M 

F-PLACE40001 28//HYPOTHETICAL PROTEIN E-11 57/0.00020:1 01 :30//HU MAN ADENOVIRUS TYPE 2.// 
J5 P03290 

F-PLACE4000129//CORNIFIN B (SMALL PROLINE-RICH PROTEIN IB) (SPR-IB) (14.9 KD PANCORNULIN).// 

0.15:57:31//HOMO SAPIENS (HUMAN).//P22528 

F-PLACE4000131 

F-PLAC E4000147//COMPETENCE PHEROMONE PRECURSOR 7/1 .0:45:24//BACILLUS SUBTILIS7/P45453 
20 F-PLACE4000156//ZINC FINGER PROTEIN 1367/2.1 e-88:194:59//HOMO SAPIENS (HUMAN).//P52737 

F-PLACE4000192//ZINC FINGER PROTEIN 142 (KIAA0236) (HA4654) 7/0.083: 148:26//HO MO SAPIENS (HU- 
MAN)7/P52746 

F-PLACE4000211//CALPHOTIN7/0.20:43:39//DROSOPHILA,MELANOGASTER (FRUIT FLY)7/Q02910 
F-PLACE4000222//!!!! ALU SUBFAMILY J WARNING EN TRY'! ! ! !//1 " 1 e -05 :20 :85//HOM O SAPIENS (HUMAN).// 
25 P39188 ; 7>^f. , 

F- PLAC E4000230//DIHYDRO FOLATE REDUCTASE (EC l^f^THYM IDYL ATE SYNTHASE (EC 2.1.1.45) 
(DHFR-TS)7/1.0:96:28//TRYPANOSOMABRUCEI BRUCEI7/Q27?83r 
F-PLACE4000233 * 

F- PLAC E4000247//M ETALLOTH IO N E I N (MT)7/1 .0e -05: 34:41 //f?LEU RON ECTES PLATESSA (PLAICE).// 
30 P07216 . !■ >u J 

F-PLACE4000250/A/PU PROTEIN (ORF-X PROTEIN) (UPX PROTeVn).//0.99:33:42//CAPRINE ARTHRITIS EN- 
CEPHALITIS VIRUS (CAEV)7/P31 834 ,i 1 . 

F-PLACE4000252//MALE SPECIFIC SPERM PROTEIN^ MST84DB.//0.42:24:45//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q01643 
35 F-PLACE4000259//PRE-MRNA SPLICING HELICASE BRR2 (EC 3:6 , .1 > .-)7/3.5e-09:189:32//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST) 7/P32639 

F-PLAC E400026 1 //P E REG Rl N (BR140 PROTEIN)7/5.0e-11:103:37//HOMO SAPIENS (HUMAN)7/P55201 
F-PLAC E4000269//I NTRAC ELLU LAR PROTEIN TRANSPORT "PROTEIN US01 7/0.037:181 :25//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST) 7/P25386 
40 F-PLAC E4000270//COAGULATION FACTOR VII PRECURSOR (EC 3.4.21 .21 ).//1.0:46:39//MUS MUSCULUS 

(MOUSE).//P70375 

F-PLACE4000300//50S RIBOSOMAL PROTEIN L327/0.81 :28:f 6//THERMUS AQUATICUS (SUBSP. THER- 
MOPHILUS)7/P80339 ' " ""' 

F-PLACE4000320//FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) (RAPAMYCIN TARGET PROTEIN).// 
45 1.6e-29:44:93//HOMO SAPIENS (HUMAN)7/P42345 . /,: 

F-PLACE4000323 ■ 
F-PLACE4000326//PARATHYMOSIN7/0.0018:54:48//HOMO l SApjfeN^ 

F-PLACE4000344//EPIDERMAL GROWTH FACTOR ( EG F) "(FJR^bM ENT) 7/0. 97:28:42//S US SCROFA (PIG).// 
Q00968 * , f\f* k J 

50 F-PLACE4000367//NEUROTOXIN 1 (TOXIN SHP-I) (SHN A) (NEUROTOXIN SHI)7/1 .0:33:36//STOICHACTIS 

HELIANTHUS (CARRIBEAN SEA ANEMONE) (STICHODACTYLA A ELI ANTHUS).//P 19651 
F-PLAC E4000369//EXTENSIN PRECURSOR (PROLINE-RIC.H GbYCOPROTEIN)7/0.071 :42:42//SORGHUM 
VULGARE (SORGHUM).//P241 52 ■ '\ 1 \" 

F-PLACE4000379//!!!! ALU SUBFAMILY SP WARNING ENTRY WM .4e-'16:54:77//HOMO SAPIENS (HUMAN).// 
55 P39193 ' 

F- PLAC E4000387//PHOTOS YSTEM II 4 KD REACTION CENTRE' PROTEIN PRECURSOR7/0.25:21:52//HOR- 
DEUM VULGARE (BARLEY), AND SECALE CEREALE (RYE)7/f^25877 

F-PLACE4000392//FERROCHELATASE (EC 4.99.1.1) (PROTOHEME FERRO-LYASE) (HEME SYNTHETASE) 
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(FRAGMENT)7/0.91 :36:50//YERSINIA PSEUDOTUBERCULOSIS.//Q05338 

F-PLACE4000401//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//4.4e-29:96:67//HOMO SAPIENS (HUMAN).// 
P39194 ' 

F-PLACE4000411//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.3e-1 8:41 :73//HOMO SAPIENS (HUMAN).// 
5 P39188 '•'V T V> : i 

F-PLACE4000431//PRE-MRNA SPLICING HELICASE BRR2 (EC 3.6.1 ; {-).//5.4e-21 :237:33//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST)7/P32639 ' ' ' * " 

F- PLAC E4000445//H YPOTH ETIC AL 99.7 KD PROTEIN IN SDL1 5'REGION PRECURSOR7/0.00081:210:26// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40442' " ' 
10 F-PLACE4000450//TRANSCRIPTION FACTOR HBP-1 A (HISTONE.SPECIFIC TRANSCRIPTION FACTOR 

HBP1)7/0.020:87:33//TRITICUM AESTIVUM (WHEATJ7/P23922 

F-PLACE4000465//METALLOTHIONEIN-IL (MT-1L) (MT1X) 7/0.20: 18:38//HOMO SAPIENS (HUMAN)7/P80297 
F-PLACE4000487//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .5e-19:73:52//HOMO SAPIENS (HUMAN).// 
P39188 
15 F-PLACE4000489 

F-PLACE4000494//NPC DERIVED PROLINE RICH PROTEIN f (NDPP-1).//0. 17:1 30:30//MUS MUSCULUS 
(MOUSE).//Q03173 

F-PLACE4000521//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE] (FRAGMENT)7/3.0e-05:50;36//MUS MUSCULUS (MOUSE).//P10400 
20 F- P LAC E4000522//N EUROGENIC LOCUS NOTCH HOMOLQG: PROTEIN 1 PRECURSOR7/1 .8e-45:231 :47// 

RATTUS NORVEGICUS (RAT).//Q07008 " ' ' " ^ 

F- P L AC E4000548// C YTOC H R O M E C-551 (C551)7/0.96:50:34//ECTOTHIORHODOSP1RA HALOPHILA7/ 

P00122 ; ^ffe*?; - 

F- P LAC E4000558//P RO BABL E UBIQUITIN CARBOXYL-TE RM iNAL HYDRO LAS E FAF (EC 3.1.2.15) (UBIQUI- 
25 TIN THIOLESTERASE FAF) (UBIQUITIN-SPECIFIC PROCESSJNG^ROTEASE FAF) (DEUBIQUITINATING EN- 

ZYME FAF) (FAT FACETS PROTEIN)7/1 .6e-28:223:36//DROSpPhirLA l MELANOGASTER (FRUIT FLY)7/P55824 
F-PLACE000581//P-SELECTIN PRECURSOR (GRANULE MEMBRANE PROTEIN 140) (GMP-140) (PADGEM) 
(CD62P) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MQLEcMe 3) (LECAM3)7/9.7e-11 :166:281/HOMO 
SAPIENS (HUMAN)7/P1 61 09 . 
30 F-PLACE4000590//POL POLYPROTEIN [CONTAINS: PROTEASE- (EC 3.4.23.-); REVERSE TRANSCRIPTASE 

(EC 2.7.7.49); ENDONUCLEASE]7/1 .6e-17:134:35//GIBBON APE LEUKEMIA VIRUS//P21414 
F-PLACE4000593//GONADOTROPIN-RELEASING HORMONE' RECEPTOR (GNRH-R)7/1 .0:54:29//RATTUS 
NORVEGICUS (RAT)7/P30969 

F-PLACE4000612//GAG POLYPROTEIN [CONTAINS: CORE' PROTEIN P15; INNER COAT PROTEIN P12; 
35 CORE SHELL PROTEIN P30].//2.6e-1 4:221 :32//MOLONEY ; MURINE SARCOMA VIRUS (STRAIN TS110).// 

P32594 

F-PLACE4000638//H YPOTH ETICAL 9.3 KD PROTEIN IN NRDB-INAA INTERGENIC REGION7/0.65:37:40//ES- 
CHERICHIACOLI7/P37910 

F-PLACE4000650//ZINC FINGER PROTEIN 1 6 (ZINC FINGERPRQTEIN KOX9) (FRAGMENT) 7/1 .0:33:33//HO- 
40 MO SAPIENS (HUMAN).//P17020 ' 

F-PLACE4000654 £ t c;..v 

F- PLAC E4000670//H YPOTH ETICAL 44.1 KD PROTEIN JN'RF?B$-CbC28 INTERGENIC REGION7/1 .6e-07:1 61 : 
25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P33313. 
F-SKNMC1000011//PUTATIVEIMPORTINBETA-4SUBUNIT^ 
45 31//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)%)60 1 00. ,. 

F-SKNMC1 00001 3//TRANSCRIPTION FACTOR BF-2 (BRAIN iFACTOp 2) (BF2) (CBF-2) (T-1 4-6)7/0.001 3: 128: 
35//GALLUS GALLUS (CHICKEN) 7/Q98937 ~L l *\ 

F-SKNMC1 000046//CUTICLE COLLAGEN 1 7/0.001 0:1 54:33//CAE*ljjORHABDITIS ELEGANS7/P081 24 
F-SKNMC1 000050//CALPAIN 2, LARGE [CATALYTIC] SUBUftflj (€0^3.4.22.17) (CALCIUM-ACTIVATED NEU- 
50 TRAL PROTEINASE) (CANP) (M-TYPE)7/3.2e-41:87:98//HOMb~S~APiENS (HUMAN).//P17655 

F-SKNMC1000091//NTAK PROTEIN (NEURAL- AND THYMUS-'DERIVED ACTIVATOR FOR ERBB KINASES).// 
0.0032:1 54:35//HOMO SAPIENS (HUMAN)7/0 14511 ' '^T *!*V 

F-THYR01 00001 7//PUTATIVE PYRIDOXAMINE 5'-PHOSPff ATE;" • OXI DAS E (EC 1.4.3.5) (PNP/PMP OXI- 
DASE) 7/1 .6e-23: 124 :37//C A ENORHABDITIS ELEGANS7/Q20939 ' 
55 F-THYR01 000026//!!!! ALU SUBFAMILY SC WARNING ENTRY !H!//3.0e-13:54:66//HOMO SAPIENS (HUMAN).// 

P39192 ! , 

F-THYR01 000034//H YPOTH ETICAL 10.4 KD PROTEIN7/0.16:44:34//HEPATITIS B VIRUS (SUBTYPE AYW).// 
P03163 
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F-THYRO1000035//CAMPATH-1 ANTIGEN PRECURSOR (CD52 ANTIGEN) (CDW52) (CAMBRIDGE PATHOL- 
OGY 1 ANTIGEN)7/0.83:59:37//MACACA FASCICULAR IS (CRAB EATING MACAQUE) (CYNOMOLGUS MON- 
KEY). //P32763 

F-THYRO1000040//60S RIBOSOMAL PROTEIN L37 (FRAGMENT)y/0.25:23:39//BOS TAURUS (BOVINE).// 
5 P79244 

F-THYR01 000070//HYPOTHETICAL 29.3 KD PROTEIN (ORF92).//2.3e-11:133:36//ORGYIA PSEUDOTSUGA- 
TA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV).//O10341 

F-THYRO1000072//C-PROTEIN, SKELETAL MUSCLE SLOW-ISOFORM.//1.5e-1 4:205 :29//HOMO SAPIENS 
(HUMAN).//Q00872 
10 F-THYR01 000085 

F-THYRO1000092//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS).//0.063:59:33//HOMO SA- 
PIENS (HUMAN).//P49901 ' : 
F-THYRO1000107 

F-THYRO1000111//LINE-1 REVERSE TRANSCRIPTASE- HOMOLOG.//5.0e-58: 11 0:67//NYCTICEBUS COU- 
15 CANG (SLOW LORIS)7/P08548 

F-THYRO1000121//SPLICEOSOME ASSOCIATED PROTEIN ,62^.(SAP 62) (SF3A66)7/2.6e-06:134:35//MUS 
MUSCULUS (MOUSE)7/Q62203 -' *' 'J. '. 

F-THYRO1000124//TENECIN 3 PRECURSORy/0.047:76:35//TENEBRld MOLITOR (YELLOW MEALWORM).// 
Q27270 

20 F-THYRO1000129//FBROSIN (FRAGMENT) .//0.35:43:34/MUS" MUSCULUS (MOUSE).//Q60791 

F-THYRO1000132//!!!! ALU SUBFAMILY J WARNING ENTRYj;!!//87e-.14:104:42//HOMO SAPIENS (HUMAN).// 
P39188 , 
F-THYRO1000156 .S 

F-THYR01 0001 63//HM ALU SUBFAMILY SB WARNING ENTRY' !Hl//3i7e-20:71 :71//HOMO SAPIENS (HUMAN).// 

25 P39189 J ,!Vf 

F-THYRO1000173//CLATHRIN COAT ASSEMBLY PROTEIN AP47 (CCaTHRIN COAT ASSOCIATED PROTEIN 
AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA1 47 KD SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN 
ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN) .//6.7e-8.8:21 6:76//MUS MUSCULUS (MOUSE)y/P35585 
F-THYRO1000186//!!!!ALU SUBFAMILY SC WARNING ENTRY !!!!//2.9e-24:72:77//HOMO SAPIENS (HUMAN).// 

30 P39192 

F-THYRO1000187 ^ 

F-THYRO1000190//PROTEIN TRANSPORT PROTEIN SEC61 BETA 2 SUBUNIT.//0.060:50:42//SACCHARO- 

MYCES CEREVISIAE (BAKER'S YEAST)y/P52871 

F-THYRO1000197 

35 F-THYR01 0001 99//HYPOTHETICAL 49.8 KD PROTEIN £2007.5 JN CHROMOSOME lll.//2.0e-06:88:35// 

CAENORHABDITIS ELEGANSy/34379 r -'V' 1 . ' 

F-THYR01 000206 

F-THYR01 000221 ' "*-\'\?? r - > 

F-THYR01 000241 //HYPOTHETICAL 11.8 KD PROTEIN* IN ,rtE65-RK2 INTERGENIC REGION.//1 .0:51 :35// 
40 AUTOGRAPHA CALIFORNIA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41661 

F-THYRO1000242//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)y/7.4e-37:137:36//HOMO SA- 
PIENS (HUMAN).//P51 523 / 

F-THYRO1000253//DNA-BINDING P52/P100 COMPLEX/ioO^KDVsUBONIT ( FRAGMENTS) .//0. 11:21 :52//HO- 

MO SAPIENS (HUMANJ.//P30808 • I s.. 

45 F-THYRO1000270//WDNM1 PROTEIN PRECURSORy/0.4p:52:32//MUS MUSCULUS (MOUSE).//Q62477 

F-THYRO1000279//BETA CRYSTALLIN A4.//0.97:64:26//BOS TAURUS (BOVINE).//P11842 

F-THYRO1000288//POTENTIAL CAAX PRENYL PROTEASE 1 *(EC 3:4.24.-) (PRENYL PROTEIN- SPECIFIC 

ENDOPROTEASE 1) (PPSEP 1).//3.4e-48:142:42//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).// 

Q 10071 s 
50 F-THYRO1000320//ZINC FINGER PROTEIN 14(ZFP-14) (KROX-9 PROTEIN) (FRAGMENT)y/0.87:35:45//MUS 

MUSCULUS (MOUSE)y/P1 0755 • * : 

F-THYR01 000327//HYPOTHETICAL 64.7 KD PROTEIN F26E4.11 IN CHROMOSOME I. //0.000 10:75:26// 
CAENORHABDITIS ELEGANSy/P90859 

F-THYRO1000343//CHROMOGRANIN A PRECURSOR (CGA) [CONTAINS: PANCREASTATIN; BETA-GRANIN; 
55 WE-14].//0.88:107:26//MUS MUSCULUS (MOUSE) y/P26339 ' " 

F-THYR01 000358//SELENIUM-BINDING LIVER PROTEirsJ.//4 ; 6e:25:49:81//MUS MUSCULUS (MOUSE).// 
P17563 * .S-XV'* 1 - ■'. 

F-THYRO1000368//LOCOMOTION-RELATED PROTEIN HIKARU GENKI PRECURSORy/1 .0:136:26//DRO- 
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SOPHILA M ELANOG ASTE R (FRUIT FLY).//Q091 01 ' ( M '? ' 

F-THYRO1000381//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN P15; INNER COAT PROTEIN P12; 
CORE SHELL PROTEIN P30; NUCLEOPROTEIN Pl0].//0.032:99:35//SIMIAN SARCOMA VIRUS.//P03330 
F-THYRO1000387//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L)7/0.90:46:30//HALICHOERUS GRYPUS 
5 (GRAY SEAL).//P38592 v 

F-THYRO1000394//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.0001 9:48 :37//HOMO SAPI- 
ENS (HUMAN).//P22531 ' • > " 

F-THYRO1000395//RING CANAL PROTEIN (KELCH PROTEIN)7/1 .2e-33:186:38//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 
10 F-THYRO1000401//50S RIBOSOMAL PROTEIN L7/L12 <FRAGMENT).//0.57: 67:31 //STAPHYLOCOCCUS AU- 

REUS. //P48860 

F-THYRO1000438//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34)"(A6L).//1 .0:42:38//STRONGYLOCENTROTUS 
PURPURATUS (PURPLE SEA URCHIN).//P15997 

F-THYRO1000452//BACTERIOCIN CARNOBACTERIOCIN . A PRECURSOR (PISCICOLIN 61)7/0.31:34:44// 
15 CARNOBACTERIUM PISCICOLA7/P38578 

F-THYRO1000471//HN ALU SUBFAMILY SQ WARNING ENTRY !!!!//2,1 e-31 :94:72//HOMO SAPIENS (HUMAN).// 
P39194 

F-THYRO1000484//HM ALU SUBFAMILY SX WARNING ENTRY!! !!//5.9e-08:30:86//HOMO SAPIENS (HUMAN)7/ 
P39195 

20 F-THYRO1000488//EARLY NODULIN 55-2 PRECURSOR (N-55-2) (NODULIN-31 5)7/0.93:98:27//GLYCINE MAX 

(SOYBEAN).//Q02917 ' v ' 

F-THYRO1000501//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR7/2.4e-51 :198:50//MUS 
MUSCULUS(MOUSE)7/P15533 . . 1 O }i ;i 

F-THYR01 000502//HUNCHBACK PROTEIN (FRAGMENT)7/0l84r4V:43//APIS MELLIFERA (HONEYBEE)7/ 

25 P31504 ; "If:^;- 

F-THYR01 000505//HYPOTHETICAL BHLF1 PROTEIN7/o':99:23rM//EPSTEIN-BARR VIRUS (STRAIN B95-8) 
(HUMAN HERPESVIRUS 4)7/P03181 v 

F-THYRO1000558//ANTITHROMBIN-III PRECURSOR (ATI ijj' ^FRAGMENT) 7/0.47:58 :37//GALLUS GALLUS 
(CHICKEN)7/Q03352 "..^ • 

30 F-THYRO1000569//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS|//0.00048:64:42//RATTUS NORVEGICUS 

(RAT)7/P02454 

F-THYR01 000570//HYPOTHETICAL 11.6 KD PROTEIN IN ACS1-GCV3 INTERGENIC REGION 7/0.94:61 :32// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P39725" • 

F-THYRO1000585//SPLIC1NG FACTOR, ARGININE/SERINE-RICH 6 (PRE-MRNA SPLICING FACTOR 
35 SRP55)7/0.050:104:36//HOMO SAPIENS (HUM AN)7/Q1 3247 ■ . r . L . 

F-THYRO1000596//INFECTED CELL PROTEIN ICP34.5 (NEUROVIRULENCE FACTOR ICP34.5)7/0.99:37:40// 
HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN MGH-1 0)7^37319, 

F-THYRO1000602//EAM2P30-47 PROTEIN (FRAGMENT)7/0.88:61 :34//EIMERIA ACERVULINA7/P21959 
F-TH Y R0 1 000605//SU P PR ESSO R PROTEIN SRP407/0. 00 1.6:1 16:26//SACCHAROMYCES CEREVISIAE 
40 (BAKER'S YEAST)7/P32583 : 

F-THYRO1000625//!!!!ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.4e-33:88:78//HOMO SAPIENS (HUMAN).// 
P39194 ; v 3 ;: ; .v- ;' 

F-THYR01 000637//METALLOTHIONEIN A (MT A) 7/1 .0:23:43//SPARUS. AURATA (GILTHEAD SEA BREAM).// 
P52727 * ; M v ' 

45 F-THYR01 000641//PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN7/0.99:26:46//CYANIDIUM CALDARIUM 

(GALDIERIASULPHURARIA)7/019925 = vt i J V* v 

F-THYR01 000658//!!!! ALU SUBFAMILY SB WARNINGcENTflYr!!!!//1.5e-49:116:69//HOMO SAPIENS (HU- 
MAN)7/P39189 V '~"' ^ 

F-THYRO1000662//DNA-DAMAGE-INDUCIBLE PROTEIN P.//3.7e-15:119:43//ESCHERICHIA COLI7/Q47155 
50 F-THYRO1000666//KINESIN-LIKE PROTEIN KLPl7/1.6'e-44:232:41//CHLAMYDOMONAS REINHARDTII7/ 

P46870 1 . 

F-THYR01 000676//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//2.1e-1 5:1 44:39//HOMO SAPIENS (HU- 
MAN)7/P39193 

F-THYR01 000684//HYPOTHETICAL 73.5 KD PROTEIN IN SCS3-RPS2 INTERGENIC REGION7/0.00033:84: 
55 30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53129 * 

F-THYRO1000699//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//0.97:20:85//HOMO SAPIENS (HUMAN).// 
P39192 

F-THYRO1000712//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.2e-10:69:59//HOMO SAPIENS (HUMAN).// 
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P39188 ' ■ '. l%i '}ri.C - 

F-THYR01 00071 5//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CON- 
TAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H].//4.6e-10:204:32//HtiMO SAPIENS (HUMAN).//P04280 
F-THYR01 000734 , 
5 F-THYR01 000748//HYPOTHETICAL PROTEIN KIAA0411 ; (FRAGMENT). //1 ,8e-46:130:70//HOMO SAPIENS 

(HUMAN).//043295 . • ; . 

F-THYR01 000756//ALPHA-N-ACETYLGALACTOSAMINID&.ALPHA-2,6-SIALYLTRANSFERASE (EC 2.4.99.-) 
(ST6GALNACIII) (STY)7/1 .1e-06:95:31//RATTUS NORVEGICUS (RAT).//Q64686 

F-THYRO1000777//CUTICLE COLLAGEN 2C (FRAGMENT)V/0;0031:11 9:34//HAEMONCHUS CONTORTUS.// 
10 P16252 

F-THYRO1000783//MYOSIN IC HEAVY CHAIN 7/0.001 4:1 21 :37//ACANTH AMOEBA CASTELLAN II (AMOEBA).// 
P10569 

F-THYR01 000787//HUNCHBACK PROTEIN (FRAGMENT).m54:25:52//PHOLCUS PHALANGIOIDES.// 
Q02031 

15 F-THYRO1000793//PRE-MRNA SPLICING FACTOR PRP97/0.91:3 0:36//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST).//P19736 
F-THYR01 000796 

F-THYR01 000805//HYPOTHETICAL 7.3 KD PROTEIN IN 100 KD PROTEIN REGION7/0.081 :31 :38//HUMAN 
ADENOVIRUS TYPE 41 7/P23691 
20 F-THYR01 000815//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//6.0e-30:81 :70//HOMO SAPIENS (HUMAN).// 

P39195 ' ■'" , 

F-THYRO1000829//NEUROTOXIN III (BOM lll)V/0.022:32:34//BUTHUS OCCITANUS MARDOCHEI (MOROC- 
CAN SCORPION).//P13488 ...'.J, • 

F-THYRO1000843//HYPOTHETICAL7.7 KD PROTEIN IN GENES ^INTERGENIC REGION (ORF 109)7/0.98: 
25 25:44//BACTERIOPHAGE P22.//P26750 - & y "' 

F-THYR01 000852//SULFATED SURFACE GLYCOPROTEIN/:! 85:(SSG 185)7/7.3e-09:83:42//VOLVOX CART- 
ERI.//P21997 

F-THYR01 000855//ANTI FREEZE PEPTIDE 4 PRECURSOR.//1 ;0:54:35//PSEUDOPLEURONECTA AMERICA- 
NUS (WINTER FLOUNDER)7/P02734 .' ' ; "? * 

30 F-THYR01 000865//!!!! ALU SUBFAMILY J WARNING ENTRY! !!!//5'^e-17:66:57//HOMO SAPIENS (HUMAN).// 

P39188 

F-THYRO1000895//!!!! ALU SUBFAMILY SBWARNING ENTRY !!!!//! .0e-12:58:62//HOMO SAPIENS (HUMAN).// 
P39189 

F-THYRO1000916//IH! ALU SUBFAMILY SB WARNING -ENTRY; !!!!//2.0e-32: 101 :69//HOMO SAPIENS (HU- 
35 MAN)7/P39189 

F-THYRO1000926//NITROGEN FIXATION REGULATORY PROTE!N.//5.5e-05:108:27//KLEBSIELLA OXYTO- 
CA7/P56267 

F-THYRO1000934//PYRROLINE-5-CARBOXYLATE REDUCTASE (EC 1.5.1.2) (P5CR) (P5C REDUCTASE).// 
3.9e-50:147:40//HOMO SAPIENS (HUMAN).//P32322 . ... 
40 F-THYRO1000951//DIHYDROXYACETONE KINASE (EC 2.7;V.29) (GLYCERONE KINASE)7/1 .8e-31 : 136:56// 

CITROBACTER FREUNDII7/P45510 ., .. 

F-THYR01 000952//HYPOTHETICAL 1 82.0 KD PROTEIN IN NMD5-HOM6 INTERGENIC REGION7/2.4e-05:91 : 
34//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) .//P47 170 , m 

F-THYRO1000974//MITOCHONDRIAL ATP-DEPENDENT RNA ; ' HeLiCASE SUV3 PRECURSOR.//1 .0:35:40// 
45 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)V/P32580^/W/- 

F-THYR01 000975 ,: ;>.*^:^ 

F-THYR01 000983//HYPOTHETICAL 48.1 KD PROTEIN . B0403.2 ,IN CHROMOSOME X.//1 .3e-20:96:51// 
CAENORHABDITIS ELEGANS7/Q11076 * **-?Hjlr.& 

F-THYR01 000984//GTP-BINDING ADP-RIBOSYLATION FACTOR. HQMOLOG 1 PROTEIN7/0.011 :76:34//DRO- 
50 SOPHILA MELANOGASTER (FRUIT FLY)7/P25160 ;.\-*} : \><"l * 

F-THYR01 000988 , -Wt'* 

F-THYR01 001 003//HYPOTHETICAL 8.1 KD PROTEIN IN MSCL-RPLQ INTERGENIC REGION.//0.97:60:31// 
ESCHERICHIA COLI7/P36675 

F-THYR01 001 031//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!//9.5e-1 8:56:66//HOMO SAPIENS (HUMAN).// 
55 P39195 f'\ \ k 

F-THYR01 001 033//TRANSFORMATION-SENSITIVE PROTEInIeF SSP 3521 7/5.0e-1 3:1 26:35//HOMO SAPI- 
ENS (HUMAN)7/P31 948 

F-THYRO1001062//MHALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .1 e-35:97:79//HOMO SAPIENS (HUMAN),// 
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F-THYR01 001 093//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//6.4e-.13:70:57//HOMO SAPIENS (HUMAN).// 
P39194 

FTHYR01 001 1 00//ZINC FINGER X-LINKED PROTEIN ZXDA (FRAGMENT)7/4.2e-63:21 9:63//HOMO SAPIENS 
5 (HUMAN).//P98168 

F-THYRO1001120//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53) 7/0. 00068: 160:31 //HOMO 
SAPIENS (HUMAN)7/Q1 5427 

F-THYRO1001121//VERY HYPOTHETICAL 20.6 KD PROTEIN C56Fti. 15 IN CHROMOSOME 17/0.37:158:28// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/010263'' 
10 F-THYRO1001133//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//7:3e:15:59:66//HOMO SAPIENS (HUMAN).// 

P39188 

F-THYRO1001134//SAUVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) 7/0.00088: 159:29//HOMO SAPIENS (HUMAN).//P10161 : 

F-THYR01 001 1 42//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//3.0e-29:81 :71//HOMO SAPIENS (HUMAN).// 
15 P39194 

F-THYRO1001173//CYTOCHROME C OXIDASE POLYPEPTIDE. VMS (EC 1 .9.3.1)7/0.88:51 :35//DICTYOSTEL- 
IUM DISCOIDEUM (SLIME MOLD).//P20610 

F-THYR01 001 1 77//!!!! ALU SUBFAMILY SC WARNING ENTRY- !!!!//3.0e-24:91 :68//HOMO SAPIENS (HUMAN).// 
P39192 

20 F-THYRO1001189//MKR2 PROTEIN (ZINC FINGER 1 PROTEIN 2)7/7.3e-27:165:39//MUS MUSCULUS 

(MOUSE).//P08043 ' 

F-THYRO1001204//BASIC PROLINE-RICH PEPTIDE P-E !(IB-9)7/0.67:42:42//HOMO SAPIENS (HUMAN).// 

p 028ii ; tAt ';ii; 

F-THYRO1001213//I!!! ALU SUBFAMILY SQ WARNING ENTRY.! !!!//2r9e-1 6:61 :68//HOMO SAPIENS (HUMM).// 
25 P39194 . >. , 

F-THYR01 001262//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//14e-36:50:84//HOMO SAPIENS (HUMAN).// 

p ^i93 , ^ .. 

F-THYR01 001271//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.62: 126:30//STREPTO- 
MYCES FRADIAE7/P20186 ^ 
30 F-THYRO1001287//HYPOTHETICAL91.2 KD PROTEIN IN RPS4B-SCH9 INTERGENIC REGION7/1 .9e-26:208: 

37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38888 ; 

F-THYRO1001290//GIANT HEMOGLOBIN AIV CHAIN (FRAGMENT).//1 .0:31 :38//LAMELLIBRACHIA SP. 
(DEEP-SEA GIANT TUBE WORM).//P20413 

F-THYRO1001313//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS57/0.00042:1 05:31 //SAC- 
35 CHAROMYCES CEREVISIAE (BAKER'S YEAST) V/Q92331 ° 5 

F-THYRO1001320//COLLAGEN ALPHA 1(111) CHAIN 7/0.27: 57: 38//BO S TAURUS (BOVINE)7/P04258 
F-THYRO1001321//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//5.5e-20:74;64//HOMO SAPIENS (HUMAN).// 
P39188 

F-THYR01 001 322//HYPOTHETICAL 7.2 KD P ROTE I N 7/0.66 :49 : 30//VACC I N I A VIRUS (STRAIN COPENHA- 
40 GEN)7/P21123 " '"' 

F-THYRO1001347//TOXIN F-VIH PRECURSOR (TOXIN TA2)..(TOXIN DAF8) 7/0.94: 61 :36//DENDROASPIS AN- 
GUSTICEPS (EASTERN GREEN MAMBA)7/P01404 - : Z > '"'' : " 

F-THYRO1001363//!!!! ALU SUBFAMILY J WARNING ENTRY : !!!!//0.0925:23:73//HOMO SAPIENS (HUMAN).// 
P39188 ' ; u V" v, ;' Jf 

45 F-THYRO1001365//MERSACIDIN PRECURSOR7/0.35:38:42//BA,CILLUS SP. (STRAIN HIL-Y85/54728).// 

P43683 ' ' ' 

F-THYRO1001374//PROTEIN VDLD.//1.6e- 3:1 40:31 //HELICOBACTER PYLORI (CAMPYLOBACTER PY- 
LORI).//O05729 ' ; " '* 

F-THYRO1001401//!!!! ALU SUBFAMILY SC WARNING ENTRY^!!!!//0'047:43:48//HOMO SAPIENS (HUMAN).// 
50 P39192 ' 2 " ; 

F-THYRO1001403 ■ j \. r * 

F-THYRO1001405//SMALL PROLINE RICH PROTEIN II (SPrt%(Ct:6NE 930)7/0.0068 :26:42//HOMO SAPIENS 
(HUM AN)7/P22531 " " ?' )U J- 

F-THYRO1001406//PUTATIVE STEROID DEHYDROGENASE Klk-I (EC 1.1.1.-)7/3.1e-81 :97:83//MUS MUSCU- 
55 LUS (MOUSE)7/O70503 . % 

F-THYR01 001411//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//1 .9e-26:89:74//HOMO SAPIENS (HUMAN).// 
P39193 

F-THYR01001426//!!!!ALU SUBFAMILY SP WARNING ENTRY !!!!//l :4e-09:55:61//HOMO SAPIENS (HUMAN).// 
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P39193 ; ■ 

F-THYR01 001 434//BETA-DEFENSIN 4 PRECURSOR (BNDB-4).//0.68:44:34//BOS TAURUS (BOVINE).// 
P46162 : • . tf J15 v . 

F-THYR01 001 458//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN, TYPE 
5 B) (NMMHC-B)7/3.8e-64:21 6:62//HOMO SAPIENS (HUMAN) 7/P35580 

F-THYR01 001 480//IM! ALU SUBFAMILY SQ WARNING ENTRY jfl!//9.3e-29:88:75//HOMO SAPIENS (HUMAN).// 
P39194 - v : ■• iVr 

F-THYRO1001487//HOMEOBOX PROTEIN HOX-B4 (HOX-2.6)7/0.99:59:37//MUS MUSCULUS (MOUSE).// 
P10284 

W F-THYRO1001534//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .4e-14:40:82//HOMO SAPIENS (HUMAN).// 

P39194 

F-THYR01 001 537//HYPOTHETICAL 33.8 KD PROTEIN IN TWT1 FL05 INTERGENIC REGION.//2.4e-07:142: 
32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P38 892 

F-THYRO1001541//II!! ALU SUBFAMILY SX WARNING ENTRY l!!!//0.98:26:61//HOMO SAPIENS (HUMAN).// 
75 P39195 

F-THYRO1001559//PROTEIN Q300.//2.6e-05:20:75//MUS MUSCULUS (MOUSE)7/Q02722 
F-THYRO1001570 j.'. - - 

F-THYRO1001573//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS) 7/0.033:71 :36//MUS MUS- 
CULUS (MOUSE)7/P1 5265 

20 F-THYR01 001 584//SUP PRESSOR PROTEIN SRP40.//2,1e-05:188:27//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST) 7/P32583 ' * : V; 

F-THYRO1001595//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 .PROTEIN) (RSP-1).//6.1e-21:35: 91 //HO- 
MO SAPIENS (HUM AN).//Q1 5404 : . ?| ; ; 

F-THYRO1001602//TRK SYSTEM POTASSIUM UPTAKE PROTEIN TRKH.//1 .0:57:42//HAEMOPHILUS INFLU- 
25 ENZAE7/P44843 ' t{ '(* 

F-THYRO1001605//VENOM BASIC PROTEASE INHIBITORS IX AND VIIIB.//1 .0:34:38//BUNGARUS FASCIA- 
TUS (BANDED KRAIT).//P25660 t .^^ ; "[[ 

F-THYRO1001617//!!!IALU SUBFAMILY SQ WARNING ENTRY !!!!//7.0e-1 8:55:81 //HOMO SAPIENS (HUMAN).// 
P39194 ■"■ 
30 F-THYRO1001637//IM! ALU SUBFAMILY SX WARNING ENTRY !!!!//0.00020:25:80//HOMO SAPIENS (HU- 

MAN)7/P39195 ; : 

F-THYRO1001656//PROLINE-RICH PROTEIN MP-2 PRECURSOR 7/0. 0091 :54:42//MUS MUSCULUS 
(MOUSE) 7/P051 42 ( ; . 

F-THYR01 001 661//HYPOTHETICAL 21.1 KD PROTEIN IN SSR-SERA INTERGENIC REGION (0182)7/0.033: 
35 77:35//ESCHERICHIACOLI7/P09160 ' 

F-THYROl001671//(2'-5')OLIGOADENYLATE SYNTHETASE 1 (EC 2.7.7.-) ((2-5')OLlGO(A) SYNTHETASE 1) 

(2-5A SYNTHETASE 1) (P46/P41) (El8/El6)7/4.3e-34:207:34//HOMO SAPIENS (HUMAN)7/P00973 

F-THYRO1001673//!!!! ALU SUBFAMILY SQ WARNING ENTRY^!!!!//3:9e-08:49:65//HOMO SAPIENS (HUMAN).// 

P39194 / ^ . 

40 F-THYR01 001 703//HYPOTHETICAL 69.8 KD PROTEIN IN BDF1-SFP1 INTERGENIC REGION7/6.4e-16:134: 

35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q06053 

F-THYRO1001706 * *1 V 

F-THYRO1001721//RING CANAL PROTEIN (KELCH PRbTEIN)7/2.7e-27:191 :36//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 ' r / 

45 F-THYRO1001738//MATING PROCESS PROTEIN MID2 (SERINErRICH PROTEIN SMS1) (PROTEIN KINASE 

A INTERFERENCE PROTEIN) 7/0. 0032:1 05:32//SACCHAROMYOES£EREVISIAE (BAKER'S YEAST) 7/P36027 
F-THYRO1001745 ; •; S , 

F-THYRO1001746//GENE 10 PROTE IN 7/1 .0:55 :30//SPIRO PLASM A^ VIRUS SPV1-R8A2 B.//P15901 
F-THYRO1001772//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//f :2er05:41 :63//HOMO SAPIENS (HUMAN).// 
50 P39188 ' ' 

F-THYR01 001 793//HYPOTHETICAL 21.6 KD PROTEIN F37A4.2 IN CHROMOSOME III.//1 .5e-26:161 :42// 
CAENORHABDITIS ELEGANS7/P41 880 

F-THYRO1001809//LATENCY-RELATED PROTEIN 27/0.49;74:27//HERPES SIMPLEX VIRUS (TYPE 1 / 
STRAIN F)7/P17589 

55 F-THYRO1001828//PROTEINASE INHIBITOR7/0.11 :34:50//SOLANUM MELONGENA (EGGPLANT) (AUBER- 

GINE)7/P01078 : r :f" 

F-THYRO1001854//ACYL-COA-BINDING PROTEIN HOMOLOG (ACBP) (DIAZEPAM BINDING INHIBITOR HO- 

MOLOG) (DBI)7/0.63:50:38//RANA RIDIBUNDA (LAUGHING FROG) (MARSH FROG).//P45883 

« * 
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F-THYRO1001895//!!!! ALU SUBFAMILY J WARNING ENTRY\!!fi//6:1e-09:72:47//HOMO SAPIENS (HUMAN).// 
P39188 — . 

F-THYR01 001 907//TRYPOMASTIGOTE DECAY-ACCELERATING FACTOR (T-DAF) (FRAGMENT) 7/0.79:36: 
44//TRYPANOSOMACRUZI.//Q26327 \ \. ( 

5 F-VESEN1000122//HOMEOBOX PROTEIN HB97/0.57:64:32//HOMO SAPIENS (HUMAN).//P50219 

F-Y79AA1000013//METALLOTHIONEIN B (MT-B) 7/0. 034:35 :48//SALMO SALAR (ATLANTIC SALMON).// 
P52720 

F-Y79AA1000033//CHOLECYSTOKININ7/0.97:49:30//PSEUDEMYS SCRIPTA (SLIDER TURTLE)7/P80345 
F-Y79AA1000037//DNA-BINDING PROTEIN BMI-1 7/1 .4e-23:80:60//HOMO SAPIENS (HUMAN) 7/P35226 
10 F-Y79AA1 000059//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN45567/0 .0075:1 27:36//STREPTO- 

MYCES FRADIAE7/P20186 ■ v 

F-Y79AA1000065//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT)7/0.022:135:29//HOMO SAPIENS (HUMAN)7/P10162 ,r., : 

F-Y79AA1000131//REGULATORY PROTEIN E2.//1,1e-05:175:26//HUMAN PAPILLOMAVIRUS TYPE 247/ 
15 P50770 ' *' ■ 

F-Y79AA1000181//PROLINE-RICH PROTEIN MP-3 (FRAGMENTJ7/1 .4e-06:187:29//MUS MUSCULUS 
(MOUSE).//P05143 ; -V- 

F-Y79AA1000202//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT) 7/6.2e-09:47:53//OWENIA FUSI- 
FORM IS7/P2 1260 

20 F-Y79AA1000214//HISTONE H2A VARIANT.//1 .7e-50:107:100//GALLUS GALLUS (CHIC KEN) 7/P02272 

F-Y79AA1000230//GONADOLIBERIN I PRECURSOR (LHRH'l) (LUTEINIZING HORMONE RELEASING HOR- 
MONE I) (GONADOTROPIN RELEASING HORMONE I) (GNRH I) (LULIBERIN l)7/0.27:64:34//HOMO SAPIENS 
(HUMAN)7/P01148 * &f • 

F-Y79AA1000231//HYPOTHETICAL 47.9 KD PROTEIN M021 B04.12,//2.5e-72:277:53//ARABIDOPSIS THAL- 
25 IANA (MOUSE-EAR CRESS)7/O04658 ' .. l> - " 

F-Y79AA1000258//PROLINE-RICH PROTEIN MP-2 Pf?ECU9SbR7/2.8e-08:174:35//MUS MUSCULUS 
(MOUSE).//P05142 ' " ' ^U $ 

F-Y79AA1000268//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENT)7/0.00020:176:33//RATTUS NORVEGICUS 
(RAT)7/P13941 . w . 

30 F-Y79AA1 00031 3//HYPOTHETICAL 54.0 KD PROTEIN 032A3.1 IN CHROMOSOME 1117/0.092:127:21// 

CAENORHABDITIS ELEGANS7/Q09260 V . • £ 

F-Y79AA1000328//SEL-10 PROTEIN7/5.3e-05:129:28//CAENORHABDITIS ELEGANS7/Q93794 
F-Y79AA1000342//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN) 7/1 .0:73:30//OVIS AR- 
IES (SHEEP)7/P26372 

35 F-Y79AA1000346//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAM MA-COP) 7/1 .8e-95:205: 

83//BOS TAURUS (BOVINE)7/P53620 < i 

F-Y79AA1000349//ANTIFREEZE PEPTIDE 4 PRECURSOR7/0,036:37:54//PSEUDOPLEURONECTA AMERI- 
CANUS (WINTER FLOUNDER) 7/P02734 . ° -l'" * 

F-Y79AA1000355//HYPOTHETICAL 18.2 KD PROTEIN ZK632..13 IN CHROMOSOME 1117/0.0031:106:28// 
40 CAENORHABDITIS ELEGANS7/Q1 01 20 ; 

F-Y79AA1000368//REDUCED VIABILITY UPON STARVATION, PROTEIN 161 7/1 .4e-16:208:28//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST) 7/P25343 \ " 

F-Y79AA1 000405//LIGHT-HARVESTING PROTEIN B-800 : 850, ALPHA CHAIN C (ANTENNA PIGMENT PRO- 
TEIN, ALPHA CHAIN C) (LH ll-C ALPHA)7/0.98:50:30//RHOPO^SEUDOMONAS PALU STR I S 7/P3 5 1 03 
45 F-Y79AA1 000410//!!!! ALU SUBFAMILY SQ WARNING ENTRY ' ! ! ! !//7.9e-20: 62: 79//HO M O SAPIENS (HUMAN).// 

P39 194 ; • i" J >, 

F-Y79AA1000420//HYPOTHETICAL27.7KD PROTEIN IN UME3-HDA1JNTERGENIC REGION.//1 .4e-06:86:38// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P53970 ? & u * 

F-Y79AA1000469//HYPOTHETICAL 48.4 KD PROTEIN F44B9.5 IN CHROMOSOME IM7/2.8e-34:211 :40// 
50 CAENORHABDITIS ELEGANS7/P34426 

F-Y79AA1000480//HYPOTHETICAL 63.2 KD PROTEIN C.1F3.09 IN CHROMOSOME 1 7/3. 9e- 15:90:32// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q1 04 14 : . . 

F-Y79AA1 000538//!!!! ALU SUBFAMILY SX WARNING ENTRY-!!!!//0:37:41 :48//HOMO SAPIENS (HUMAN).// 
P39195 

55 F-Y79AA1 000539//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR SRP75).// 

1.8e-21:190:37//HOMO SAPIENS (HUMAN)7/Q08170 , .>^ r . 

F-Y79AA1000540//SPERM PROTAMINE P1 7/0.00045:66:45//C)AlSYURUS VIVERRINUS (SOUTHEASTERN 
QUOLL), AND DASYURUS HALLUCATUS.//P42135 
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F-Y79AA1 000560//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY: PROTEIN COMPLEX 2 ALPHA-C LARGE 
CHAIN) (1 00 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
C SUBUNIT)Y/1.6e-79:186:87//MUS MUSCULUS (MOUSE).//P1 7427 

F-Y79AA1000574//AKLAVINONE C-11 HYDROXYLASE (EC 1 X-:-) ( FRAGMENT) 7/0.0 10:35:60//STREPTOMY- 
5 CES PEUCETIUS.//P32009 

F-Y79AA1000589//32.3 KD PROTEIN IN CWP1-MBR1 INTERGENIC REGION 7/4.5e-27:197:36//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST) 7/P28320 

F-Y79AA1000627//ZINC FINGER PROTEIN 1 347/1 .6e-34:19J':35//HOMO SAPIENS (HUMAN) 7/P52741 
F-Y79AA1000705//HYPOTHETICAL 128.5 KD HELICASE IN~ATS1-TPD3 INTERGENIC REGION7/8.7e-36:250: 
10 40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P31 380 •' 

F-Y79AA1000734//PEROXISOMAL MEMBRANE PROTEIN PMP30A (PMP31) (PEROXIN-1 1 A) 7/0.00037: 108: 
27//CANDIDABOIDINII (YEAST)7/Q00316 ■ . : . t ■ 

F-Y79AA1000748//HYPOTHETICAL 61.3 KD PROTEIN- F25B5.5 / IN . CHROMOSOME III./1 .0e -23:21 0:34// 
CAENORHABDITIS ELEGANS7/Q09316 
is F-Y79AA1000752//PUTATIVE HETEROGENEOUS NUCLEAR. RIBONUCLEOPROTEIN X (HNRNP X) (CBP).// 

1.4e-53:156:68//MUS MUSCULUS (MOUSE)7/Q61 990 - 4 , 

F-Y79AA1000774//HYPOTHETICAL 77.9 KD PROTEIN IN RRN10 MCM2 INTERGENIC REGION7/1 .2e-11 :231 : 
26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38205 

F-Y79AA1000782//CUTICLE COLLAGEN 2.//0.012:56:35//CAENORHABDITIS ELEGANS7/P 17656 
20 F-Y79AA1000784//HISTIDINE-RICH GLYCOPROTEIN PRECJJRSOR.//1 .3e-08:82:39//PLASMODIUM LOPHU- 

RAE7/P04929 

F-Y79AA1000794//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS) 7/0. 043:1 3 :53//HO- 
MO SAPIENS (HUMAN)7/P30808 * *\ 

F-Y79AA1000800//PRIA PROTEIN PRECURSOR7/0.031:94:34//LENTINULA EDODES (SHIITAKE MUSH- 
25 ROOM)(LENTINUSEDODES)7/Q01200 „ „ 

F-Y79AA1000802//HYPOTHETICAL 67.4 KD PROTEIN IN rKs3-PSD1 INTERGENIC R EG ION. //0. 26: 186:23// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P53882, .. 

F-Y79AA1 000805//AMP DEAMINASE (EC 3.5.4.6) (MYOADENYtAtE D E AM IN AS E).//0. 99:78 :35//SCHIZO SAC- 
CHAROMYCES POMBE (FISSION YEAST).//P50998 
30 F-Y79AA1000824//HYPOTHETICAL 81.7 KD PROTEIN IN MOt'l-NAT2. INTERGENIC REGION.//3.4e-44:111 : 

49//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).'//P48'234 ' . 

F-Y79AA1000827//HYPOTHETICAL BHLF1 PROTEIN 7/0.0046:1 87:33//EPSTEIN-BARR VIRUS (STRAIN 
B95-8) (HUMAN HERPESVIRUS 4)7/P03181 ' V ' 

F-Y79AA1000833//TUBULIN ALPHA- 1 CHAIN.//1 .0e-75:239:66//QRICETULUS GRISEUS (CHINESE HAM- 
35 STER)7/P05209 ' ^ ,rt f " ' 

F-Y79AA1000850//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N) 7/0. 0078:57:31 //HOMO SAPI- 
ENS (HUMAN).//P22532 ' '* * T%rt 

F-Y79AA1000962//MYOSIN HEAVY CHAIN, GIZZARD SMOOTH MUSCLEY/8.5e-11 :241 :26//GALLUS GALLUS 
(CHICKEN) 7/P1 0587 - / T" * 

40 F-Y79AA1 000966//ATP SYNTHASE A CHAIN (EC 3.6. 1 .34) (PROTEIN 6)7/0.69:1 22:31 //TRYPANOSOMA BRU- 

CEI BRUCEI7/P24499 

F-Y79AA1000968//TRANSLATION INITIATION FACTOR EIF-2B GAMMA SUBUNIT (EIF-2B GDP-GTP EX- 
CHANGE FACTOR)7/3.3e-1 02:211 :93//RATTUS NORVEGICUS (RAT)7/P70541 

F-Y79AA1000969//PROCOLLAGEN ALPHA 1(1) CHAIN PRECUR$OR.//1 .0:67:38//GALLUS GALLUS (CHICK- 

45 EN)://P02457 ' — r 

F-Y79AA1000976//INVOLUCRIN7/0.99:66:31//CEBUS ALBIFRONS (WHITE-FRONTED CAPUCHIN).//P24709 
F-Y79AA1000985//PERlCENTRIN7/1.1e-24:116:59//MUS MUSCULUS (MOUSE) 7/P48725 
F-Y79AA1001023//HYPOTHET1CAL 105.9 KD PROTEIN. IN AAC3^RFC5 INTERGENIC REGION.//0.37:79:27// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P38250[ i 

50 F-Y79AA1001041//SPERMATID-SPECIFIC PROTEIN T1 [CONTAINS: SPERM PROTAMINE SP1].//0. 93:43:39// 

SEPIA OFFICINALIS (COMMON CUTTLEFISH)7/P80001 - . hfc+*W- 

F-Y79AA1001048//ACYL-COA DEHYDROGENASE, VERY-L0NG-CHAIN SPECIFIC PRECURSOR (EC 
1.3.99.-) (VLCAD)7/1.5e-51:211:52//BOS TAURUS (BOVINE)7/P^8818 

F-Y79AA1 001 061 //!!!! ALU SUBFAMILY SQ WARNING ENTRY N!T7/3.8^-25:85:69//HOMO SAPIENS (HUMAN)7/ 
55 P39194 . 

F-Y79AA1001068//PROCOLLAGEN ALPHA 1(11) CHAIN- PRECURSOR [CONTAINS: CHONDROCALCIN].// 
0.001 5:207:33//MUS MUSCULUS (MOUSE) 7/P28481 

F-Y79AA1001077//ADULT-SPECIFIC RIGID CUTICULAR PROTElN'11- 9 (ACP 11 .9).//0.99:36:41//ARANEUS Dl- 
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ADEMATUS(SPIDER).//P80515 

F-Y79AA1001078//HYPOTHETICAL 88.1 KD PROTEIN K02D'l0.1 IN CHROMOSOME .Oe-06: 197:23// 
CAENORHABDITIS ELEGANS .//P34492 :. ^ ' 

F-Y79AA1001105//HOMEOBOX PROTEIN OTX27/2.9e-62:163:79//MUS MUSCULUS (MOUSE).//P80206 
5 F-Y79AA1001145//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//0.024:42:59//HOMO SAPIENS (HUMAN).// 

P39195 

F-Y79AA1001167//HYPOTHETICAL 7.1 KD PROTEIN IN iAP2^VLF1 INTERGENIC REGION.//0.96:20:50// 
AUTOGRAPHA CALIFORNIA NUCLEAR POLYHEDROSIS. .VIRUS (ACMNPV).//P41471 
F-Y79AA1001177//HYPOTHETICAL BHLF1 PROTEIN.//3.^e-05:135:34//EPSTEIN-BARR VIRUS (STRAIN 

10 B95-8) (HUMAN HERPESVIRUS 4)7/P03181 [ ' 7 ' 

F-Y79AA1001185//PUTATIVE CUTICLE COLLAGEN C09G5:57/0;b0017:93:38//CAENORHABDITIS ELE- 

GANS.//Q09456 * r -,± J, 

F-Y79AA1001211 . ! -\ 

F-Y79AA1001 21 6//TENSIN.//0.01 2:134:32//GALLUS GALLUS '(CHICKEN).//Q04205 

15 F-Y79AA1001228//MUCIN2 PRECURSOR (INTESTINAL MUCIN.2)7/0.088:75:34//HOMO SAPIENS (HUMAN).// 

Q02817 ° " 4; ' 

F-Y79AA1001233//ESTRADIOL 17 BETA-DEHYDROGENASE 1!(EC 1.1.1.62) (17-BETA-HSD 1) (1 7-BETA-HY- 
DROXYSTEROID DEHYDROGENASE 1)7/1 .le-40:139:51//RATTUS NORVEGICUS (RAT)7/P51657 
F-Y79AA1 001 236//HYPOTHETICAL 34.7 KD PROTEIN IN ORC2rTIP1 INTERGENIC REGION7/2.0e-22: 108:53// 
20 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P38238. [' 

F-Y79AA1001281 

F-Y79AA1001299//PROLINE-RICH PROTEIN MP-3 (FRAGMENT).//0.0022:49:44//MUS MUSCULUS 
(MOUSE).//P05143 ,: \ ; 

F-Y79AA1 001 31 2//50S RIBOSOMAL PROTEIN L24, CHLOROPllA'ST PRECURSOR7/0.98:1 1 7:25//ARABIDOP- 
25 SIS THALIANA (MOUSE-EAR CRESSJ7/P92959 . 

F-Y79AA1001323//CORNIFIN (SMALL PROLINE-RICH PROTEIN'!) (SPR-I) (SMALL PROLINE-RICH SQUA- 
MOUS CELL MARKER) (SPRP).//0.082:44:40//SUS SCROFA (PIG).//P35323 

F-Y79AA1001384//APOLIPOPROTEIN C-lll PRECURSOR (APO-CIII)y/0.99:47:40//M US MUSCULUS 

(MOUSE).//P33622 t /V.V.~ 
30 F-Y79AA1001391//HOMEOBOX PROTEIN HOX-A13 (HOX-i.J^ SAPIENS (HUMAN).// 

P31271 vrV>'K u : 

F-Y79AA1001394//TRlCHOHYALIN.//4.7e-08:121 :36//HOMO 3ARIENS (HUMAN).//Q07283 

F-Y79AA1001402//ETS-DOMAIN TRANSCRIPTION FACTOR"' ERF7/0.0087:81 :33//MUS MUSCULUS 

(MOUSE) 7/P70459 . J : I \c - 

35 F-Y79AA1001493//HYPOTHETICAL 48.1 KD PROTEIN B0403.2 IN . CHROMOSOME X.//4.5e-21 : 125:44// 

CAENORHABDITIS ELEGANS 7/Q1 1076 . T j ij. . 7 " 

F-Y79AA1001511//HYPOTHETICAL 86.6 KD PROTEIN IN PFK1-TDS4 INTERGENIC REGION7/2.3e-1 7:249: 
31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53313 

F-Y79AA1001533//DNA-DIRECTED RNA POLYMERASE I49 KD POLYPEPTIDE (EC 2.7.7.6) (A49) 7/0.0099: 
40 1 55:23//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/QOi 080 

F-Y79AA1001541 " %l . V 

F-Y79AA1 001548//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//1 .1e-17:53:83//HOMO SAPIENS (HUMAN).// 
P39192 

F-Y79AA1001555//MAJOR SURFACE ANTIGEN 7/0. 046:62:29//HEPATITIS B VIRUS.//P31873 
« F-Y79AA1 001 581//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1.1.) (ACETATE-COA LIGASE) (ACYL- AC- 

TIVATING ENZYME).//8.6e-11:144:31//ESCHERICHIA COLI.//P27550' 

F-Y79AA1001585//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS) 7/0.01 2 :64:40//MUS MUS- 
CULUS (MOUSE)7/P1 5265 

F-Y79AA1001594//CORNIFIN BETA7/0.61:88:31//MUS MUSCULUS (MOUSE).//O09116 
50 F-Y79AA1001603//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) 

(TAFII-130) (TAFII130)7/0.024:170:30//HOMO SAPIENS (HUMAN)7/O00268 

F-Y79AA1001613//ZINC FINGER PROTEIN 42 (MYELOID ZfNG, FINGER 1) (MZF-1)7/4.5e-09:136:27//HOMO 
SAPIENS (HUMAN)7/P28698 ' 

F-Y79AA1001647//HYPOTHETICAL23.1 KD PROTEIN CY27J;2pC7/0':093:94:26//MYCOBACTERIUM TUBER- 
55 CULOSIS.//P71779 ? ^''V r ' 

F-Y79AA1001665//HOMEOBOX PROTEIN DLX-2 (HOMEOBOX^PROTEIN TES-1).//0.79:90:26//MUS MUSCU- 
LUS (MOUSE)7/P40764 " V / V -" 

F-Y79AA1001 679//LAMBDA-CRYSTALLIN.//1 .6e-95:224:81//ORY.CJOLAGUS CUNICULUS ( R ABB IT) 7/P 14755 
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F-Y79AA1001692//GERM CELL-LESS PROTE1N7/3.5e-08:78:38//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//Q01820 

F-Y79AA1001696//INSULIN7/1.0:33:27//ANGUILLA ROSTRATA (AMERICAN EEL)7/P42633 
F-Y79AA1001705//HYPOTHETICAL BHLF1 PROTEIN.//0.0013.i92:33//EPSTEIN-BARR VIRUS (STRAIN 
B95-8) (HUMAN HERPESVIRUS 4)//P031 81 •: . . . 

F-Y79AA1001711//PARATHYMOSIN (ZINC-BINDING 11.5 KD PROTEIN) 7/0.032:38:34//RATTUS NORVEGI- 
CUS (RAT)7/P04550 

F-Y79AA1001781 *. '^J. 

F-Y79AA1 001 805//VASODILATOR-STIMULATED PHOSPHOR ROTEIN (VAS P) 7/0.0063: 128:30//HOMO SAPI- 
ENS (HUMANJ7/P50552 • '^X; 

F-Y79AA1001827//SPERM PROTAMINE P1 .//0.015:45:40//DIDELPHiS MARSUPIALIS VIRGINIANA (NORTH 
AMERICAN OPOSSUM), AND MONODELPHIS DOMESTICAXSHOF^T-TAILED GREY OPOSSUM).//P35305 
F-Y79AA1001846//!!!! ALU SUBFAMILY J WARNING ENTRY!!H//2:4e-09:42:73//HOMO SAPIENS (HUMAN).// 
P39188 

F-Y79AA1001848//KRUEPPEL PROTEIN (FRAGMENT).//! .8e-1 : 0:63:'44//PSYCHODA CINEREA.//Q02035 
F-Y79AA1001866//ZINC FINGER PROTEIN 90 (ZFP-90) , (ZINC- FINGER PROTEIN NK1 0)7/0.00036:1 08:37// 
MUS MUSCULUS (MOUSE).//Q61967 ■.. :V 

F-Y79AA1001874//OX40L RECEPTOR PRECURSOR (ACT35 ANTIGEN) (TAX-TRANSCRIPTION ALLY ACTI- 
VATED GLYCOPROTEIN-1 RECEPTOR) (CD134 ANTIGEN).//3.2e-07:100:35//HOMO SAPIENS (HUMAN).// 
P43489 ;/ - 

F-Y79AA1001875//B-CELL GROWTH FACTOR PRECURSOR (BCGF-1 2 KD) 7/0.020:25: 64//HOMO SAPIENS 
(HUMAN).//P20931 

F-Y79AA1001923//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) 7/0.01 6:83:36//HOMO SAPIENS (HUM AN)7/P1 01 62 . 

F-Y79AA1001963//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELICASE 
SPAC10F6.02C7/8.1e-13:94:47//SCHIZOSACCHAROMYCES'POMBE (FISSION YEAST) 7/042643 
F-Y79AA1002027//UBIQUITIN-CONJUGATING ENZYME* E2-1 8. ,KD. (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42).//9.8e-39:143:52//ARABIDOPSIS THALIANA (MOUSE-EAR 
CRESS)7/P42743 < y {>C 

F-Y79AA1002083//DNA-BINDING P52/P100 COMPLEX, 100. KD SUBUNIT (FRAGMENTS) 7/0.036:53:45//HO- 
MO SAPIENS (HUMAN)7/P30808 'l-Z&H^ 

F-Y79AA1002089//HYPOTHETICAL 49.1 KD PROTEIN -?F02A^.4* ( IN CHROMOSOME 1117/0.12:171:22// 
CAENORHABDITIS ELEGANS7/P34384 ^^rf^, r 

F-Y79AA1002093//MAX PROTEIN.//3.1e-07:111 :29//BRACH^p^NIO;^ (ZEBRAFISH) (ZEBRA DANIO).// 
P52161 ' ' " - ''^ 

F-Y79AA1002103//SHORT NEUROTOXIN C 7/0.040:21 :47//AipySURUS L AEVIS (OLIVE SEA SNAKE).// 

P19958 { 

F-Y79AA1002115//HYPOTHETICAL PROTEIN MJ0827'7/6;.84:68T30//METHA JANNASCHII.// 
Q58237 'X-v V " 

F-Y79AA1 0021 25//HYPOTHETICAL 24.7 KD PROTEIN IN;PPM-152-REC114 INTERGENIC REGION 7/3.4e-29: 
197:39//SACCHAROMYCES CEREVISIAE (BAKER'S YEASt).//P40206 

F-Y79AA1002139//DNAJ PROTEIN HOMOLOG 1 (DROJ1 )7/1.9e-1 9:1 20:45//DROSOPHILA MELANOGASTER 
(FRUIT FLY).//Q241 33 ' \ 

F-Y79AA1002204//TBX6 PROTEIN (T-BOX PROTEIN 6)7/0.0011:1 62 :32//M US MUSCULUS (MOUSE)7/P70327 
F-Y79AA1002208//ANKYRIN7/2.9e-08:231:29//MUS MUSCULUS (MOUSE).//Q02357 

F-Y79AA1002209//TYROSYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR (EC 6.1.1.1) (TYRO- 
SINE--TRNA LIGASE) (TYRRS)7/3.7e-23:170:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P48527 s% , 

F-Y79AA1 00221 0//CORNIFIN A (SMALL PROLINE-RICH PROTEIN *IA) (SPR-IA) (SPRK)7/0.0061 :69:31//HOMO 
SAPIENS (HUMAN)7/P35321 

F-Y79AA1 002211//!!!! ALU SUBFAMILY SP WARNING ENTRY ¥l//9.2e-10:43:62//HOMO SAPIENS (HUMAN).// 
P39193 - ,V~' 

F-Y79AA1 002220 / "\p ■ , * 

F-Y79AA1002229//HYPOTHETICAL 60.7 KD PROTEIN G56F8-176 IN CHROMOSOME I. //1.9e-21: 147:40// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q1,0264iy A 
F-Y79AA 1002234 '* * y ' 

F-Y79AA1002246//MYOSIN IC HEAVY CHAIN 7/0.00066: 131,:3^/ACANTH AMOEBA CASTELLAN II (AMOE- 
BA)7/P10569 " V - 
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F-Y79AA1002258//HYPOTHETICAL 103.9 KD PROTEIN ZK370.3 IN CHROMOSOME lll.//4.3e-45:164:48// 
CAENORHABDITIS ELEGANS7/Q02328 

F-Y79AA1002298//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT).//0.0063:99:31//HOMO SAPIENS (HUMANJ7/P10161 v 
5 F-Y79AA1 002307 

F-Y79AA1 00231 1 //HYPOTHETICAL 105.3 KD PROTEIN C01G6.5 IN CHROMOSOME 1117/0.75:198:24// 
CAENORHABDITIS ELEGANS7/P46012 

F-Y79AA1002351//CUTICLE COLLAGEN 347/0.74:1 28:35//CAENORHABDITIS ELEGANS7/P34687 
F-Y79AA1002361//GLC7-INTERACTING PROTEIN 27/0.050:71':29//SACCHAROMYCES CEREVISIAE (BAK- 

10 ER'S YEAST)7/P40036 

F-Y79AA1002399//NEUROMODULIN (AXONAL MEMBRANE/PROTEIN GAP-43) (PP46) (B-50) (PROTEIN F1) 
(CALMODULIN-BINDING PROTEIN P-57)7/1 .0:89:30//CARASSIU.S AURATUS (GOLDFISH).//P17691 
F-Y79AA1002407//HYPOTHETICAL 31.5 KD PROTEIN IN YGPY-YCK2 INTERGENIC REGION7/3.7e-1 6:232: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53899, - 

15 F-Y79AA1 00241 6//CTP SYNTHASE (EC 6.3.4.2) (UTP--AMMONIA LIGASE) (CTP SYNTH ETAS E)7/6.7e-72: 

162:84//HOMO SAPIENS (HUMAN)7/P17812 

F-Y79AA1002431//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.81 :34:41 //HOMO SAPIENS 
(HUMAN) 7/P22531 

F-Y79AA1002433//CELL DIVISION CONTROL PROTEIN 687/0.00024:85:27//SACCHAROMYCES CEREVI- 
20 SIAE (BAKER'S YEAST)7/P32558 

F-Y79AA1002472//ZINC FINGER PROTEIN 35 (ZFP-35)7/2."3e-60:2'l7:44//MUS MUSCULUS (MOUSE).// 
P15620 

F-Y79AA1002482//ZINC FINGER PROTEIN 1417/2.Oe-31:90:55//HOMO SAPIENS (HUMAN)7/Q15928 
F-Y79AA1002487//HYPOTHETICAL 67.1 KD TRP-ASP REPEATS CONTAINING PROTEIN C57A10.05C IN 
25 CHROMOSOME 17/0.1 8:41 :36//SCHIZOSACCHAROMYCESPOMBE (FISSION YEAST).//P87053 

Homology Search Result Data 2. .-.*•, 

[0300] The result of the homology search of the GenBank using the clone sequence of S'-end except EST and STS. 
30 [0301] Data include " ';' f v ^ 

the name of clone, ; ,~J.>,;:., 

definition of the top hit data, "l^J ' ^ 

the P-value: the length of the compared sequence: identity (%|^*abd'...v; 
35 the Accession No. of the top hit data, as in the order separateci'ty it K '* 

[0302] Data are not shown for the clones in which the P-value was : Wigher than 1 . 

F-HEMBA1000005//Mouse tumor cell dnaJ-like protein 1 mRNA, complete cds 7/3. 4e- 106: 695 :86//L1 6953 
F-HEMBA1000012//Caenorhabditis-elegans cosmid C16Cl'0 l cbmplete'sequence7/1 .5e-24:374:66//Z46787 
40 F-HEMBA1 000020//Homo sapiens beta 2 gene.//3.5e-1 12:529:90//X02344 

F-HEMBA1 000030//Rattus norvegicus G protein-coupled receptor kin ase-associated ADP ribosylation factor GT- 
Pase-activating protein (GIT1) mRNA, complete cds 7/5. 6e-1 24:743 :88//AF085693 

F-HEMBA1000042//Human Chromosome 15q26.1 PAC clone pDJ460g16 f WORKING DRAFT SEQUENCE, 3 
unordered pieces 7/1. 1e-25:529:65//AC004581 
45 F-HEMBA1 000046//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 12513, WORKING 

DRAFT SEQUENCE.//3.2e-11 :330:63//AL033528 * >'-\ . 

F-HEMBA1000050//Homo sapiens DNA sequence from PAC 172K10 on chromosome 6q24. Contains STS, GSS 
and chromosome 6 fragment, complete sequence7/0.32:407:59//AL022477 

F-HEMBA1000076//Homo sapiens full-length insert cDNA clone ZB97G067/6.2e-1 35:594:98//AF086 182 
so F-HEMBA1 0001 1 1//CIT-HSP-2291 M1 8.TF CIT-HSP Homo sapiens genomic clone 2291 M1 8 genomic survey se- 

quence./^. 8e- 16:1 32:79Z/AQ0041 34 ' 

F-HEMBA1000129//Homo sapiens chromosome 17, clone HCIT48C15, complete sequence.//8.6e-98:230:93// 
AC003104 

F-HEMBA1000141//Homo sapiens mRNA for KIAA0797 'protem,Tpartial cds.//2.le- 167:791 :98//AB018340 
F-HEMBA1000150//Homo sapiens mRNA for KIAA0788 proteiji ^partial cds 7/2. 2e-44: 242 :96//AB0 18331 
F-HEMBA1000156//Rattus norvegicus scaffold attachment tf actpr/;B" mRNA, complete cds.//1.le-l 0:409:60// 
AF056324 

F-HEMBA1000158//Homo sapiens CAGH44 mRNA, partial cdsl/7l ,fe*35:365:73//U80741 
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F-HEMBA1 000168//Human DNA sequence — SEQUENCING IN PROGRESS *** from clone 321 D2, WORKING 
DRAFT SEQUENCE.//0.99:290:61//AL031033 

F-HEMBA1000180//rat u2 small nuclear rna gene and flanks.//3.7e-l8:l12:98//K00034 
F-HEMBA1 000185 

5 F-HEMBA1000193//Human FMR1 gene, 5' end7/0.0012:191 :67//L19476 

F-HEMBA1000201//Human Ini1 mRNA, complete cds.//2.0e-73:440:92//U04847 

F-HEMBA1 00021 3//Plasmodium falciparum MAL3P7, complete sequence7/0.90:332:59//AL034559 

F-HEMBA1 00021 6//Mus musculus hypoxia inducible factor. three; alpha mRNA, complete cds.//4.8e-l 17:585:83// 

AF060194 

10 F-HEMBA1000227//H.sapiens CpG island DNA genomic^Mset; fragment, clone I79h6, reverse read 

Cpgl79h6.rtla7/1 .9e-14:95:98//Z64921 ; T^h* 

F-HEMBA1 00023 1//H.sapiens CpG island DNA genomic Msei fragment, clone 90a5, reverse read cpg90a5.rtl a.// 
5.1e-34:186:97//Z56144 -XT 

F-HEMBA1000243//Human DNA sequence from PAC 440021 -on chromosome X contains ESTs and STS7/4.1e- 
15 67:291 :82//Z84481 

F-HEMBA1000244//M.musculus Ank-1 mRNA for erythroid.ahkydn 7/0 .029:3 1 6:59//X69065 
F-HEMBA1000251//Homo sapiens PAC clone DJ0988L12 from 7q1i:23-q21.1, complete sequence7/0.35:467: 
60//AC004454 
F-HEMBA1 000264 

20 F-HEMBA1 000280//Homo sapiens clone DJ0292L20, WORKING DRAFTSEQUENCE, 2 unordered pieces7/8.9e- 

20:21 8:78//AC004825 

F-HEMBA1000282//Homo sapiens chromosome Y, clone 264.M.20, complete sequence.//4.2e-08: 134:77// 
AC004617 

F-HEMBA1000288//345L5.TPB CIT978SKA1 Homo sapiens, genomic clone A-345L05, genomic survey se- 
25 quence7/1.1e-06:152:73//B17459 ' t '* 

F-HEMBA1000290//Human ornithine decarboxylase gene, complete cds7/3.2e-11:507:62//M33764 
F-HEMBA1 000302//CIT-HSP-21 69N13TF CIT-HSP Homo sapienVgeriomic clone 21 69N1 3, genomic survey se- 
quence./^. 4e-06: 86 :88//B90730 

F-HEMBA1000303//Mus musculus Plenty of SH3s (POSH) w mRN^f complete cds.7/7.9e-111 :701 :86//AF030131 
30 F-HEMBA1000304//HS_3006_A1_A09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3006 Col=17 Row=A, genomic survey seguence.//5.2e-40:240:92//AQ118226 
F-HEMBA1000307//MUS musculus mRNA for CDV-1R protein ;//7!9i-1 27:81 5:84//Y1 0495 
F-HEMBA1000327//HS_3124_B2J-l08Jv1R CIT Approved Human ^Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3124 Col=16 Row=P, genomic survey sequ erice 7/1 .4e-11:87:96//AQ 187492 
35 F-HEMBA1 000333 , v ^ 

F-HEMBA1 000338//Homo sapiens chromosome X, PAC 671 D9; '-complete sequence7/4.0e-66:271 :84//AF031 078 
F-HEMBA1000351//Homo sapiens PAC clone DJ0649P1 7 from 7cj 1.1 .23-q21 , complete sequence7/0. 64:334:60// 
AC004848 : J?' : \\/?' 

F-HEMBA1000355//Pseudorabies virus serine/threonine kinase (ULPK) gene, partial cds and alkaline nuclease 

40 (AN) gene, complete cds7/0.017:313:63//U25056 

F-HEMBA1000356//Oryctolagus cuniculus troponin T cardiac isoform mRNA, 3' end of cds7/0.87:1 98:61 //L401 78 
F-HEMBA1000357//HS_3194_A1_D05_MR CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3194 Col=9 Row=G, genomic survey seq uence 7/6. 5e-90:436:98//AQ 173748 
F-HEMBA1000366//HS_3027_B2_G06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

45 nomic clone Plate=3027 Col=12 Row=N, genomic survey sequence 7/0. 0074: 192:64//AQ 128843 

F-HEMBA1 000369//Human DNA sequence from clone 1 039K5 onJchromosome 22q1 2.3-1 3.2 Contains gene sim- 
ilar to PICK1 perinuclear binding protein, gene similar to monocarbqxylate transporter (MCT3), ESTs, STS, GSS 
and a CpG island, complete sequence7/4.2e-l06:l33:99//AL03l587>. 

F-HEMBA1000376//Homo sapiens chromosome 19, BAC CIT-B-393M5 (BC301323), complete sequence7/1 .6e- 
50 22:659:63//AC006116 r. 

F-HEMBA1000387//Homo sapiens chromosome 12p13.3 clpne> RPCI11-264F23, WORKING DRAFT SE- 
QUENCE, 90 unordered pieces.//3.2e-06:136:75//AC006122 '"' 

F-HEMBA1000390//Homo sapiens BAC clone RG119C02 JrbTntTp'15; complete sequence.//3.5e-1 11:284:95// 
AC004520 ; 'Civ- 

55 F-HEMBA1000392//Human DNA sequence "* SEQUENCINdjlf^P^OGRESS *** from clone 173D1 , WORKING 

DRAFT SEQUENCE7/1 .8e-39:332:80//AL031 984 ^ " 

F-HEMBA1000396//Human Xq13 3' end of PAC 92E23 containing\the X inactivation transcipt (XIST) gene, com- 
plete sequence7/9.5e-35:364:73//U80460 

• - : i f. ' ; .• J : 
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F-HEMBA1 00041 1//Human Xp22 contig of 3 PACS (R7-39D12- R7-134G1, R7-185L21) from the Roswell Park 
Cancer Institute, complete sequence.//8.1e-l8:424:64//U96409 ; ... Vt . 

F-HEMBA1 00041 8//Drosophila melanogaster Oregon-R mitoch'on'dri^ region.//0.0026:564:59//U11584 
F-HEMBA1000422//Human DNA from chromosome 19 specific^cosmjd R30292, genomic sequence, complete 
5 sequence7/9.2e-i4:232:70//AC003H2 * r 

F-HEMBA1000428//Homo sapiens Xp22 BAC GSHB-sgo^ (Genome Systems Human BAC library) complete 
sequence.//3.8e-37:408:69//AC004554 ' * f- • ■ 

F-HEMBA1000434//Caenorfiabditis elegans cosmid Y48E1B, complete sequence 7/0. 73:454:57//Z93393 
F-HEMBA1 000442 \ 
io F-HEMBA1000456//RPCI11-30J5.TV RPCI-11 Homo sapiens genomic clone RPCI-11-30J5, genomic survey se- 

quence.//6.3e-06:62:96//B85188 

F-HEMBA1000459//Mus musculus hemin-sensitive initiation factor 2 alpha kinase mRNA, complete cds7/6.8e-70: 
580:79//AF028808 • •> : 

F-HEMBA1000460//Homo sapiens PAC clone DJ0593H12 from 7p31, complete sequence.//2.8e-1 54:746:98// 
15 AC004839 

F-HEMBA1000464//Homo sapiens, clone hRPK.15_A_1, complete sequence.//4.8e-25:397:72//AC0062l 3 
F-HEMBA1 000469//CIT-HSP-21 67P21 TF CIT-HSP Homo sapiens genomic clone 21 67P21 , genomic survey se- 
quence7/4.0e-83:406:99//B94160 

F-HEMBA1000488//Homo sapiens Chromosome 22ql1.2 PAC.CIohe p_m11 In BCRL2-GGT Region, complete 
20 sequence.//4.2e-53:312:93//AC004033 

F-H EM BA1000490//Campylobacter jejuni groES, groEL genes.//0.59:451:62//Y13334 

F-HEMBA1 000491 //Murine sarcoma virus (Harvey-strain) H-rasftansforming p21 gene.//8.6e-06:338:58//X00740 
F-HEMBA1000501//Homo sapiens chromosome 17, clone;hRPK.2'64_IB_14, complete sequence7/9.4e-41 :591: 
69//AC005884 • .1 Jp^PK -"■ 

25 F-HEMBA1000504//Homo sapiens mRNA for osteoblast speciHc Tactbr; 2 (OSF-2os)7/4.0e-07:57:100//D 13666 

F-HEMBA1 000505 I j^jP&.t! r 

F-HEMBA1 000508//*" SEQUENCING IN PROGRESS *** Homo'^skpiens. chromosome 4, BAC clone C0135005; 
HTGS phase 1 , WORKING DRAFT SEQUENCE, 23 unordered .pf^i^V^-035:329:61 //AC004661 
F-HEMBA1 00051 8//Cae no rhabditis elegans cosmid C17H127/0.96:425^ 
30 F-HEMBA1 00051 9//Homo sapiens Xp22 BAC GSHB-536K7' (Genome. Systems Human BAC library) complete 

sequence.//1.6e-53:300:89//AC004616 

F-HEMBA1 000520//Homo sapiens clone DJ081 3F1 1 , WORklNG DRAFT SEQUENCE, 5 unordered pieces7/1 .7e- 
10:117:86//AC006006 . ,\. > . 

F-HEMBA1 000523 . ,f [ J; ? M 

35 F-HEMBA1000531//Mus musculus Hsp70-related NST-1 (h'sr.1 j mRNA, complete cds7/3.9e-35:290:80//U08215 

F-HEMBA1000534//Homo sapiens chromosome 17, clone hRPK.177_H_5, WORKING DRAFT SEQUENCE, 2 
ordered pieces7/l.7e-36:328:77//AC005973 ( ; 

F-HEMBA1000540//ArabidOpSis thaliana DNA chromosome 4, 4 BAC clone F7K2 (ESSAII project)7/0.057:265:63// 
AL033545 " J l1 : 

40 F-HEMBA1000542//Rattusnorvegicus mRNA for dipeptidyl peptidase III, complete cds 7/1 .2e-110:572:88//D89340 

F-HEMBA1000545//Human DNA from cosmid L27h9, Huntington's Disease Region, chromosome 4p1 6.3 contains 
CpGiSland7/7.5e-130:780:89//Z49237 ; 

F-HEMBA1 000555//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 1 3401 9, WORKING 
DRAFT SEQUENCE.//3.2e-1 75:838:98//AL034555 . % : 1 is- . . 

45 F-HEMBA1000557//CIT-HSP-2369F15.TF CIT-HSP Homo sapiens genomic clone 2369F15, genomic survey se- 

quence.//2.8e-32:315:78//AQ074611 k i?;jV& 

F-HEMBA1000561//Rattus norvegicus Olf-1/EBF associated ZrSjfirigen protein Roaz mRNA, alternatively spliced 
form, complete cds7/3.4e-69:665:72//U92564 : . 'if f- .-: * 

F-HEMBA1000563//Plasmodium falciparum 3D7 chromosome;i2 RFYAC1383 genomic sequence, WORKING 

50 DRAFT SEQUENCE, 3 unordered pieces 7/0. 59:261 :61//AC005504' ' ^ 

F-HEMBA1000568//HS_3243_B2_A12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3243 Col=24 Row=B, genomic survey sequence")/3:i e-54:323:9l//AQ2 19628 
F-HEMBA1000569//M. musculus mRNA for GPI-anchored protein 7/1 .4e- 19:440:6 1//X89571 
F-HEMBA1000575//Plasmodium falciparum 3D7 chromosome 12 PFVAC357 genomic sequence, WORKING 

55 DRAFT SEQUENCE, 7 unordered pieces7/0.001 6:557:57//AC005506 ! .. 

F-HEMBA1000588//Mus musculus FLI-LRR associated ' protein rl mRNA, complete cds . //1. 7e-1 1 :1 32:79// 
AF045573 ' ' ' r 

F-HEMBA1000591//Homo sapiens mRNA for E1B-55kDa-associated protein 7/7. 3e-43:228:97//A J 007509 
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F-HEMBA1000592//Mus musculus clone OST7314, genomic survey sequence7/7.3e-07:68:94//AF046733 
F-HEMBA1000594//Human DNA sequence from PAC 306D1 on chromosome X contains ESTs.//8.7e-71 :553:79// 
283822 

F-HEMBA1000604//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 237 J2, WORKING 
5 DRAFT SEQUENCE.//2.9e-21:158:75//AL021394 \\ 

F-HEMBA1000608//Homo sapiens mRNA for KIAA0456 protein/partial cds.//1 .1e-1 18:561 :99//AB007925 
F-HEMBA1000622//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-152E5, complete sequence7/2.2e- 
28:426:70//AC004382 

F-HEMBA1000636//Human CpG island sequence, clone Q28B8.7/1 ;0eM 5:274:68//D85773 
10 F-HEMBA1000637//Homo sapiens mRNA for KIAA0690 protein, partial cds.//6.7e-1 37:639 :99//AB0 14590 

F-HEMBA1 000655//, complete sequencey/5.1e-83:685:80//AG005815;; : 

F-HEMBA1000657//Rattus norvegicus ADP-ribosylation factor-dfrebted GTPase activating protein mRNA, com- 
plete cds.//1.1e-91:597:84//U35776 : '\ 

F-HEMBA1000662//Homo sapiens clone DJ0853H20, WORKING DRAFT SEQUENCE, 5 unordered pieces.// 
15 0.019:695:57//AC004907 ' ./* ^ . 

F-HEMBA1000673//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 229A8, WORKING 
DRAFT SEQUENCE.//1 .5e-48:325:85//Z86090 ; / * 

F-HEMBA1000682//Homo sapiens (subclone 5_g5 from Pi H25) DNA sequence .//7.7e-6l:615:74//L434 11 
F-HEMBA1 000686 

20 F-H EM BA1 000702 

F-HEMBA1000705//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces 7/0.0037:569 :57//AC005507 
F-HEMBA1 00071 9//Streptomyces coelicolor cosmid 1 C2y/ioe-09:483:62//AL031 1 24 
F-HEMBA1000722//Toxoplasma gondii chloroplast, complete'genome.//0.00058:762:57//U87145 

25 F-HEMBA1000726//H.sapiens HLA-DRB1*15 gene. //9.8e-49: 189: 89//X88791 

F-HEMBA1000727//CIT-HSP-387P22.TRB CIT-HSP Homo sapiens genomic clone 387P22, genomic survey se- 
quence V/0.0054:206:67//B601 58 

F-HEMBA1 000747 T ^Pl' ' 

F-HEMBA1000749//Human DNA sequence from clone 522P;i ? | on.^hromosome 6p21.31-22.3. Contains a 60S 
30 Ribosomal Protein L21 pseudogene and an HNRNP A3 (Heterogenous Nuclear Riboprotein A3, FBRNP) pseu- 

dogene. Contains ESTs, STSs and GSSs, complete sequenVe7/3.^ 
F-HEMBA1000752//Human Chromosome X, complete sequence.^/5:"9e-4*8:502:75//AC004073 
F-HEMBA1000769//Homo sapiens clone NH0576N21 , WORKlNG^RAFT SEQUENCE, 5 unordered pieces.// 
0.011:179:67//AC005043 >^<^CJ\'~[ 
35 F-HEMBA1000773//Caenorhabditis elegans DNA *** SEQUENCING,' IN PROGRESS *** from clone Y59A8, 

WORKING DRAFT SEQUENCE.//0.070:231:63//Z98870 r T"' : v ' n 

F-HEMBA1000774//Homo sapiens PAC clone DJ1059M17 from 7q21.-q31 .1, complete sequence.//6.2e-40:385: 
75//AC004953 : . !' / '\ , 

F-HEMBA1 000791 .- f " j •> ".; 

40 F-HEMBA1 00081 7//Myrmecia pilosula H187-135 mitochondrion cytochrome b gene, partial cds.//0.99:244:58// 

U15678 

F-HEMBA1000822//Human DNA sequence from PAC 179 D3, between markers DXS6791 and DXS8038 on chro- 
mosome X contains S10 GTP-binding protein, ESTs and CpG teland.//0.033:294:62//Z81370 
F-HEMBA1000827//Borrelia burgdorferi (section 50 of 70) of the complete genome7/9.7e-05:463:58//AE001164 

45 F-HEMBA1000843//Homo sapiens DNA sequence from elope 51 1B24 on chromosome 20q11 .2-12. Contains the 

TOP1 gene for Topoisomerase I, the PLCG1 gene for 1 -Phosphatidylinositol-4,5-Bisphosphate Phosphodiesterase 
Gamma 1 (EC 3.1.4.11, PLC-Gamma-1, Phospholipase C-Gamma^i PLC-II, PLC-148), the KIAA0395 gene for a 
probable Zinc Finger Homeobox protein and a 60S Ribosomal Profein L23 LIKE pseudogene. Contains a predicted 
CpG island, ESTs, STSs and GSSs, complete sequence.//3.0e;i53:732:98//AL022394 

so F-HEMBA1000851//Rattus norvegicus glucocorticoid modulatory ejenheifit binding protein 2 mRNA, complete cds.// 

1.6e-31:386:72//AF059273 "* 

F-HEMBA1000852//Homo sapiens Xp22 bins 3-5 PAC RPCI4^6h.7A^(Roswell Park Cancer Institute Human PAC 
Library) containing Arylsulfatase D and E genes, complete sequence7/8.5e-115:455:98//AC005295 
F-HEMBA1 000867 . : 

55 F-HEMBA1000869//Human DNA sequence from cosmid J 1380^7, between markers DXS6791 and DXS8038on 

chromosome X contains EST CA repeat and an endogenous retroviral like elementy/6.6e-4l :424:75//Z725l 9 
F-HEMBA1000870//Gnamptodon pumilio cytochrome oxidase' 1 \ Hgene^ partial cds; and tRNA-Asp, tRNA-His, and 
tRNA-Lys genes, complete sequence, mitochondrial genes for mitochondrial products.//0.0049:21 1 :66//AF034598 
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F-HEMBA1 000872//CIT-HSP-2355D20.TF CIT-HSP Homo sapiens genomic clone 2355D20, genomic survey se- 
quence 7/3. 7e-33: 180 :98//AQ059583 

F-HEMBA1000876//Human DNA sequence *** SEQUENCING IN: PROGRESS *** from clone 473B4, WORKING 
DRAFT SEQUENCE7/5.6e-37:262:72//Z83826 
5 F-H EM BA1 000908//Triticum aestivum low-affinity cation transporter (LCT1) mRNA, complete cds.//1 .0:304:59// 

AFO 15523 

F-HEMBA1 00091 0//M.musculus necdin mRNA, complete cds.//6,1e-08:256:61//M80840 
F-HEMBA1 00091 8//Tetrahymena thermophila micron uclear 'developmental ly eliminated sequence region7/0.l3: 
232:63/AJ88158 ,f - •* 

10 F-HEMBA1 00091 9//Gallus domesticus filamin mRNA, complete;cdsj// ( 1 ; :0:213:65//U00147 

F-HEMBA1 000934//CIT-HSP-2053H24.TR CIT-HSP Homo sapiens genomic clone 2053H24, genomic survey se- 
quence 7/5.5e- 11:275 :64//B69224 ; 5 . 

F-HEMBA1000942//Homo sapiens clone DJ0754G14, WORKING' DRAFT SEQUENCE, 15 unordered pieces.// 
9.7e-05:78:83//AC004878 ^Vv,/ 
15 F-HEMBA1000943//Homo sapiens chromosome 17, clone hRpK.64biifi5, complete sequence//5.8e-1 40:661: 

99//AC005324 
F-HEMBA1 000946 

F-HEMBA1000960//Homo sapiens clone DJ1111F22, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
8.3e-16:181:75//AC004967 

20 F-HEMBA1 000968//Human DNA sequence *** SEQUENCING IN'PROGRESS *** from clone 69M21 , WORKING 

DRAFT SEQUENCE7/4.4e-1 1 7:398:86//AL031 735 

F-HEMBA1000971//H.sapiens CpG island DNA genomic Msel, fragment, clone I82f4, forward read cpgl82f4 
ft1a.//1 .5e-20:126:96//Z57528 

F-HEMBA1000972//Homo sapiens genomic DNA of 8p21 .3-p22 anti : oncogene of hepatocellular colorectal and 
25 non-small cell lung cancer, segment 1/11 7/0. 34:642:59//AB020858 • !'"' 

F-HEMBA1000974//Homo sapiens clone DA0091H08, complete sequence.//5.1e-183:865:98//AC004817 
F-HEMBA1000975//Orf virus homologue of retroviral pseudoprotease gene, complete cds 7/0.00065:39 1:62// 
M30023 .*? 

F-HEMBA10009851/Human DNA sequence from clone 272E8;pn l chr6mosome Xp22. 13-22.31. Contains a pseu- 
30 dogene similar to MDM2-Like P53-binding protein gene. Cpntairii'STSs, GSSs and a CA repeat polymorphism, 

complete sequence7/3.4e-05:243:65//Z93929 t \ 'J. 

F-HEMBA1 000986//Homo sapiens DNA from chromosomel 9 L cosm\d;R31 491 , genomic sequence.//6.6e-06:508: 
61//AD000813 ' *)vYy£* x 

F-HEMBA1000991//Homo sapiens mRNA for Hrs, complete cds.//1 i2e-22:1 93:84//D84064 F-HEMBA1001007 
35 F-HEMBA1001008//Human DNA sequence from clone 391022 on chromosome 6p2l .2-21 .31 Contains pseudo- 
genes similar to ribosomal protein, ESTs, GSSs, complete sequehce7/7 8e-46:532:73//AL03l577 
F-HEMBA1001009//Human mRNA for IgM heavy chain co mpfete sequence 7/0. 97:369 :59//X1 71 15 
F-HEMBA1001017//Homo sapiens mRNA for KIAA0468 protein, complete cds7/4.4e-1 39:661 :98//AB007937 
F-HEMBA1001019//Homo sapiens, clone hRPK.1 5_A _1, complete sequence7/1 .6e-16:521:64//AC006213 
40 F-HEMBA1 001 020//Homo sapiens chromosome 1 7, clone hRPK.1 78_Cl3, complete sequence.//3.8e-50:367:72// 

AC005702 * V 

F-HEMBA1001022 

F-HEMBA1001024//Homo sapiens T-cell receptor alpha delta locus from bases 1 to 250529 (section 1 of 5) of the 
Complete Nucleotide Sequence.//5.0e-23:378:69//AE000658 : * 
45 F-HEMBA1001026//Homo sapiens DNA sequence from PAC 435D1 on chromosome Xq25. Contains ESTs and 

STS7/7.6e-1 9:867:60//286064 J 

F-HEMBA1001043//HS_2219_B1_A10Jv1F CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2219 Col=19 Row=B, genomic survey sequence.//3.0e-15:124:88//AQ301521 
F-HEMBA1001051//Human Chromosome X clone bWXD34'2, complete sequence7/4.8e-79:308:84//AC004072 
50 F-HEMBA1001052//Homo sapiens chromosome 17, clone. hRP£j.'46^P_2, WORKING DRAFT SEQUENCE, 4 

unordered pieces.//0.53:384:61//AC00534l 1 '[£ i 

F-HEMBA1001059//Human N -acetylgalactosamine 6 -sulphatase ^GALNS) gene, exon 107/2.8e-26:397:71// 
U06084 , it ^$£4* , 

F-HEMBA1001060//Homo sapiens chromosome 17, clone hRPK:855^Di21 complete sequence.//0.98:280:62// 
55 AC006079 ( V i'! [';-. 

F-HEMBA1001071//Human mRNA for pro alpha 1 (III) collagen'^termjhal propeptide7/1 .1e-31 :181 :96//X01742 
F-HEMBA1001077//nuclear protein TIF1 [mice, mRNA, 3951 nt]*7/3,6e-.13:338:65//S78219 
F-HEMBA1001080//Streptomyces coelicolor cosmid 1 A97/0.00pT2^64:'63//AL034446 
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F-HEMBA1001085//Human Chromosome 15q26.l PAC clone pDJ290i2l containing fur, fes, and alpha mannosi- 
dase llx genes, WORKING DRAFT SEQUENCE, 9 unordered pieces 7/8.5e-1 34:476 :96//AC004586 
F-HEMBA1001088//Sequence 1 from patent US 5552529 7/2. 2e-71 :303:78//l25863 
F-HEMBA1001094//Homo sapiens clone RG491N20, complete sequence.//8.9e-119:609:96//AC0051 05 
5 F-HEMBA1001099 s .. ^/ : . *> , . 

F-HEMBA1001109//Homo sapiens BAC clone RG318M05;from.7q22-q31.1, complete sequence7/2.4e-58:347: 
87//AC005250 * '< U:i V 

F-HEMBA1001121//Human DNA sequence *" SEQUENCING^ PROGRESS *** from clone 90G24, WORKING 
DRAFT SEQUENCE7/3.4e-21 :226:65//AL008723 * *<<g\}p j \' 

10 F-HEMBA1001122//Plasmodium falciparum chromosome 2, section* 2b of 73 of the complete sequence.//9.2e-07: 

732:57//AE001383 "J- : - 

F-HEMBA1001123//Homo sapiens full-length insert cDNA clone ZD38E127/1 .1e-11 :231 :68//AF086247 
F-HEMBA1001133//Homo sapiens clone DJ0856O24, WO R K I N G ^ D R A FT SEQUENCE, 4 unordered pieces.// 
0.011 :163:69//AC004909 , 
15 F-HEMBA1001137//Homo sapiens mRNA for KIAA0798 protein, complete cds 7/6. 9e-72: 527: 77//AB0 18341 

F-HEMBA1 001 140//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered pieces7/2.3e- 
120:578:98//AC005077 

F-HEMBA1001172//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces 7/0.0 10:520:59//AC005507 
20 F-HEMBA1001174//R.norvegiCUS (Sprague Dawley) ARL5 mRNI/Vfor ARF-like protein 57/1 .0e-59:565:73//X78604 

F-HEMBA1001197//Homo sapiens clone 82F9, WORKING DRAFT SEQUENCE, 4 unordered pieces 7/0. 0037: 
151:70//AC004815 ^ 

F-HEMBA1001208//Human BAC clone RG264L19 from 7r3l5;p21, complete seq uence 7/7. 4e-35: 195:81// 
AC002410 

25 F-HEMBA1 00121 3//Homo sapiens clone DJ0892G1 9, complete sec|uence7/1 .9e-1 71 :826:98//AC00491 7 

F-HEMBA1001226//Homo sapiens clone DJ0850101, WORMG"DRAFT SEQUENCE, 1 unordered pieces7/ 
0.0001 0:557:57//AC006009 ' ls -%P$*. : c 

F-HEMBA1001235//Homo sapiens chromosome 17, clone:,hRPf<:6piiN_13, complete sequence7/0.0086:372: 
58//AC005389 / .[ 

30 F-HEMBA1001247//H.sapiens CpG island DNA genomic^Ws^r^fragment, clone Hbll, reverse read 

cpg11b11.rt1a.//2.0e-24:154:93//Z64441 ' ' : . 

F-HEMBA1001257//Homo sapiens alpha-methylacyl-CoA race mase )n RN A , complete cds.//1 .9e-88:659:81// 

AF047020 . r . 

F-HEMBA1001265//Human 18S ribosomal RNA7/1.0e-32:i:8d:97//x63205 
35 F-HEMBA1001281 7 

F-HEMBA1001286//B.taurus mRNA for RF-36-DNA-binding protejn 7/7. 7e-26:236:81//X 15543 

F-HEMBA1001289//Homo sapiens Chromosome 16 BAC cJqne:CIT;987SK-A-69Gl2, complete sequence7/5.5e- 

28:530:64// AC0041 31 " " ' f ■ 

F-HEMBA1001294//Yeast mitochondrial aapl gene for ATPase subunit 87/2.8e-15:722:60//X00960 
40 F-HEMBA1001299//Human DNA sequence from clone 422G23 on chromosome 6q24 Contains EST, STS, GSS, 

CpG island, complete sequence7/4.2e-24:288:76//AL031 003 , 

F-HEMBA1 001 302//cDNA encoding a human homologueof a mouse novel polypeptide derived from stromal cell.// 
7.2e-121:439:96//E12260 

F-HEMBA1001303//Plasmodium falciparum 3D7 chromospme 12 PFYAC181 genomic sequence, WORKING 

45 DRAFT SEQUENCE, 8 unordered pieces.//0.011 :637:56//AC005505 ' 

F-HEMBA1001310//HS_3252_B2_B12_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3252 Col=24 Row=D, genomic survey sequence.//! .2e-1 6:1 66:82//AQ21 7054 
F-HEMBA1001319//CIT-HSP-2034J6.TF CIT-HSP Homo sapiens genomic clone 2034J6, genomic survey se- 
quence.//0.33:256:59//B79408 :'v:i>: f /.i - 

50 F-HEMBA1001323//Homo sapiens proto-oncogene (Wnt-5a)B*Rft A'/ complete cds.//7.8e-30:165:99//L20861 

F-HEMBA1001326//Homo sapiens DNA sequence from BAC .55,920. pa chromosome 6. Contains a Spinal Mus- 
cular Atrophy (SMA3) LIKE gene overlapping with a beta-glucoromd&se LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five pre- 
dicted tRNA genes. Contains ESTs, GSSs{BAC end sequences)* and a CA repeat polymorphism, complete se- 

55 quence.//5.4e-19:347:68//AL021368 \ *>» . 

F-HEMBA1001327//CIT-HSP-2354E10.TR CIT-HSP Homo sapiens genomic clone 2354E10, genomic survey se- 
quence 7/0.0 12:1 52:65//AQ07571 3 

F-HEMBA1001330//Plasmodium falciparum DNA *** SEQUENCING' IN PROGRESS "* from contig 3-103, com- 

■ ' l S r ' ■ 
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pletesequence.//0.0037:254:62//AL010208 • 

F-HEMBA1 001 351//Homo sapiens VAMP-associated protein of 33 kDa (VAP-33) mRNA, complete cds7/1 .1 e-1 03: 
516:97//AF057358 

F-HEMBA1 001 361 //Homo sapiens chromosome 9, clone hRPK.202_H_3, complete sequence.//1 .7e- 150:706:99// 

5 AC006241 ..; 

F-HEMBA1 001 375//Streptomyces coeliCOlor cosmid 1 E6.//1 .0:375:tV/AL033505 

F-HEMBA1001377//HS_3020_B1_D12_MR CIT Approved.Huma/v Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3020 Col=23 Row=H, genomic survey sequent ;7/oVoo022:63:77//AQ 105297 
F-HEMBA1 001 383//Plasmodium falciparum chromosome 2, sectio>n;68:of 73 of the complete sequenceV/0.00035: 

10 317:60//AE001431 v-f£fA : "-.. 

F-HEMBA1001387//HS_3039_B1_D01_MF CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3039 Col=1 Row=H, genomic survey sequen^7(5 0eT90:437:98//AQ1 55035 
F-HEMBA1001388//Homo sapiens clone RG189J21, WORKING DRAFT SEQUENCE, 15 unordered pieces.// 
4.2e-47:1 59:89//AC005073 J, 'i 'U - 

'5 F-HEMBA1 001 391//Human DNA sequence from clone 409O1 0 on chromosome 20q1 2 Contains CA repeat, GSS, 

STS, complete sequenceV/2.0e-06:495:60//AL031256 

F-HEMBA1001398//H.sapiens CpG island DNA genomic MseY fragment, clone 70d1l, forward read 
cpg70d1 1 .ft1 by/0.01 8:46:97//262591 

F-HEMBA1001405//Human DNA sequence *** SEQUENCING IN- PROGRESS *** from clone 50024, WORKING 
20 DRAFT SEQUENCE.//2.3e-74;623:71//AL034380 

F-HEMBA1001407//Mus musculus domesticus Torino (Sry) gerie, complete cds.//0.36:363:57//U03645 
F-HEMBA1 001 41 l//Homo sapiens genomic DNA, 21 q region, clone: S39BG29, genomic survey sequence V/8. 4e- 
1 2:51 6:60//AG001 050 

F-HEMBA1001413 ( - 
25 F-HEMBA1001415//Human DNA sequence *** SEQUENCING ^PROGRESS *** from clone 41018, WORKING 

DRAFT SEQUENCE.//0.98:177:64//AL031732 v [ 

F-HEMBA1001432//Homo sapiens clone DJ0693M11, WQRKlNGjDRAFT SEQUENCE, 7 unordered pieces.// 
8.0e-177:859:97//AC006146 5 ^CS 'J'. 

F-HEMBA1001433//Homo sapiens clone DJ0892G19, comple't^ 
30 F-HEMBA1001435//Homo sapiens chromosome 17, clone ftRPK'."63^A2l , complete sequence.//l .2e-74:284:84// 

AC005670 T^I^ ' 

F-HEMBA1001442//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *** from contig 3-66, com- 
plete seq uence.//0.056: 194: 63//AL01 01 38 [ ^l^f^V 

F-HEMBA1001446//Homo sapiens chromosome 4 clone Bi5©4 c map^4q25 1 complete sequence.//0.96:328:61// 

35 AC004047 . ,y ; . 

F-HEMBA1 001450 

F-HEMBA1 001454//Human DNA sequence from clone 598A24 on chromosome Xp11 .1-11 .23 Contains zinc finger 
X-linked proteins ZXDA, ZXDB, ESTs and STS, complete sequence.//2.0e-47:468:73//AL031115 
F-HEMBA1001455//CIT978SK-32J2.TV CIT978SK Homo sapiens genomic clone 32J2, genomic survey se- 
40 quence.//1.5e-05:223:65//B78859 

F-HEMBA1 00 1 463//cSRL-69d1 -u cSRL flow sorted Chromosome .1 1 specific cosmid Homo sapiens genomic clone 
cSRL-69d1 , genomic survey sequence.//5.1e-66:564:77//B05652 

F-HEMBA1001476//Homo sapiens mRNA for KIAA0572 protein l jDartiarcds.//1 .9e-102:489:99//AB011144 
F-HEMBA1001478//HS_2228_A2_B03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

45 nomic clone Plate=2228 Col=6 Row=C, genomic survey sequence.//4.5e-40:275:88//AQ032041 

F-HEMBA1001497//Human DNA sequence from clone 281 H8. on .chromosome 6q25. 1-25.3. Contains up to four 
novel genes, one with similarity to KIAA0323 and worm C30R12.1 and another with Ubiquitin-Like protein gene 
SMT3 (the latter in an intron of a novel gene). Contains ESJs lt STSs, GSSs, a putative CpG island and genomic 
marker D6S1553, complete sequence.//7.7e-47:31l:85//AL03!l!^ 

50 F-HEMBA1 001 51 0//Human HLA class ill region containing cAMP- response element binding protein-related protein 

(CREB-RP) and tenascin X (tenascin-X) genes, complete cds^cVj^piete sequence.//2.0e-130:699:93//U89337 
F-HEMBA1001515//Homo sapiens chromosome 19, cosmid F2^866; complete sequence.//4.le-l 14:71 1:85// 
AC005794 '^ffiA* 

F-HEMBA1001517//Homo sapiens BAC clone RG459N13 from>7^15; complete sequence.//5.7e-1 62:769:98// 
55 AC004549 ^g&J&kt 

F-HEMBA1001522//Caenorhabditis elegans cosmid ZK3287/8':6e-^7f498:61//U50193 

F-HEMBA1001526//Human DNA sequence from cosmid 444G9:-frbmi a contig from the tip of the short arm of 
chromosome 16, spanning 2Mb of 16p13.3 Contains ESTs and .CpG islands, 7/0.31 : 1 20:69//Z98258 
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F-HEMBA1001533 

F-HEMBA1001557//Chionoecetes opilio (clone C0P41) DNA . microsatellite repeat regions.//7.0e-25:303:72// 
L49136 [}\ : \ 

F-HEMBA1001566//Homo sapiens DNA sequence from PAC 1270*3 on chromosome 1q23-25. Contains FM02 
5 and FM03 genes for Flavin-containing Monooxygenase 2 and^FJayin^ontaining Monooxygenase 3 (Dimethyl- 

aniline Monooxygenase (N-Oxide 3, EC1. 14.13.8, Dimethylaniline^Oxidase 3, FMO II, FMO 3), and a gene for 
another, unknown, Flavin-containing Monooxygenase family' protein. Contains ESTs and GSSs, complete se- 
quence.//7.2e-18:805:60//AL021026 .■ 

F-HEMBA1 001 569//Homo sapiens mRNA for vesicle associated membrane protein 2 (VAMP2).//1 .1e-64:338:95// 
10 AJ225044 /.^i^^i. ; * : 

F-HEMBA1001570//Homo sapiens PAC clone DJ0844F09 : frorn'7pii2:p13 l complete sequence.//2.1e-1 48:698: 
99//AC004453 ^'V> : r '. 

F-HEMBA1001579//Homo sapiens mRNA for NS1-binding protein (NS1-BP)7/2.2e-173:678:99//AJ012449 
F-HEMBA1001581//Homo sapiens clone DJ1158B01, WORKI.Ng DRAFT SEQUENCE, 23 unordered pieces.// 
'5 0.30:484:59//AC004980 
F-HEMBA1001585 

F-HEMBA1001589//Human BAC clone RG317G18 from 7q31 , complete sequencey/0.98:197:63//AC002432 
F-HEMBA1001595//Human mRNA for KIAA0128 gene, partial cds.//8.2e-109:855:78//D509 18 
F-HEMBA1 001 608//RPCI1 1 -72E2.TJ RPCI11 Homo sapiens genomic clone R-72E2, genomic survey sequence.// 
20 3.8e-05:235:64//AQ267131 ; ^ ' 

F-HEMBA1001620//OryzasativaRINO1 mRNA for myo-inositofphosphate "synthase, complete cds7/3.8e-40:7 19: 
64//AB012107 * ' * 

F-HEMBA1001635//HS_3208_A1_D07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3208 Col=13 Row=G, genomic survey sequence.//1 .4e-1 5:1 20:90//AQ1 76944 
25 F-HEMBA1001636//Homo sapiens 12q24 PAC RPCI1 -66 E7 (Roswell Park Cancer Institute Human PAC library) 

complete sequence7/0.15:221:64//AC004216 , ' ^^1;^. 

F-HEMBA1001640//HS_3253_B2_D03_MR CIT Approved H'umap'Gen^pmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3253 Col=6 Row=H, genomic survey sequenc&7/9^V^2:278:95//AQ216058 
F-HEMBA1 001 647//H. sapiens gene for plectin.//0.00052:629:6f/^5^67^ 
30 F-HEMBA1 001 651//Salmo salar DNA for a cryptic repeat.//7.9e',0B:27^ 

F-HEMBA1001655//Homo sapiens chromosome 5, BAC clone^H 9ij1 8 '(LBNL H158), complete sequence7/5.9e- 
164:802:97//AC005368 

F-HEMBA1001658//M.musculus COL3A1 gene for collagen al^a-i^?4e-30:742:62//X52046 
F-HEMBA1001661//Homo sapiens chromosome 5p, BAC clone 50g2V (LBNL H154), complete sequence 7/2. 2e- 
35 144:682:99//AC005740 [ [\\ t 

F-HEMBA1001672//Homo sapiens methyl-CpG binding protein r^BD'3'(MBD3) mRNA, complete cds7/6.1e-152: 
725:98//AF072247 

F-HEMBA1001675//RPCM1-54F8.TVRPCI11 Homo sapiens genomic clone R-54F8, genomic survey sequence.// 
5.3e-75:341 :85//AQ082126 

40 F-HEMBA1001678//Homo sapiens Xp22 PAC R PCI 1-167A22 (from Roswell Park Cancer Center) complete se- 

quence .//8.4e-54:551:74//AC002349 • S . * 



F-HEMBA1001681 

F-HEMBA1001702//Plasmodium falciparum chromosome 2, section' 35 of 73 of the complete sequenceV/0.94: 
676:54//AE001398 

45 F-HEMBA1 001 709//Human DNA sequence *** SEQUENCING ^PROGRESS *** from clone 702J1 9, WORKING 

DRAFT SEQUENCE.//074:659:58//AL033531 

F-HEMBA1001711//Lysiphlebus melandriicola NADH dehydrogerVasVl gene, mitochondrial gene encoding mito- 
chondrial protein, partial cds.//3.0e-07:413:60//AF069178 . . v^*t ; ^.*:;- 

F-HEMBA1001712//Homo sapiens BAC clone RG041H04jrqm£q2l T q22, complete sequence.//0.091:315:61// 
so AC004519 * 

F-HEMBA1001714//Rattus norvegicus mitochondrial ATPase inhMqr gene, complete cds.//1.6e-28:2 18:75// 
U12250 n ^ 

F-HEMBA1001718//HS_3056_A2JH08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3056 Col=16 Row=0, genomic survey sequenjie^ 
55 F-HEMBA1 001 723//HS_21 88_A2_D02 JVIF CIT Approved Human' <3eh omic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2188 Col=4 Row=G, genomic survey sequence.//3.8e-28:174:94//AQH6793 
F-HEMBA1001731//HS_3021_A1_A11_T7 CIT Approved Human;Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3021 Col=21 Row=A, genomic survey sequence'.7/2.5e-11:420:62//AQ1 54658 
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F-HEMBA1001734//Homo sapiens chromosome Y, clone 264.M.20. complete sequence.//0.00060:392:60// 
AC004617 

F-HEMBA1001744//HS_3194_A1_D05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3194 Col=9 Row=G, genomic survey sequence.//5.8e-29:163:97//AQ252295 
5 F-HEMBA1001745//Homo sapiens chromosome 9q34, clone 280C11, complete sequence.//0. 66:627:59// 

AC002102 ^ ^ 

F-HEMBA1001746//HS_2163_B1_F04_MR CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2163 Col=7 Row=L, genomic survey sequencey/l' : 4e-J6:238:70//AQ085995 
F-HEMBA1001761//Genomic sequence from Mouse 9, complete sequencey/3.5e-52:198:86//AC002109 
10 F-HEMBA1001781 ; i ; 

F-HEMBA1001784//Genomic sequence from Human 9q34, WORKING DRAFT SEQUENCE, 2 unordered-piec- 
es.//5.5e-13:296:65//AC002099 ? fffitigj 

F-HEMBA1001791//Homo sapiens DNA from chromosome 1 9-cpsmids R31158, R31874, and R28125, genomic 
sequence, complete sequence.//0.18:534:59//AF038458 ■" ' 'J j."*"" r 
15 F-HEMBA1001800//CrT-HFP-2049N5.TF CIT-HSP Homo sapiens genomic clone 2049N5, genomic survey se- 

quence.//2.2e-40:335:80//AQ009222 

F-HEMBA1001803//M.musculus (Ba1b/C) P/L01 m RN A.//1 .7e-25: 286 :74//Z3 1360 
F-HEMBA1001804//Mouse interleukin 2 receptor (p55 IL-2R) mRNA, 5' endJft .9e-58:358:89//M21977 
F-HEMBA1001808//Homo sapiens mRNA, chromosome 1- specific transcript K I AA0500.//7.8e- 174:809:98// 
20 AB007969 3 4 

F-HEMBA1001809//Bovine herpesvirus 1 complete genome.//9.0e-09:639:57//AJ004801 
F-HEMBA1001815 

F-HEMBA1001819//HS_3079_B1_E04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3079 Col=7 Row=J, genomic survey sequenceV/1 .4e-79:396:97//AQl86616 
25 F-HEMBA1001820//Homo sapiens BAC clone GS165L15. from'7p15, complete sequence 7/0. 00026:436: 60// 

AC005013 )w 

F-HEMBA1 001 822//Homo sapiens intersectin short form'mRN^co'mplete cds.//1 .2e-40:51 0:65//AF064243 
F-HEMBA1001824//Homo sapiens expanded SCA7 CAG rep£afc/^ 

F-HEMBA1001835//Homo sapiens BAC clone RG01 7K18 ffrom.^gSj / complete sequence.//0.0094:553:58// 

30 AC005161 . i 

F-HEMBA1001844//Homo sapiens chromosome Xp22-135-136;;cl8ne GSHB-56711, WORKING DRAFT SE- 
QUENCE, 35 unordered pieces .//1.2e-22:31 6 :70//AC005867 v '] 
F-HEMBA1001847//M.musculus Zfp-29 gene for zinc finger p rote in.//S.3e-27: 397: 69//X55 126 
F-HEMBA1001861//Homo sapiens mRNA for KIAA0617 proteinVcomplete cds.//8.8e-184;865:98//AB014517 

35 F-HEMBA1001864//Arabidopsis thaliana chromosome II BAC' R1 7H1 5 genomic sequence, complete sequence.// 

0.38:337:62//AC005395 ? i Y.-r^ 

F-HEMBA1001866//Caenorhabditis elegans cosmid F48E3.//1-.4e-10:224':63//U28735 

F-HEMBA1001869//Homo sapiens BAC clone RG114B19 from 7q31.1, complete sequence.//6.7e-98:288:91// 
AC005065 

40 F-HEMBA1001888//Human Chromosome 11p15.5 PAC clone pDJ915f1 containing KvLQTI gene, complete se- 

quence .//4.9e-1 1 4:476: 84//AC003693 

F-HEMBA1 001 896//Bos taurus pyruvate dehydrogenase phosphatase regulatory subunit precursor, mRNA, com- 
plete cds.//2.2e-137:839:86//AF026954 4 " * 

F-HEMBA1001910//Homo sapiens Chromosome 2p13 BAC Clone hi 73, complete sequence.//0.90:221:63// 

45 AC003065 ^ 

F-HEMBAl001912//HS_2237_A1_C10Jv1F CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2237 Col=19 Row=E, genomic survey sequenceV/9.7e-76:364:100//AQ033732 
F-HEMBA1001913//Leishmania major chromosome 3 clone ::L4625 .strain Friedlin, WORKING DRAFT SE- 
QUENCE, 6 unordered pieces 7/0.00063:2 19:65//AC005766 

so F-HEMBA1 00 1 91 5//Homo sapiens genomic DNA of 9q32 aritinol^gene^pf flat epitherium cancer , segment 5/1 0.// 

0.00011 :366:63//AB020873 * ' tJHfa 

F-HEMBA1 001 91 8//Pneumocystis carinii gene for major surface glycorjrotein MSG1 05, exonl -2, complete cds.// 
0.00024:562:58//D82031 ."X^t? .} 

F-HEMBA1 001 921//Homo sapiens germinal center kinase related protein kinase mRNA, complete Cds7/2.1 e-1 84: 
55 855:99//AF000145 C ^;V'W 

F-HEMBA1001939//Human DNA sequence from clone 395P1 2 oV chromosome 1q24-25. Contains the TXGP1 
gene for tax-transcription ally activated glycoprotein 1 (34kD) (OXio iigand, OX40L) and a GOT2 (Aspartate Ami- 
notransferase, mitochondrial precursor, EC 2.6.1.1, Transaminase A, G'lutamate Oxaloacetate Transaminase-2) 
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pseudogene. Contains ESTs, STSs and GSSs, complete sequence'//i ,le-42:380:80//AL022310 

F-HEMBA1 001 940//Homo sapiens clone DJ 10931 16, WORKING DRAFT SEQUENCE, 5 unordered piecesY/7.5e- 

1 75:861 :97//AC005629 ' 

F-HEMBA1001942//Homo sapiens Chromosome 12p13.3 Clone RRCI1-96H9, WORKING DRAFT SEQUENCE, 
5 66 unordered pieces7/0.097:107:71//AC006057 * " J • .5 

F-HEMBA1001945//Drosophila F family transposable element F1 2 3' region.//0.94:140:65//X01934 

F-HEMBA1 001 950//H.sapiens CpG island DNA genomic Msel fragment, clone 1 5b5, forward read cpgl 5b5.fti q.// 

1.4e-27:168:95//Z54728 

F-HEMBA1001960//Locusta migratoria mRNA for nAChR alphal subunit.//0.010:108:71//AJ000390 
10 F-HEMBA1001962//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 

DRAFT SEQUENCE, 9 unordered pieces.//9.7e-05:494:60//AC005507 
F-HEMBA1001964 

F-HEMBA1001967//Human DNA sequence from clone 341 E1 8 on chromosome 6p1 1.2-1 2.3. Contains a Serine/ 
Threonine Protein Kinase gene (presumptive isolog of a Rat gene) and a novel alternatively spliced gene. Contains 

is a putative CpG island, ESTs and GSSs, complete sequence.//9.6e-l22:373:99//AL03H78 

F-HEMBA1001979//HS_3067_B1_A06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3067 Col=11 Row=B, genomic survey sequence7/0 .43: 193:64//AQ 143506 
F-HEMBA1001987//Plasmodium falciparum MAL3P6, complete. seq uence7/1 .0:428:56//Z98551 
F-HEMBA1001991//HS_2237_A2_G09_MF CIT Approved Humah Genomic Sperm Library D Homo sapiens ge- 

20 nomic clone Plate=2237 CoI=18 Row=M, genomic survey sequence://4:3e-05:240:64//AQ067283 

F-HEMBA1002003//protein phosphatase 2C isoform [rats, liver; mRNA; 1950 nt].//2.7e-33:364:74//S90449 
F-HEMBA1002008//WORKING DRAFT SEQUENCE, 3 unordered pieces://0.00032:214:68//AC005948 
F-HEMBA1002018 ' \ i'' u : . 

F-HEMBA10020227/Human p37NB mRNA, complete cds 7/0:01 4:58:9^//U32907 

25 F-HEMBA1002035//Mouse transcriptional control elementy/7.8e-07:: i 2pp:69//M 17284 

F-HEMBA1002039//Human DNA sequence from clone 267M20 on .chromosome Xq22.2-22.3. Contains part of 
the DIAPH2 gene and a pseudogene, ESTs, STSs and GSSs, complete sequence7/0.31:497:58//AL031053 
F-HEMBA1002049//Homo sapiens chromosome 5, BAC clbny2'82B7 '(LBNL H192), complete sequenceY/4.5e- 
42:532:63//AC005216 ' 

30 F-HEMBA1002084//Homo sapiens chromosome 19 cosmid F15386, genomic sequence, complete sequence.// 
0.81:435:59//AF025422 

F-HEMBA1002092//Mus musculus OIM/EBF-like-3 transcription factor (O/E-3) mRNA, complete cds7/7.2e-130: 
769:87//U92703 

F-HEMBA1002100//Homo sapiens PAC clone DJ0991G20, complete sequence.//1 .3e-47: 1 24:96//AC004943 
35 F-HEMBA1 0021 02//Xenopus laevis mRNA for xSox7 protein , : complete 'cds.//2.7e-13:132:71//D83649 

F-HEMBA1002113//F.rubripes GSS sequence, clone 063K10bB4, genomic survey sequence.//0.029: 142:66// 
288840 h , 

F-HEMBA1002119//Human Chromosome 11 pac pDJ1173a5, complete sequenceV/1 .3e-1 4:5 15:62//AC000378 
F-HEMBA1002125//Homo sapiens calcium-activated potassiuM channel (KCNN3) mRNA, complete cdsV/0.98: 
40 222:61//AF031815 *• ^ : \ f 4 ! " 

F-HEMBA1002139//Caenorhabditis elegans cosmid F55C9', compjeie Sequence.//0.0081:371:60//Z8l549 
F-HEMBA1 002l44//Saccharomyces cerevisiae mitochondribnWns^r RNA-Met (tRNA-Met) gene, oxil gene, and 
ORF1.//4.9e-06:341:61//L36888 m 

F-HEMBA1002150//Homo sapiens mRNA for KIAA0720 protein .' pattrarcds 7/0.000 17:353:62//AB01 8263 
45 F-HEMBA1 002151 r .„ r , v ■ 

F-HEMBA1 0021 53//CITBI-E1 -251 91 20.TR CITBI-E1 Homo sapieh^geriomic clone 251 9I20, genomic survey se- 
quence.//8.5e-61:334:94//AQ277613 V'± ;V 

F-HEMBA1002160//Homo sapiens clone DJ1189D06, complete sequence7/8.5e-44:385:77//AC005232 
F-HEMBA1002161//Coturnix coturnix slow myosin heavy chain<2;(qmyhc2) mRNA, partial cds.//2.1e-59:571:74// 
50 AF006829 : ' 

F-HEMBA1002162//Homo sapiens Xp22-150 BAC GSHB-309P15 (Genome Systems Human BAC Library) com- 
plete sequence.//5.3e-53:698:67//AC00621 0 

F-HEMBA1002166//Human DNA sequence from PAC 84F12 on chromosome Xq25-Xq26.3. Contains glypican-3 
precursor (intestinal protein OCI-5) (GTR2-2), ESTs and CA repeat.//l .2e-50:3l9:78//AL0087l2 
55 F-HEMBA1 0021 77//Homo sapiens BAC clone RG293F1 1 from 7q2l :7q22, complete sequence.//2.5e-l 8:1 50:88// 

AC000066 • cV ( . 

F-HEMBA1002185//Homo sapiens clone DJ0292L20, WORKING DRAFT SEQUENCE, 2 unordered pieces.// 
0.00066:466:59//AC004825 
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F-HEMBA1 0021 89//Homo sapiens clone GS1 66C05, WORKIN&'DRAFT SEQUENCE, 7 unordered pieces7/3.3e- 
23:176:77//AC005015 i* r 

F-HEMBA1002191//Homo sapiens mRNA for KIAA0689 protein; partial CdS.//1.0:382:59//AB014589 
F-HEMBA1002199//Homo sapiens chromosome 4 clone B55B24 rnap 4q25, complete sequence7/1.8e-20:368: 

5 66//AC005150 ^/V'., 

F-HEMBA1002204//HS_2055_A1_H09_T7 CIT Approved Hunwi Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2055 Col=17 Row=0, genomic survey sequence.//1.2e-06:178:65//AQ235350 
F-HEMBA1002212//S.cerevisiae chromosome IV reading frame ORF YbLl01c.//0.035:345:60//Z74149 
F-HEMBA1002215//M.muscutus mRNA for testin7/4.6e-80:5b i 4:87/^C78989 

10 F-HEMBA1002226//Homo sapiens Xp22 bins 87-93 PAC RPCI1-12^K4 (Roswell Park Cancer Institute Human 

PAC Library) complete sequence7/5.7e-63:336:74//AC003035 

F-HEMBA1002229//Homo sapiens BAC clone NH0539B24 from 7p15.1-p14, complete sequence7/2.6e-39:311 : 
81//AC006044 ; , ' . 

F-HEMBA1 002237//Homo sapiens PAC clone DJ0696N01 from 7p21 -p22, complete sequence.//1 .6e-1 2:397:64// 
15 AC004861 

F-HEMBA1 002241 
F-HEMBA1 002253 

F-HEMBA1002257//Homo sapiens diacylglycerol kinase iota (DGKi) mRNA, complete cds.//3.5e-1 51:731:97// 
AF061936 V\ , 

20 F-HEMBA1002265//Human DNA sequence from cosmid N28H9 r bn chromosome 22qH.2-qter contains ESTs, 

STS and endogenous retrovirus 7/1 .3e-09:31 3:62//271 1 83 v - ; 
F-H EM BA1 002267 

F-HEMBA1002270//Homo sapiens Xp22-150 BAC GSHB-309P^5"(Genbme Systems Human BAC Library) com- 
plete sequence 7/0. 069:495:58//AC0062 10 . . ^i 
25 F-HEMBA1 002321//Homo sapiens PAC clone DJ0991 023, co^ : ^s^jjenoey/0.01 9:564:5B//AC004944 

F-HEMBA1002328//CIT-HSP-2387N15.TF.1 CIT-HSP Homo sapiens genomic clone 2387N15, genomic survey 
sequence7/1.8e-71:346:99//AQ240836 , i 

F-HEMBA1002337//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MYN8, complete sequence7/ 
0.84:547:57//AB020754 ' '■ ' 

30 F-HEMBA1002341//Homo sapiens mRNA for KIAA0771 protein; pahia\cds7/2.4e-185:872:98//AB018314 

F-HEMBA1 002348//CIT-HSP-2372K24TR CIT-HSP Homo.sapieris.ge^omic clone 2372K24, genomic survey se- 
quence 7/9.1 e-33: 230 :75//AQ 11 0676 I:"'* 

F-HEMBA1002349//Plasmodium falciparum histidine-rich protein II (HRP II) gene, complete cds7/9.4e-06:504: 
57//U69551 

35 F-HEMBA1002363//Homo sapiens chromosome-associated prdtei.n-E (hCAP-E) mRNA, complete cds7/7.3e-l 88: 

872:99//AF092563 ' • 

F-HEMBA1002381//Homo sapiens genomic DNA of 8p21.3-p22 ariti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 11/11 7/2.1 e-20:262:72//AB020868 
F-HEMBA1002389//D.discoideum spore coat 60 (sp60) gene, 5:.flank7/0.010:95:73//M34546 
40 F-HEMBA1002417//Canis famiiiaris ZO-3 (zo-3) mRNA, complete cds7/6.2e-120:767:85//AF02361 7 

F-HEM BA1 00241 9//HS-1 047-A1 -F01 -MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 830 Col=1 Row=K, genomic survey sequence7/776eTo6:\fl:76//B38165 

F-HEMBA1002430//HS_3137_B2_F10_T7 CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
nomic clone PIate=3137 Col=20 Row=L, genomic survey seq uenjce1//1*.6e-56: 367 :88//AQ 148697 

« F-HEMBA1002439//Dictyostelium discoideum actin 8 gener3 r UTR^6.67:129:64//M25216 

F-HEMBA1002458//MUS musculus REX-3 mRNA, complete CdsM ^-30:274: 72//AF051 347 
F-HEMBA1002460//Homo sapiens clone DJ1137M13, complete > sequence7/4.0e-173:822:98//AC005378 
F-HEMBA1002462//Sequence 41 from patent US 57081 577/9ie-51 : :519:73//l80067 
F-HEMBA1002469//Human mRNA for KIAA0122 gene, partial cds.//4\0e- 108:603 :92//D509 12 

50 F-HEMBA1002475//Streptomyces coelicolor cosmid 2H47/6.ob68:626:'57//AL031514 

F-HEMBA1002477//Homo sapiens BAC clone NH0342K06 from 2, 'complete sequence7/l.5e-40:349:78// 

AC005034 ' 

F-HEMBA1 002486 ' ' •" 

F-HEMBA1002495//HS_3218_B1_A12_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=32i8 Col=23 Row=B, genomic survey Sequence.//I.0:i79:67//AQ181410 

F-HEMBA1 002498//Homo sapiens full-length insert cDNA clone,ZD76B01 7/1 .4e-1 29:61 9:98//AF086404 
F-HEMBA1002503//Homo sapiens clone DJ0742P04, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
1 .9e-24:306:68//AC004873 
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F-HEMBA1002508//Homo sapiens chromosome 19, cosmid. R33516, complete sequence.//2.9e-76:464:83// 
AC004799 , 

F-HEMBA1 00251 3//Homo sapiens mRNA for histone deacetylase : like protein (JM21)7/2.8e-1 57:738:98// 
AJ011972 

5 F-HEMBA1 00251 5//Human DNA sequence *" SEQUENCING IN'; PROGRESS *** from clone 407F1 1 , WORKING 

DRAFT SEQUENCE7/2.6e-07:307:64//AL022329 , 

F-HEMBA1002538//HS_2185_B2_B04_MR CIT Approved Human genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2185 Col=8 Row=D, genomic survey sequence )/4.7e-37:339:78//AQ2983 15 
F-HEMBA1002542//HS_3197_B2_B10_T7 CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 

10 nomic clone Plate=3197 Coi=20 Row=D, genomic survey sequence7/3;2e-70:372:95//AQl 88792 

F-HEMBA1002547//Homo sapiens agrin precursor mRNA, partial cds7/3.'5e-137:655:98//AF0l6903 
F-HEMBA1002552//Human Hep27 protein mRNA, complete cds7/8.8e-07:173:68//U31875 
F-HEMBA1 002555//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0190L06; 
HTGS phase 1 , WORKING DRAFT SEQUENCE, 21 unordered pieces .//2.2e-1 5 :628:60//AC004670 

is F-HEMBA1 002558//Human Xp22 BAC CT-285115 (from CalTe'ch/Research Genetics) , PAC RPCI1 -27C22 (from 

Roswell Park Cancer Center), and CosmidU35B5 (from Lawrence Livermore), complete sequence7/2.3e-41:353: 
76//AC002366 

F-HEMBA1002561//Homo sapiens chromosome 17, clone HRPC29G21, complete sequence.//1.1e-39:538:66// 
AC003687 

20 F-HEMBA1002569//Homo sapiens protein associated with ;Myc mRNA, complete cds.//1.3e-1 40:457:99// 

AF075587 h>< 

F-HEMBA1002583//CIT-HSP-2321D3.TR CIT-HSP Homo sapiens;genomic clone 2321 D3, genomic survey se- 
quence./^. 1e-79:385:99//AQ038 102 ' r '-;^ ; ' 

F-HEMBA1002590//Homo sapiens chromosome 17, clone v hRPk^7iN^20, complete sequence7/1.9e-35:430: 
25 70//AC005940 1 

F-HEMBA1002592//Human genomic DNA sequence from clone '308Oi on chromosome Xp11. 3-11.4. Contains 
EST, CA repeat, STS, GSS, CpG island7/4Ae-19:303:71//Z93403' T^'** ' 

F-HEMBA1002609//Homo sapiens mRNA for KIAA0597 pr^ein, partial cds.//4.4e-175:820:99//AB011169 

F-HEMBA1002621//Homo sapiens PAC clone DJ0650Pb9./frpn^7^q21, complete sequence 7/0.1 4:353:58// 
30 AC004413 X; ■ ' 

F-HEMBA1 002624//Homo sapiens mRNA for KIAA0808 protein; complete cds7/2.9e-1 87:632:97//AB01 8351 

F-HEMBA1002628//Plasmodium falciparum 3D7 chromosome 12 * PFYAC81 2 genomic sequence, WORKING 

DRAFT SEQUENCE, 8 unordered pieces.//1 .5e-05:792:58//AC0C).4j : 5*3 ; 

F-HEMBA1 002629//Streptomyces coelicolor cosmid 1 A97/8.4e-08:576:58//AL034446 
35 F-HEMBA1 002645//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 53G1 4, WORKING 

DRAFT SEQUENCE.//5.6e-47:222:86//AL031118 

F-HEMBA1002651//Homo sapiens PAC clone DJ0593H12 from c 7p31 '] complete seq u e nee 7/3. 8e- 182: 859:99// 
AC004839 * ' 

F-HEMBA1002659//2.mobiliS alcohol dehydrogenase I (adhA) gene, complete cds7/0.97:144:66//M32100 
40 F-HEMBA1002661//Homo sapiens PAC clone DJ0698G21 from 7p2l-p22, complete sequenceV/1 .3e-l 16:774: 

84//AC004535 • \ 

F-HEMBA1 002666 . u/'/i'- 

F-HEMBA1002678//Human DNAsequence*** SEQUENCINGjN PROGRESS *** from clone 11 37F22, WORKING 
DRAFT SEQUENCE7/5.7e-1 56:750:98//AL034421 J " ' 

45 F-HEMBAl002679//nbxb0002cC12rCUGI Rice BAC Library Oryzasativa genomic clone nbxb0002F23r, genomic 

survey sequence7/4.3e-09:51 7:58//AQ051 621 * $■ ' 

F-HEMBA1002688//Herpes simplex virus type 2 (strain HG52), complete genome.//8.3e-20:651 :61//Z86099 
F-HEMBA1002696//Mus musculus proteasome regulator PA28 b'et^subunit gene, complete cds7/7.6e-62:306: 
81//AF060195 V^, 
so F-HEMBA1002703//Homo sapiens mRNA for KIAA0455 protein\ioWplete cds7/1 .9e-10:327:62//AB007924 

F-HEMBA1002712 

F-HEMBA1002716//HS_3064_A1_C10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=19 Row=E, genomic survey sequence\//8.4e-97:491 :96//AQ1 42980 
F-HEMBA1002728//Homo sapiens chromosome 5, BAC clone 205e20 (LBNL H170), complete sequence7/6.1e- 
55 21:217:77//AC004782 

F-HEMBA1002730//Human platelet glycoprotein Ilia (GPIIIa) gene, exon 17/0.57: 125: 67//M57481 
F-HEMBA1002742//RPCI11-39J10.TP RPCI-11 Homo sapiens genomic clone RPCI-11-39J10, genomic survey 
sequence.//1.1e-86:414:99//AQ029102 "'' . 
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F-HEMBA1002746//Mus musculus chromosome 19, clone CIT282B21, complete sequence 7/7. le-70:303:82// 
AC003694 . •■- 

F-HEMBA1002748//Human DNA sequence *** SEQUENCING JN PROGRESS *** from clone 41018, WORKING 
DRAFT SEQUENCE7/0.096:212:62//AL031732 ' \* 

s F-HEMBA1002750//Homo sapiens chromosome 5, PAC clone 170ml0 (LBNL H89), complete sequence7/6.7e- 

40:232:70//AC004622 'lS^' 

F-HEMBA1002768//Homo sapiens mRNA for KIAA0554 protein, partial cds7/9.0e-177:834:98//AB011126 
F-HEMBA1 002770//CDNA encoding novel rat protein TIP1 20 which jsjormed of complex with TBP (TATA binding 
protein).//1.3e-140:840:88//E12829 * ^V? " 

io F-HEMBA1002777//F.rubripesGSS sequence, clone 189C06dB1 2, 'genomic survey sequence7/1.1e-28:263:77// 

AL007965 • ^ ^ uo . . 

F-HEMBA1002779//CIT-HSP-2333I1TF CIT-HSP Homo sapiens, genomic clone 233311, genomic survey se- 
quence7/1.8e-32:180:98//AQ036891 ; u • " 

F-HEMBA1002780//Homo sapiens PAC clone DJ0244J05 from 5q3l, complete sequence7/7.0e-06: 199:67// 
15 AC004592 

F-HEMBA1002794//Ksapiens mRNA for protein kinase C mu7/OJ0001 5:244: 67//X75756 
F-HEMBA1002801//Plasmodium falciparum MAL3P2, complete sequence7/0.0010:534:57//AL034558 
F-HEMBA1 00281 0//Homo sapiens formin binding protein 21 mRNA, complete cds7/1 .Ie-167:820:97//AF071185 
F-HEMBA1 00281 6//Homo sapiens clone NH0576N21 , WORKING DRAFT SEQUENCE, 5 unordered pieces7/ 
20 3.1e-113:254:90//AC005043 

F-HEMBA1 00281 8//Cricetulusgriseus H411 precursor (H41'1) mRNA, complete cds 7/1 .2e-1 22: 760:86//AF046870 
F-HEMBA1002826//Hurnan DNA sequence from clone 23K20 on^chromosome Xq25-26.2 Contains EST, STS, 
GSS, complete seq uence7/0. 0055 :235:65//AL022 153 ' ' 'f ' 1 

F-HEMBA1002833//Homo sapiens chromosome 17, clone hRPC*H7_B_J2, complete sequence7/1.4e-1 70:744: 
25 99//AC004707 \ "* 

F-HEMBA1 002850//Ephedrus persicae NADH dehydrogenase t geneymitochondrial gene encoding mitochondrial 
protein, partial cds7/1.3e-05:334:59//AF069 186 

F-HEMBA1 002863//CIT-HSP-2323A1 6TF CIT-HSP Homo sapierfsfgenbmic clone 2323A1 6, genomic survey se- 
quence7/2.9e-140:750:93//AQ028419 >:J* r -;]^ f l 
30 F-HEMBA1 002876//HS_2270_Bl_H03_MF CIT Approved Human.;Senbmic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2270 Col=5 Row=P, genomic survey Sequence7/0'.44:163:64//AQ 164031 
F-HEMBA1 002886 " ' 7^:- 

F-HEMBA1002896//Homo sapiens chromosome 5, P1 clone 793G5*(LBNL H58), complete sequence.7/0.00015: 
277:61//AC005195 5 P'- ' " 

35 F-HEMBA1 002921 

F-HEMBA1002924//CIT-HSP-2171H4.TR CIT-HSP Homo sapiens genomic clone 2171H4, genomic survey se- 
quence7/0.0016:175:66//B89715 

F-HEMBA1002934//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 862K6, WORKING 
DRAFT SEQUENCE7/1 .2e-1 69:797:98//AL031 681 
40 F-HEMBA1002935//Homo sapiens mRNA for KIAA0576 protein, partial cds7/4.9e-173:803:99//AB011148 

F-HEMBA1 002937//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 702J1 9, WORKING 
DRAFT SEQUENCE7/1,2e-1 63:41 1 :99//AL033531 , ; t 

F-HEMBA1002939//RPCI11-74O14TJ RPCI11 Homo sapiens genomic clone R-74014, genomic survey se- 
quence7/1.7e-41:215:99//AQ266676 | {!^?& ' K ? 

F-HEMBA1002944//RPCI11-55C2.TVRPCI11 Homo sapiens genomic clone R-55C2, genomic survey sequence7/ 
1.7e-37:375:74//AQ082240 '^<V'./. 

F-HEMBA1002951//Homo sapiens chromosome 19, cosmid^F2b887, complete sequence7/0.00074:683:58// 
AC005578 " i ; fM : d'' ' 

F-HEMBA1 002954//RPCI1 1 -79F7.TV RPC1 1 1 Homo sapiens gehomicclone R-79F7, genomic survey sequence7/ 

50 6.1e-24:250:78//AQ284146 X : 

F-HEMBA1002968//HS_2262_B2_G04_T7 CIT Approved HumanvGenomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2262 Col=8 Row=N, genomic survey seqdencet/0?9'9:270:60//AQ2l7059 
F-HEMBA1002970//RPCI11-5L24.TV RPCI-11 Homo sapiens geriornic clone RPCI-11-5L24, genomic survey se- 
quence7/1.4e-10:189:71//B49289 , ^^^.^ , 

55 F-HEMBA1002971//CIT-HSP-2363L16TF CIT-HSP Homo sapiens genomic clone 2363L16, genomic survey se- 

quence7/4.3e-21:181:80//AQ080538 

F-HEMBA1002973//Rattus norvegicus Wistar S'.S'-cyclic AMP phosphodiesterase (PDE4-10) gene, exon 107/ 
2.5e-40:257:89//U01290 
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F-HEMBA1002997//CIT-HSP-2387H15.TF.1 CIT-HSP Homo sapiens genomic clone 2387H15. genomic survey 
sequence.//9.5e-17:128:92//AQ240797 . 

F-HEMBA1002999//Rattus norvegicus lamina associated polypeptide -1C (LAP1C) mRNA, complete cds7/3.le- 
62:71 3:73//U20286 ^ ' f iri r Mir' 

F-HEMBA1003021//Homo sapiens clone DJ0847008,WORKING dS^ SEQUENCE, 3 unordered pieces7/7.5e- 
50:331 :85//AC005484 \ . 

F-HEMBA1003033//Drosophila melanogaster, chromosome vl 3L, .region 62A10-62B5, P1 clones DS02777, 
DS03222, DS02345, and DS04808, complete sequencey/2.6e. : 2b:357:66//AC005557 

F-HEMBA1003034//Human DNA sequence from 4PTEL, Huntington's Disease Region, chromosome 4p16.3.// 
4.5e-60:415:73//Z95704 

F-HEMBA1003035//Homo sapiens chromosome Y, clone 264,M,20, complete sequence.//2.3e-05:591 :57// 
AC004617 

F-HEMBA1003037//RPCI11-88F2.TJ RPCI11 Homo sapiens genomic clone R-88F2, genomic survey sequence.// 
0,68:230:60//AQ286677 

F-HEMBA1003041//Homo sapiens PAC clone DJ1163J12from 7q21.2'-q3 1.1, complete sequence7/8.1e-1 28:550: 
94//AC004983 

F-HEMBA1003046//Homo sapiens mitochondrial processing peptidase beta-subunit mRNA, complete Cds.//1 .Oe- 
164:777:98//AF054182 

F-HEMBA1003064//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//1 .5e-07:744:59//Apbq5505 
F-HEMBA1003067//Rat dynorphin gene, exon 37/1 .0:140:63^3^783 *. 

F-HEMBA1003071//Homo sapiens alpha2-C4-adrenergic receptor gene, complete Cds7/1 .5e-20:595:65//U72648 
F-HEMBA1003077//CIT-HSP-2366J21.TF CIT-HSP Homo sapiens genomic clone 2366J21 , genomic survey se- 
quence.//4.4e-33:176:99//AQ080257 . ^ : & : 

F-HEMBA1003078//Homo sapiens DNA sequence from PAC,262b,l2 on chromosome 1q23.3-24.3. Contains a 
Tenascin (Hexabrachion, Cytotactin, Neuronectin, Myotend|nQus^ritig 4 en) : t LIKE gene and a mitochondrial/chloro- 
plast30S ribosomal protein S14-LIKE genepreceeded by a CpSislarVcJ. Contains ESTs, genomic marker D1S2691 
and STSs.//9.4e-43:478:70//Z99297 . ; ' y \ 

F-HEMBA1003079//Homo sapiens Xp22-132-134 BAC G$HB-590J15j(Genome Systems Human BAC library) 
complete sequence.//0.96:57:85//AC004673 ' 

F-HEMBA1003083//Homo sapiens PAC clone DJ11 82N03 from 7q*1 1"23-q21 .1 .complete sequence7/8.0e-74:359: 
81//AC004548 

F-HEMBA1003086//Homo sapiens chromosome 16 BAC clone CIT987SK-334D 11 complete sequence.//3.6e-11 : 
734:58//AF001550 

F-HEMBA1003096//Sequence 4 from patent US 54400 1 77/5 . 7e-56:594:71 //1 1 3750 

F-HEMBA1003098//Human DNA sequence from cosmid SRL11M20, chromosome region 11p13. Contains EST 
and STS7/1 .9e-09:230:69//Z83308 

F-HEMBA1003117//Mouse TIS11 primary response gene, complete cds 7/0. 00054:480 :60//M58564 
F-HEMBA1003129//HS_3139_B2_F05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3139 Col=10 Row=L, genomic survey sequence7/2.3e-1 00:5 10:97//AQ 187635 
F-HEMBA1003133//Mouse BAC CitbCJ7 219m7, genomic; "sequence", complete sequence7/1 .3e-78:370:90// 
AC005259 / H ; : 

F-HEMBA1 003136 ^ - 

F-HEMBA1003142//Homo sapiens full-length insert cDNA clone z6|9B06.//6.9e-1 21 :563:100//AF086197 
F-HEMBA1003148//Homo sapiens mRNA for dachshund protein 7/j^ ; 7e-1 83:850 :99//AJ005670 
F-HEMBA1003166//Homo sapiens Chromosome 16 BAC.clone;CIT987-SKA-345G4 -complete genomic se- 
quence, complete sequence.//3.8e-27:229:76//AC002302 [ W--' 

F-HEMBA1003175//Homo sapiens genomic DNA for centromerlc^epd^pf MHC class I region on chromosome 6, 
WORKING DRAFT SEQUENCE7/9.4e-09:837:58//AB000882 J \ . 

F-HEMBA1 0031 79//Homo sapiens DNA sequence from Fosmid27Q3^n chromosome 22q1 1 .2-qter Contains two 
possibly alternatively spliced unknown genes, one with homology to.a'.worm protein. Contains ESTs, complete 
sequence.//5.4e-115:174:98//AL022325 

F-HEMBA1003197//Arabidopsis thaliana chromosome II BAC F15K20 genomic sequence, complete sequence.// 
1.1e-05:473:59//AC005824 4 

F-HEMBA1003199//Rattus norvegicus Sprague-Dawley thyroid hormone receptor alpha gene, exon l7/1.6e-05: 
367:61//U09302 , ■. 

F-HEMBA1003202//Homo sapiens BAC clone RG437L15 from:;8q21, complete sequence 7/9. 0e-23:247: 73// 
AC004003 : ' ' 
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F-HEMBA1003204//Human DNA sequence SEQUENCING WPftOGRESS *** from clone 409J21 , WORKING 
DRAFT SEQUENCE.//4.7e-26:141:83//Z83824 

F-HEMBA1 00321 2//Human Chromosome 11 Overlapping Cosmids cSRL72g7 and cSRL140b8, complete se- 
quence./^ .9e-31 :1 58:86//AC002037 
5 F-HEMBA1003220//Homo sapiens chromosome 17, clone hRPC.971_F_3, WORKING DRAFT SEQUENCE, 1 

ordered pieces.//3.4e-24:284:75//AC0041 50 • - 

F-HEMBA1003222//RPCI11-47P17.TJ RPCI11 Homo sapiens genomic clone R-47P17, genomic survey se- 
quence V/8.7e-39:202:99//AQ202885 

F-HEMBA1003229//Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MEB5, complete sequence.// 
10 0.86:227:62//AB019230 : * : \- t 

F-HEMBA1 003235//Plasmodium falciparum chromosome 2, section 1 0 of 73 of the complete sequence 7/8.6e-05: 
372:61//AE001373 ] \\ 

F-HEMBA1003250//HS-1063-A1-H02-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
clone Plate=CT 796 Col=3 Row=0, genomic survey sequence 7/0.00032:57:96//B46 142 
is F-HEMBA1 003257//H.sapiens mRNA for RDC-1 POU domain containing protein 7/2.2e-08:531 :59//X64624 

F-HEMBA1003273//H.sapiens flow-sorted chromosome 6 Hindlll fragnhent, SC6pA19H4.//0.070:267:64//Z78949 
F-HEMBA1003276//CIT-HSP-2301B4.TF CIT-HSP Homo sapiens genomic clone 2301 B4, genomic survey se- 
quence .//5.2e-08:295:63//AQ0 15073 '■ ; ; 

F-HEMBA1003278//HS_3075_A1_G09_MF CIT Approved Human Qen 6m ic Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=3075 Col=17 Row=M, genomic survey sequence 7/0. 98:3 99 :58//AQ1 20599 

F-HEMBA1003281//High throughput sequencing of human 'chromosome 12, WORKING DRAFT SEQUENCE, 1 
ordered pieces.//4.8e-l 01 :277:97//AC005840 ■ ^ r » 

F-HEMBA1003286//Homo sapiens chromosome 3q13 beta"l?4-gatacfosy transferase mRNA, complete cds.// 
9.0e-145:539:97//AF038662 

25 F-HEMBA1003291//Homo sapiens mRNA for KIAA0537 protein, complete cds.//5.0e-166:799:98//AB0111 09 

F-HEMBA1 003296//CITBI-E1 -2507M8.TR CITBI-E1 Homo sapiens. genomic clone 2507M8, genomic survey se- 
quence .//1 .9e-05: 388 :63//AQ2625 51 ' ] 

F-HEMBA1003304//Budworm mitochondrial partial transfer. RNA-Met (tRNA-Met) gene, and partial 12S ribosomal 
RNA (12S rRNA) gene.//8.0e-05:388:62//L17343 *' ' ; 

30 F-HEMBA1003309//Crassostrea gigas clone CN20 microsatellite sequence .//0.001 7:21 0:64//AF051 177 

F-HEMBA1003314//Homo sapiens mRNA for leucine zipper bearing kinase, complete cds .//4.6e- 188:865:99// 
AB001872 ^ _ ^ 

F-HEMBA1003322//Human DNA sequence *** SEQUENCING lKi PROGRESS *** from clone 16915, WORKING 
DRAFTSEQUENCE.//2.4e-54:316:87//293015 ' 
35 F-HEMBA1003327//CIT-HSP-2024C24.TRB CIT-HSP Homo'sarjiens genomic clone 2024C24, genomic survey 

sequence7/8.4e-12:166:76//B67147 " r : y''*'J£\** 

F-HEMBA1003328//HS_2230_B2_H08_MR CIT Approved Humain Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2230 Col=16 Row=P, genomic survey sequenceT//6V626:128:71//AQ153313 
F-HEMBA1003330//Homo sapiens wbscrt (WBSCR1) and replication factor C subunit 2 (RFC2) genes, complete 
40 cds.//4.0e-160:745:99//AF045555 ■ ^ 

F-HEMBA1003348//HSJ3194_A1_G05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3194 Col=9 Row=M, genomic survey sequende7/5.6e-79:381 :99//AQ1 73779 
F-HEMBA1003369//H.vulgare GAA-satellite DNA7/0.12:89:71//Z50lOO • 

F-HEMBA1003370//Homo sapiens cosmid 123E15, complete sequence 7/3. 5e-32: 199 :80//AF024533 
45 F-HEMBA1 003373//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 537K23, WORKING 

DRAFT SEQUENCE7/0.019:117:71//AL034405 

F-HEMBA1003376//Human clone HS4.66 Alu-Ya5 sequence.//4.2e-30:196:85//U67229 
F-HEMBA1003380//Homo sapiens DNA sequence from clone 394P21 on chromosome 1p36. 12-36.13. Contains 
the PAX7 gene, locus D1S2644, ESTs and STSs, complete sequence.//4.6e-22:206:81//AL021 528 
50 F-HEMBA1003384//Homo sapiens clone GS096J14, WORKING- DRAFT SEQUENCE, 3 unordered pieces.// 

0.00094:72:90//AC006026 

F-HEMBA1 003395//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *" from MALI P1 , WORKING 
DRAFT SEQUENCE7/0.00041 :826:57//AL031 744 " 

F-HEMBA1003402//CIT-HSP-2339K16.TR CIT-HSP Homoisapiens^genomic clone 2339K16, genomic survey se- 
55 quence.//2.4e-05:265:64//AQ056234 . w> \ : " ' 

F-HEMBA1003403//Homo sapiens chromosome 4 clone B353C18 map. 4q25, complete sequence7/4.3e-1 35:780: 
90//AC004066 < J'V?S,**" 

F-HEMBA1 003408 : vv£." ; 
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F-HEMBA1 00341 7//Human DNA sequence from clone 496N 1 7 on chromosome 6pH .2-1 2.3 Contains EST, GSS, 
complete sequence7/1 .9e-41 :239:95//AL031 321 :". , :6 

F-HEMBA1 00341 8//Rattus norvegicus Wistar polymeric immunoglobulin receptor (PIGR) gene, 3'UTR and trinu- 
cleotide repeat microsatellites.//2.2e-06:247:64//U08273 
5 F-HEMBA1 003433//Homo sapiens nibrin (NBS) mRNA, complete Cds.//1 .4e-1 49:697: 99//AF051 334 

F-HEMBA1 003447//Homo sapiens chromosome 4 clone B353C1 8 map 4q25, complete sequenceV/1 .7e-77:461 : 
90//AC004066 

F-HEMBA1003461//Rhodobactersphaeroides FliH (fliH) gene, partial cds, F1il (flil) and FJiJ (fliJ) genes, complete 
cds7/8.6e-08:752:58//U31 090 

10 F-HEMBA1003463//Homo sapiens chromosome 17, clone HCIT305D20, complete sequenceV/0.089: 172:68// 

AC004098 :V. v . 

F-HEMBA1003480//Homo sapiens clone NH0523H20, complete sequence.//4.5e-150:562:97//AC005041 
F-HEMBA1 003528//Streptomyces fradiaegene fortrypsinogen precursor, complete cds7/4.7e-09:433:60//Dl 6687 
F-HEMBA1003531//Homo sapiens PAC clone DJ1185I07 from7ql1.23-q21, complete sequence.//2.3e-48:297: 
15 90//AC004990 - # , f vV . , 

F-HEMBA1003538//Human complement C1r mRNA, complete cds.//4.3e-22:474:63//M 14058 
F-HEMBA1003545//Rattus norvegicus (clone 1 .6kB) islet-2 mRNA/complete cds7/3.5e-l43:805:91//L35571 
F-HEMBA1 003548 ''S:^' 

F-HEMBA1 003555//Human DNA sequence *** SEQUENCING iN PROGRESS *** from clone 447E6, WORKING 
20 DRAFT SEQUENCE7/3.4e-58:331:83//AL031 724 

F-HEMBA1003556//Homo sapiens Xp22-175-176 BAC GSHB^OI/^Genome Systems Human BAC Library) 
complete sequence7/6.0e-99:703:84//AC0059l 3 

F-HEMBA1 003560//Bovine GTP-binding regulatory protein gamrria-6 subunit mRNA, complete cdsV/1 .3e-99:587: 
89//J05071 • ' .;; 

25 F-HEMBA1003568//HS_3149_A1_C04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3149 Col=7 Row=E, genomic survey sequence7/4.le-05:389:57//AQ 166810 
F-HEMBA1003569//Homo sapiens BAC clone NH0335J18 frbm/2,' complete sequence.//1.6e-1 02:669:85// 
AC005539 * 

F-HEMBA1003571//Dictyostelium discoideum RegA (regA) gene, complete cds7/0.00033:649:58//U60170 
30 F-HEMBA1003579//Plasmodium falciparum DNA*" SEQUENCING IN PROGRESS ***from MALI P1 .WORKING 

DRAFT S EQ UENCE.//0.0 0034:623 :56//AL03 1744 
F-HEMBA1003581//Mouse mRNA for tali n.//3.3e-41 : 181 :86//X561 23 " 

F-HEMBA1003591//Homo sapiens chromosome 16, BAC done RPCI-11_192K18, complete sequence7/4.4e-70: 
273:94//AC006075 

35 F-HEMBA1 003595//Plasmodium falciparum chromosome 2, section" 32 of 73 of the complete sequence7/6.0e-l 7: 

768:58//AE001395 ' ' ' ' T 1 

F-HEMBA1 003597//Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence7/4.0e-09: 
777:56//AE001398 ," "I f m 

F-HEMBA1003598//Homo sapiens PAC clone DJ0537P09 froVjitfp-11 .2-p12, complete sequence7/1.3e-1 46:692: 

40 98//AC005153 ^ \ " ' * " . 

F-HEMBA1 00361 5//HS_201 0_A2_A07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2010 Col=14 Row=A, genomic survey sequence 7/1 .1e-22:137:97//AQ226592 
F-HEMBA1 00361 7//Homo sapiens HRIHFB21 57 mRNA, partial cds. 7/2. 4e-1 69:501 :97//AB01 5344 
F-HEMBA1003621//MUS musculus PIAS3 mRNA, complete cds.//4.7e-37: 165: 92//AF034080 

45 F-HEMBA1003622//Plasmodium falciparum 3D7 chromosome'.i T 2 -PFYAC336 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces7/0.0024:514:58//ACpb5139 v ^ 

F-HEMBA1 003630//CIT-HSP-21 68N1 5.TR CIT-HSP Homo sapiens genomic clone 21 68N1 5, genomic survey se- 
quence.//6.5e-15:358:63//B92984 ii. 

F-HEMBA1 003637//Homo sapiens clone RG228D1 7, WORKING DRAFT SEQUENCE, 2 unordered pieces7/5.0e- 
50 21:238:76//AC005077 

F-HEMBA1003640//Human DNA sequence *** SEQUENCING IN;PROGRESS *" from clone 112K5, WORKING 
DRAFT SEQUENCE7/2.3e-1 5:371 :63//285987 

F-HEMBA1003645//A.thaliana81kb genomic seq u ence 7/1.0: 529 \57//X9S 130 
F-HEMBA1 003646 %! J X , 

55 F-HEMBA1 003656 

F-HEMBA1 003662//Homo sapiens chromosome 1 7, clone hRPK.332_H_1 8, complete sequence7/1 .6e-1 75:824: 
98//AC005746 ^'Vx 

F-HEMBA1003667//Homo sapiens chromosome 12p13.3 K WORKING DRAFT SEQUENCE, 21 unordered piec- 

\ : i * :; *■ "■" 
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es.//1.1e-24:190:87//AC004765 ; ; " • 

F-HEMBA1003679//Homo sapiens BAC clone RG114B19 from 7q31.1, complete seq ue nee 7/1 .7e- 162: 579:99// 
AC005065 

F-HEMBA1003680//H.sapiens DNA sequence7/7.3e-22:172:87//Z22322 
5 F-HEMBA1003684//H.sapiens mRNA for Miz-1 protein 7/0.0054:1 46: 70//Y09 723 

F-HEMBA1003690//Homo sapiens antigen NY-CO-9 (NY-CO-9), mRNA, partial cds.//2.9e-72:606:77//AF039691 
F-HEMBA1 003692 v 

F-HEMBA1 00371 1//Homo sapiens chromosome 17, clone* HRPC41C23, complete sequence.//0. 55:450:60// 
AC003101 
10 F-HEMBA1003714 

F-HEMBA1 00371 5//Human DNA sequence from clone 931 E1 5 on chromosome Xq25. Contains STSs, GSSs and 
genomic marker DXS8098, complete sequence.//3.0e-16:316:68//AL023575 

F-HEMBA1 003720//Homo sapiens chromosome 4 clone B227^22 map 4q25, complete sequence7/1 .3e-41 :483: 
73//AC004056 > :! </• 

is F-HEMBA1003725//CIT-HSP-2351H9TF CIT-HSP Homo sapiens genomic clone 2351 H9, genomic survey se- 

quence./1 .le-112:532:99//AQ079348 ; 

F-HEMBA1003729//HS_3043_A1_E07Jv1R CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3043 Col=13 Row=l, genomic survey sequence.//1.6e-12:87:98//AQ1 29345 
F-HEMBA1003733//Homo sapiens, clone hRPK.15_A_1 , complete sequence7/4.7e-104:761:82//AC0062l3 
20 F-HEMBA1 003742//HS_3027_A2_B02_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3027 Col=4 Row=C, genomic survey sequence.//3.4e-08:67:97//AQl 54731 
F-HEMBA1 003758//CIT-HSP-2379D1 8TR CIT-HSP Homo sapiens.genornic clone 2379D1 8, genomic survey se- 
quence.//2.9e-10:310:63//AQ113513 % . t - . 

F-HEMBA1003760//Mus musculus hypoxia inducible factor three alpha mRNA, complete cds.//6.4e-1 14:714:86// 
25 AF060194 '•./).,;. /, 

F-HEMBA1003773//Plasmodium falciparum 3D7 chromosbme''12:^YAC336 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces7/0.078:378:58//AC005139 ' t :' 

F-HEMBA1003783//Human DNA sequence from PAC 509114 on 'chromosome 6q22.1-6q22.33. Contains SSX3 
like pseudogene, EST, STS7/9.0e-135:804:89//Z99496 v ' : 1*', 
30 F-HEMBA1 003784//Caenorhabditis elegans cosmid C55B67/rj.b54:463:58//U881 81 

F-HEMBA1003799//Homo sapiens Chromosome 22qll.2 Cosmid Clone 105a In DGCR Region, complete se- 
quence7/1 .9e-44:425:76//AC000070 

F-HEMBA1 003803//Oryctolagus cuniculus troponin T cardiac isdfqrm mRNA, 3' end of cdsV/0.95:1 98:62//L401 78 
F-H EMBA1 003804//Homo sapiens chromosome 1 7, clone hCIX 1 75_E_5, complete sequence7/1 .2e-1 38:275:99// 

35 AC004596 ::; 

F-HEMBA1003805//MUS musculus quaking type I (QKI) mRNA, complete cds7/6.6e-148:753:95//U44940 
F-HEMBA1003807//HS-l068-Bl-G06-MR.abi CIT Human Genomjc Sperm Library C Homo sapiens genomic 
clone Plate=CT278Col=11 Row=N, genomic survey sequence.//6.7e-07:241:67//B4721 2 
F-HEMBA1003827//Homo sapiens mRNA for KIAA061 6 protein,; partial cds7/1 .0e-83:586:87//AB014516 
40 F-HEMBA1003836//S.cerevisiae chromosome IX cosmid 9150^5fie-16:368:63//Z38125 

F-HEMBA1003838//CIT-HSP-3B4J15TR CIT-HSP Homo sapient genomic clone 384J15, genomic survey se- 
quence.//! .4e-45: 180 :90//B548 10 ; y S'j *?• ; 

F-HEMBA1003856//Homo sapiens chromosome 10 clone 6lT9875K-1188B12 map 10p12.1, complete se- 
quence 7/0.00 14:574:58//AC005875 It;"* 
45 F-HEMBA1 003864//, complete sequence7/2.1e-91 :234:95//ACp053p0 

F-HEMBA1003866//MUS musculus semaphorin Via mRNA, complete Cds7/5.9e-81 :853:71//AF030430 
F-HEMBA1003879//H.sapiens CBP80 mRNA7/2.0e-08: 87:95/^(8.0030^; 

F-HEMBA1003880//Homo sapiens genomic DNA, chromosome 21qVl.1 , segment 7/28, WORKING DRAFT SE- 
QUENCE7/1.7e-180:853:98//AP000036 " J : &*} 

so F-HEMBA1003885//Homo sapiens PAC clone DJ0167F23 from 7p15, complete sequence.//4.5e-39:376:67// 

AC004079 ■ ,<r 

F-HEMBA1 003893//H.sapiens CpG island DNA genomic Mse1 fra^me'rit; clone 1 1 b6, forward read cpgl 1 b6.ft1 a7/ 
3.6e-32:173:99//Z59012 

F-HEMBA1 003902//RPCI1 1 -26M20.TPB RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -26M20, genomic survey 
55 sequence7/8.2e-12:422:61//AQ003455 t ... 

F-HEMBA1003908//Plasmodium falciparum chromosome 2, section 38 of 73 of the complete sequence7/0.0063: 
468:58//AE001401 

F-H EMBA1 003926//Human DNA sequence *** SEQUENCING IN PROGRESS — from clone 31 00 1 3, WORKING 
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DRAFT SEQUENCE 7/3. 6e-27:278:76//AL031 658 *■ 

F-HEMBA1003937//Homo sapiens chromosome 3 subtelomeric region.//1 .4e-55:315:81//AF109718 
F-HEMBA1 003939//HS-1 047-A1 -G04-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 830 Co!=7 Row=M, genomic survey sequence.//6.1e-09:413:63//B38195 
5 F-HEMBA1003942//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 

DRAFT SEQUENCE, 14 unordered pieces.//0.42:205:65//AC005140 
F-HEMBA1003950//M.capricolum DNA for CONTIG MC072.//0.02?:4j58:58//Z33058 

F-HEMBA1003953//HS_2268_A1_B04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2268 Col=7 Row=C, genomic survey sequence.//9.0e-07:239:64//AQ085098 
10 F-HEMBA1003958//Homo sapiens PAC clone DJ0808G16 from /qVi .23-q21 , complete sequence.//2.8e-57:424: 

74//AC004894 « ' >;\-; 

F-HEMBA1003959//RPCI11-78E8.TVRPCI11 Homo sapiens genomic clone R-78E8, genomic survey sequence.// 
4.3e-86:441:9611AQ285498 . 

F-HEMBA1003976//HS_3146_A1_H09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
ts nomic clone Plate=3i46 Col=17 Row=0, genomic survey sequence.//6.3e-l0:l29:80//AQl4ll46 
F-HEMBA1 003978 "*'J ";• .«/".•■ 

F-HEMBA1003985//Caenorhabditis elegans DNA *** SEQUENGINIG IN PROGRESS *** from clone Y105C5, 
WORKING DRAFT SEQUENCE.//1 .0:258 :60//Z98855 * «' * 
F-HEMBA1 003987 ' f~; 

20 F-HEMBA1003989//Streptomyces coelicolor cosmid 1A9.//0.40:2M:6i7/AL034446 

F-HEMBA1004000//Rattus norvegicus satellite sequence dOMco2.//2.0e-07:ll6:70//U 19354 

F-H EM BA1 0040 11 //Plasmodium falciparum 3D7 chromosome. 12 PFYAC588 genomic sequence, WORKING 

DRAFT SEQUENCE, 2 unordered pieces .//0. 098 :286:60//ACd047 10 

F-HEMBA1 00401 2//Homo sapiens chromosome 1 7, clone hRPK.63IA_/J , complete sequence.//2.8e-1 85:896:97// 
25 AC005670 

F-HEM BA1 00401 5//Homo sapiens chromosome 1 7, clone hRPK.721 _K_1 , complete sequence.//6.3e-68:41 7:80// 
AC005411 f 

F-HEMBA1 004024//Homo sapiens Xp22-83 BAC GSHB-324M7 (Genome Systems Human BAC Library) complete 
sequence.//2.0e-47:41 8:77//AC005859 y^).4 ' '« 

30 F-HEMBA1004038//Homo sapiens genomic DNA, chromosom^-ql'l.f, segment 23/28, WORKING DRAFT SE- 

QUENCER .6e-51 : 564: 74//AP 000052 / f^%^ 

F-HEMBA1004042//Plasm0dium falciparum chromosome 2, section 35 of 73 of the complete sequenceV/1 .2e-05: 
636:55//AE001398 1 

F-HEMBA1004045//Homo sapiens (subclone 1_g7 from BAC H76) DNAsequence, complete sequence.//! .9e-31: 
35 373:76//AC002252 \ • \] S J ■ 

F-HEMBA1004048//Homo sapiens DNA for P35-related prqt8i^J&oa^7/0.039:234:63//D633^ 

F-HEMBA1 004049//Homo sapiens Xp22 GS-52411 (Genome Systems'Human BAC library), complete sequence.// 

4.8e-135:780:89//AC003106 t . *' .< ^ . 

F-HEMBA1004055//Human chromosome 3p21 .1 gene sequence^/47e-09:457:58//L13435 
40 F-HEMBA1004056//Human DNA sequence *** SEQUENCING'Vn .PROGRESS *" from clone 447C4, WORKING 

DRAFT SEQUENCE.//3.3e-25:246 :77//AL021977 ^ 1- ; 

F-HEMBA1004074//CIT-HSP-2053J5.TF CIT-HSP Homo sapiens genomic clone 2053J5, genomic survey se- 
quence .//7.8e-24:233:76//B68555 

F-HEMBA1004086//Saccharomyces douglasii mitochondrial tRN&-Ser and tRNA-Phe genes, partial sequence, 
45 and Varlp (van) gene, mitochondrial gene encoding mitochoridfiaLprotein, complete cds.//4.5e-08:6l4:59// 
U49822 n. ' 

F-HEMBA1004097//Mus musculus putative transcription factor: mRNA, complete cds.//5.9e-1 21:502:85// 
AF091234 

F-HEMBA1004111//"* SEQUENCING IN PROGRESS *** Homo.sapiens chromosome 4, BAC clone C0481 P14; 

50 HTGS phase 1 , WORKING DRAFT SEQUENCE, 7 unordered pieces. //2.0e-36:317:80//AC0061 60 

F-HEMBA1004131//Mus musculus clone OST2067, genomjc : suryey;sequencey/8.7e-24:320:71//AF046393 
F-HEMBA1004132//HS_3226_B1_D10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3226 Col=19 Row=H, genomic survey sequence.'/y;9.7e-13:232:71//AQ182017 
F-HEMBA1004133 "-'^v': ."" 

55 F-HEMBA1004138//HS_3036_B1J311_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3036 Col=21 Row=N, genomic survey sequence 7/0.0035: 1 65:64//AQ294763 
F-HEMBA1004143 

F-HEMBA1004146 I ' 

• ■» • ■ . y * 
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F-HEMBA1004150//Human DNA sequence from PAC 52D1 oh chromosome Xq21. Contains CA repeats, STS.// 
0.0001 1:618:60//Z96811 

F-HEMBA1004164//Homo sapiens Xp22-175-176 BAC GSHB"-48*4bl7 (Genome Systems Human BAC Library) 
complete sequence7/2.9e-30:454:68//AC00591 3 J', : .y } 
5 F-HEMBA1004168//Homo sapiens geminin mRNA, complete:cds-//4.5e-1 33:649 :97//AF067855 

F-HEMBA1004199 ' r '.' f . ' 

F-HEMBA1004200//HS_2015_A1_B05_T7 CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2015 Col=9 Row=C, genomic survey sequence7/8.5e-34:236:87//AQ247957 
F-HEMBA1004202//Mus musculus chromosome 11, clone j mClf.268jP_23 > complete sequence7/7.8e-59:216: 
10 83//AC004807 

F-HEMBA1004203//Homo sapiens Clone NH0313P13, WORKING DRAFT SEQUENCE, 15 unordered pieces.// 
6.3e-98:173:98//AC005488 ■; ; 

F-HEMBA1004207//Homo sapiens leptin receptor short form (dbJmRNA, complete cds7/3.2e-1 66:791:98// 
U50748 ■ - ; ■ '"' k 

15 F-HEMBA1004225//Plasmodium falciparum chromosome 2; section 61 of 73 of the complete sequence7/6.5e-08: 

584:60//AE001424 

F-HEMBA1004227//Rattus norvegicus protein phosphatase 2C mRNA, complete cds7/8.0e-1 15:71 3:86// 
AF095927 

F-HEMBA1 004238 "... . 

20 F-HEMBA1004241//CIC5B11.1 check: 4870 from: 1 to: 167234, complete seque nee 7/0. 57:552 :58//AC004708 

F-HEMBA1004246//Human DNA sequence from clone 422F24 rin chromosome 6q24.l-25.2. Contains a novel 
gene similar to C. elegans C02C2.5. Contains ESTs, STSs and GSSs, complete sequence 7/6.1e-2 1:254:77// 
AL031010 

F-HEMBA1004248//Rattus rattus insulin-induced growth-resppns^protein (CL-6) mRNA, complete cds7/1 .7e-30: 
25 315:74//L13619 

F-HEMBA1004264//Homo sapiens cosmid clone LUCA20:/frorm.3p2l,3, complete sequence.//4.4e-07:674:60// 
AC004693 

F-HEMBA1004267//Homo sapiens chromosome 17, clone hRRC.1,17^B_12, complete sequence7/3.1e-78:335: 
87//AC004707 \ r T.%% 
30 F-HEMBA1004272//Homo sapiens 12p13.3 PAC RPCI5-1180QV2 jRrawell Park Cancer Institute Human PAC 

Library) complete sequence.//1 .4e-176:856:97//AC005831 V 'JJ'*' 

F-HEMBA1004274//HS_3064_B2_A04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=8 Row=B, genomic survey seq uehce 7/3. 1.e-28:1 53 :100//AQ 136993 
F-HEMBA1004275//Human DNA sequence *** SEQUENCING IN PRbGRESS *** from clone 501 A4, WORKING 
35 DRAFT SEQUENCE.//5.2e-17:109:99//Z98051 '. 

F-HEMBA1004276//CIT-HSP-2387K6TF.1 CIT-HSP Homo sapiensgenomic clone 2387K6, genomic survey se- 
quence7/5.0e-07:63:98//AQ240477 ' ' : * ' " 

F-HEMBA1004286//Homo sapiens TGF beta receptor associated protein-1 mRNA, complete cds7/2.1e-1 85:868: 
99//AF022795 

40 F-HEMBA1004289//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MQN23, complete sequence.// 

1.0:387:59//AB013395 

F-HEMBA1004295//Homo sapiens DNA, anonymous heat-stable 'fragment RPn-3A7/7.8e-06:92:89//AB0l2254 
F-HEMBA1004306//Homo sapiens clone DJ0811N16, complete s^'uence7/0. 00037:41 3:59//AC004897 
F-HEMBA1 00431 2//Rickettsia prowazekii strain Madrid E, "complete genome; segment 2/47/0.28:522:57// 
45 AJ235271 

F-H EM BA1 004321 //Homo sapiens chromosome 19, BAC GIT-B^91n6, complete sequence7/7.1e- 136:548:92// 

AC006130 - .V/V: * , 

F-HEMBA1004323//Human DNA sequence from PAC 450C20*on f c^ X7/1 .3e-32:320:65//Z84720 

F-HEMBA1004327//Homo sapiens mRNA for KIAA0522 protein, partial cds 7/0. 93:222: 62//AB0 11 094 
so F-HEMBA1004330//Homo sapiens clone DJ1196H06, WOR Ki N G : 'D RAFT SEQUENCE, 4 unordered pieces.// 

7.0e-1 68:895:93//AC004995 1.. s . 

F-HEMBA1004334//Homo sapiens Xp22 BAC 620F1 5 (Genome Systems BAC library) complete sequence 7/4.6e- 
73:71 3:75//AC002980 

F-HEMBA1004335//Human DNA-sequence SEQUENCING IN PROGRESS *** from clone 41 7M14, WORKING 
55 DRAFT SEQUENCE 7/1 .3e-25:121 :85//AL024498 /" - 

F-HEMBA1 004341 .V 

F-HEMBA1004353//*"ALU WARNING: Human Alu-Sc subfamily consensus sequence 7/6.4e-38:278:85//U 14571 
F-HEMBA1004354//Human clone C3CHL1 protein (CHLR1) [mRNA; alternatively spliced, complete cds7/4.1e-45: 
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190:92//U75968 .■ -j v ■ 

F-HEMBA1 004356 ?f: : '«i 

F-HEMBA1004366//P.falciparum complete gene map of plastid-Jike.&NA (IR-A).//2.2e-07:736:57//X95275 
F-HEMBA1004372//H.sapiens dystrophin gene intron 447/1 .0:i^29:6^/X77644 
5 F-HEMBA1004389//Mouse interleukin 2 receptor (p55 IL-2R) mRN^.5: end7/4.7e-42:237:94//M21977 

F-HEMBA1004394//Plasmodium falciparum chromosome 2, section 39 of 73 of the complete sequence7/5.2e-05: 
519:59//AE001402 ^ f . : . 

F-HEMBA1004396//Human BAC clone RG302F04 from 7q3 Incomplete sequence7/4.0e-32:261 :76//AC002463 
F-HEMBA1004405//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
10 DRAFT SEQUENCE, 9 unordered pieces.//1 .4e-07:693 :58//AC005507 

F-HEMBA1004408//Homo sapiens clone NH0469M07, WORKING DRAFT SEQUENCE, 7 unordered pieces.// 
1.2e-69:195:100//AC005037 ~ ; 

F-HEMBA1004429//HS_3193_A1_B06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l93 CoI=11 Row=C, genomic survey sequence 7/5. Ie-67:386:91//AQ1 72942 
15 F-HEMBA1 004433//Human Chromosome 1 1 p1 1 .2 PAC clone pDJ404m1 5, complete sequence.//3.2e-27:242:82// 

AC002554 

F-HEMBA1004460//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 
1.7e-75:590:81//AC004846 

F-HEMBA1004461//Human DNA sequence from clone 657J8 on chromosome Xq26. 1-26.3 Contains GSS, com- 
20 plete sequence.//0.045:2!5:66//AL034407 

F-HEMBA1004479//Mus musculus hypoxia inducible factor three; alpha mRNA, complete cds.//5.2e-43:364:79// 
AF060194 • 

F-HEMBA1004482//Plasmodium falciparum 3D7 chromosome. 12 PFYAC 181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//6.8e-1 7:791 : 59//AC 005505 . 
25 F-HEMBA1 004499//Homo sapiens chromosome 1 7, clone hRF?C/1-073jF_1 5, complete sequence.//4.4e-1 25:251 : 

94//AC004686 \ V^jS 

F-HEMBA1004502//Plasmodium falciparum 3D7 chromosome;^? -Rf VAC 11 22 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//0.012:635:57//AC004709 ; " 

F-HEMBA1004506//Homo sapiens PAC clone DJ0844F09,from ;7pi2-p13, complete sequence.//2.8e-1 27:766: 
30 88//AC004453 

F-HEMBA1 004507 ' S '/ \' ; ' 

F-HEMBA1004509//ArabidopsiS thaliana DNA chromosome 4^ BAC clone T10I14 (ESSAII project).//1 .Oe-1 3:244: 
67//AL021712 * >* . 

F-HEMBA1004534//Human mRNA for actin-binding protein (filamin) (ABP-280)7/1.6e-72:678:74//X53416 
35 F-HEMBA1004538//Sequence 1 from patent US 56121907/0.000'15:416:59//I36871 

F-HEMBA1004542//Homo sapiens clone NH0486I22, WORKING DRAFTSEQUENCE, 5 unordered piecesV/0.95: 
202:64//AC005038 

F-HEMBA1004554//Arabidopsis thaliana BAC T26D227/0.45:624:56//AFO58826 
F-HEMBA1004560//Human mRNA for KIAA0281 gene, complete ccls7/9.1 e- 10:1 73:70//D87457 
40 F-HEMBA1004573//Human BAC clone RG114A06 from 7q31, complete sequence7/6.1e-23:134:73//AC002542 

F-HEMBA1004577//Homo sapiens Chromosome 16 BAC clone CIT987SK-582J2, complete sequence7/1 .6e-15: 
190:77//AC004525 

F-HEMBA1004586//Homo sapiens clone DJ0810E06, WORKING 4 DRAFT SEQUENCE, 8 unordered pieces.// 
3.1e-31:388:76//AC004895 ^ V : - 

45 F-HEMBA1004596//RPCI1 1-81 021. TJ RPCI11 Homo sapiens, ^genomic clone R-81021, genomic survey se- 

quence .//2.2e-90:458:90//AQ285 136 \ 

F-HEMBA1004604//Mus musculus COP9 complex subunitTaXcblbS'taj mRNA, complete Cds7/8.6e-1 05:699: 
84//AF071316 . ;i i 

F-HEMBA1 00461 07/Homo sapiens PAC clone DJ11 63J12 from £q*2l .2-qi-\ .1 , complete sequence7/5.4e-20:267: 
50 72//AC004983 ^ _^ . ^ 

F-HEMBA1 00461 7//CIT-HSP-231 9H1 5.TF CIT-HSP Homo sapiens .'genomic clone 2319H15, genomic survey se- 
quence 7/6. 2e-26: 147 :99//AQ034944 . : y- »••. • 

F-HEMBA1004629//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence. WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//5.6e-06:766:56//ACd05504 : r 
55 F-HEMBA1004631//Human DNA sequence from PAC 368A4 on chromosome X. Contains ESTs. CELLULAR NU- 

CLEIC ACID BINDING PROTEIN (CNBP) like gene and STSs.//47e-73:412:92//Z83843 
F-HEMBA1004632//Canine herpesvirus DNA for gene homolog of HSV1 UL16, EHV1 ORF 46, VZV ORF 447/ 
0.92:181:61//X90418 
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F-HEMBA1004637//G.gallus mRNA for LRP/alpha-2-macroglobulin receptor7/7.8e-47:784:65//X74904 
F-HEMBA1 004638//Rattus norvegicus homeodomain protein Nkx6.1 ; ;(rjkx6.1 ) mRNA, complete cds7/6.4e-06:458: 
61//AF004431 . ' 

F-HEMBA1004666//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y47D3, 
5 WORKING DRAFT SEQUENCE7/0.30:733:55//Z98865 • ""' r 

F-HEMBA1 004669//Human DNA sequence from clone 465N24 on chromosome 1 p35.l -36. 1 3. Contains two novel 

genes, ESTs, GSSs and CpG islands, complete sequence 7/7 !5e-;i 36:521 :98//AL03U32 

F-HEMBA1004670//Homo sapiens Chromosome 22qi2 Cosmic!' Clone p90g5, complete sequence.//0.43:365 : 

59//AC000045 : V : /: 

10 F-H EM BA1 004672 

F-HEMBA1004693//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces.//0.096:651 :54//AC005308 

F-HEMBA1004697//CIT-HSP-2326C13TR CIT-HSP Homo sapiens genomic clone 2326C13, genomic survey se- 
quence 7/0.23:238:65//AQ040642 
*5 F-HEMBA1004705//Homo sapiens Xp22 Cosmid U151G1 (from Lawrence Livermore X library) and PAC 

RPCI1-93D11 (from Roswell Park Cancer Center) complete sequence.//2.1e-27:375:72//AC002357 
F-HEMBA1004709//Homo sapiens Xp22-150 BAC GSHB-309P1 5 (Genome Systems Human BAC Library) com- 
plete sequence.//1 .6e-36: 191 :91//AC006210 

F-HEMBA1 00471 l//Homo sapiens chromosome 17, clone hRPK.27l_K_l1, complete sequence7/Ue-l 33:639: 
20 99//AC005562 * ' 

F-HEMBA1004725//RPCI11-75013.TJ RPCI11 Homo sapiens; genomic clone R-75013, genomic survey se- 
quence.//6.2e-32:169:100//AQ266512 * "H-^.T 

F-HEMBA1004730//Human BAC clone RG035E18 from 7q3lVcqm^lem seq ue nee 7/8. 0e-68: 732 :72//AC 004029 
F-HEMBA1 004733//CIT-HSP-2305M23TF CIT-HSP Homo sapieqs genomic clone 2305M23, genomic survey se- 
25 quence.//4.9e-18:209:69//AQ017556 . ^. j 

F-HEMBA1004734//Arabidopsis thaliana ubiquitin-conjugating L enzyme.Y7 (UBC17) mRNA, complete cds.//1 .8e- 
1 3:451 :62//AF028340 . ; : " • 

F-HEMBA1 004736//Human DNA Sequence from PAC 436M!1 1-on chromosome Xp22.1 1 -22.2. Contains the serine 
threonine protein phosphatase gene PPEF1 , and the first coding exqp of the RS1 gene for retinoschisis (X-linked, 
30 juvenile) 1 (XLRS1). Contains ESTs, an STS and GSSs, complete sequence7/5.0e-87:646:78//Z94056 

F-HEMBA1004748//Human BAC clone RG204I16 from 7q31 , complete:sequence7/0.24:526:57//AC002461 
F-HEMBA1004751//Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
1 .4e-25:268:76//AC004913 

F-HEMBA1004752//R. norvegicus mRNA for leucocyte common antigen-related protein (3941 bp)7/1.1e-07:503: 
35 61//X83546 J 0 

F-HEMBA1004753//Homo sapiens Chromosome 12 Cosmid Clone' 6e5, complete sequence.//4.5e-38:3i4:8i// 

AC000028 A '* ° 7 " 

F-HEMBA1004756//Homo sapiens, complete sequence.//1 .4e-ll 1 :326:84//AC005854 

F-HEMBA1004758//Sequence 29 from patent US 553441 07/3!9e-f35:769:91//l23472 
40 F-HEMBA1004763//Homo sapiens apoptosis inhibitor survivin gene,, complete cds.//3.6e-47:404:79//U75285 

F-HEMBA1004768//Homo sapiens PAC clone DJ0979P20 from 7q33-q35, complete sequence7/6.7e-1 07:890: 

78//AC004941 „ , 

F-HEMBA1004770//Plasmodium falciparum 3D7 chromosomal^ PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//7.9e-09:806:59//ACprj4/o9 . 
45 F-HEMBA1004771//G.muris ribosomal RNA operon DNA encoding IBjS^S and 5.8S ribosomal RNA7/0.69:239: 

61//X65063 ^ 
F-H EM BA1 004776 u/ 
F-H EM BA1 004778 ; 

F-HEMBA1004795//Drosophila melanogaster A-kinase anchor- protein PAKAP550 mRNA, partial cds7/3.4e-46: 
50 778:64//AF003622 ' 

F-HEMBA1004803//Homo sapiens chromosome Y, clone '2&;m!20' complete sequence.//4.3e-82:580:82// 
AC004617 ' f ',/ 

F-HEMBA1004806//Homo sapiens BAC clone RG281G05 from 7p15 : p21 , complete sequence .//5.4e-07: 642:59// 
AC005083 

55 F-HEMBA1004807//Human HIV1 tata element modulatory factor mRNA sequence from chromosome 37/1 .4e-46: 

171:92//L01042 

F-HEMBA1 00481 6//Homo sapiens calpastatin (CAST) gene, exons 10 : 1 47/3. 5e-3 1:546 :66//M 86257 
F-HEMBA1004820//C.botulinum progenitor toxin complex genes^/O": 001 4:343:62/7X87972 
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F-HEMBA1004847//Canine mRNA for 68kDA subunit of signal recognition particle (SRP68).//1.5e-85:512:88// 
X53744 , >«y. ,- v ; 

F-HEMBA1004850//Homo sapiens TGF-beta type I receptor (TGFBR1) gene, exon 1 7/0. 0065:284:6 1//AF054590 
F-HEMBA1004863//Genomic sequence from Mouse 11 , complete sequence.//0.92:250:59//AC000400 
5 F-HEMBA1 004864 

F-HEMBA1004865//Human DNA sequence from clone 459L4 on,chromosome 6p22.3-24.1 Contains EST, STS, 
GSS, complete sequence.//3.6e-1 2:21 4:72//AL031 120 

F-HEMBA1004880//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-319E8, complete sequence7/1.le- 
08:255:69//AC004020 r . " : t 

10 F-HEMBA1004889//Schistocercaamericana Antennapedia homeotic protein (Antp) mRNA, complete cds7/0.062: 

155:69//U32943 

F-HEMBA1004900//Plasmodium falciparum unidentified mRNAsequence7/0.00055:323:60//L12043 
F-HEMBA1004909//Homo sapiens chromosome 17, clone :289A8, complete sequence.//9.6e-1 6: 166:80// 
AC003051 

15 F-HEMBA1 00491 8//Turritella communis mitochondrial 1 6S hbosomal RNA gene, partial.//0.81:146:65//M94003 

F-HEMBA1004923//Human DNA from overlapping chromosome «1 9-specif ic cosmids R32543,, and F15613 con- 
taining ZNF gene family member, genomic sequence, complete sequenceV/1 .4e-36: 338 :78//AC 003006 
F-HEMBA1004929//CIT-HSP-2373I16.TR CIT-HSP Homo sapiens genomic clone 2373116, genomic survey se- 
quence./^. 4e-86:443:96//AQ 108676 

20 F-HEMBA1004930//Homo sapiens PAC clone DJ0608H12 from 7q21, complete sequence.//4.6e-20:219:73// 

AC004109 " 

F-HEMBA1 004933//HS-1 003-A1 -E1 0-MF.abi CIT Human Genomip Sperm Library C Homo sapiens genomic clone 
Plate=CT 497 Col=19 Row=l, genomic survey sequence 7/1 .4e-28:2T6:85//B30726 

F-HEMBA1004934//Homo sapiens chromosome 21q22.3 PAC',267.010, complete sequence.//0.53:222:61// 
25 AF042091 'S'^'V' 

F-HEMBA1004944//Homo sapiens clone DJ0736H05, WORKING DRAFT SEQUENCE, 5 unordered pieces.// 
1 .2e-58:509:78//AC005482 

F-HEMBA1004954//HS_2033_A2_A08_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2033 Col=16 Row=A, genomic survey sequence.V/3,7e-47:243:99//AQ229758 
30 F-HEMBA1004956//P.falciparum complete gene map of plastid-likV.DNA (IR-B)7/0.048:421 :58//X95276 

F-HEMBA1004960//Arabidopsis thaliana DNA chromosome 4, ESSA I contig fragment No. 87/0.89:333:58// 
Z97343 

F-H EM BA1 004972 

F-HEMBA1 004973//RPCI1 1 -66P8.TK RPCI11 Homo sapiens genomic clone R-66P8, genomic survey sequence.// 
35 3.5e-22:245:77//AQ238471 '• Hv-' 

F-HEMBA1004977//Homo sapiens full-length insert cDNA clone YZ83B087/9.0e-11 :84:98//AF086080 
F-HEMBA1 004978//CIT-HSP-2354E1 0.TR CIT-HSP Homo sapiens.genomic clone 2354E1 0, genomic survey se- 
quence7/0.0021:152:66//AQ075713 " "1 • 

F-HEMBA1004980//HS_3018_A2_E04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3018 Col=8 Row=l, genomic survey sequehce7/V!9e-77:392:97//AQ071873 

F-HEMBA1004983//Albinaria corrugata isolate cor. Prn1 .1 16S ribosomal RNA gene, mitochondrial gene for mi- 
tochondrial RNA, partial sequence.//0.0030:276:61//AF03168ol -V- \/ ' 

F-HEMBA1004995//Homo sapiens chromosome 16, cosmid bridge;clone 306E6 (LANL), complete sequence.// 
4.2e-138:640:99//AC005590 } . ? W, ) . 

45 F-HEMBA1005008//Human marinerl transposase gene,, complete -.consensus sequence 7/6. 8e-20: 160:88// 

U52077 r-: v;-;:' 

F-HEMBA1005009//Homo sapiens BAF53a (BAF53a) mRNA, complete CdS.//2.0e-144:668:99//AF041 474 
F-HEMBA1 00501 9//Homo sapiens mRNA for KIAA0648 protein, partial cds.//1 .4e-146:693:98//AB0 14548 
F-HEMBA1005029//Homo sapiens DNA sequence from PAC 97D16 on chromosome 6p21. 3-22.2. Contains an 
so unknown pseudogene, a 60S Ribosomal protein L24 (L30) LIKE pseudogene and histone genes H2BFC (H2B/c), 

H4FFP (H4/f pseudogene), H2AFC (H2A/c), H3F1K (H3.l/k) : apd a.tRNA-Val pseudogene and tRNA-Thr gene. 
Contains ESTs, STSs, GSSs and genomic marker D6S464, complete sequence7/2.2e-115:668:90//AL0091 79 
F-HEMBA1 005035//Homo sapiens chromosome 1 7, clone hblT.i 75_El5, complete sequence 7/4. 6e-l 38:591 :98// 
AC004596 

55 F-HEMBA1005039//CIT-HSP-2338L5TR CIT-HSP Homo sapiens genomic clone 2338L5, genomic survey se- 

quence 7/3.7e-6 1:271 :88//AQ055486 

F-HEMBA1005047//MUS musculus mRNA for Rab24 protein7/3j8e-.17:218:73//Z22819 
F-HEMBA1005050//Human Tls11d gene, complete cds7/0.079: r 251 :63//U07802 
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F-HEMBA1005062//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces .//0. 01 8:560: 56//AC004688 

F-HEMBA1 005066//Human DNA sequence *** SEQUENCINGS PROGRESS *** from clone 774G10, WORKING 
DRAFT SEQUENCE.//3.4e-97:432:84//AL03441 0 y ] 

F-HEMBA1005075//H.sapiens DNA 3' flanking simple sequence region clone wg2c3.//6,9e-07:176:68//X76589 
F-HEMBA1005079//CIT-HSP-2325M21.TRB CIT-HSP Homo sapiens genomic clone 2325M21, genomic survey 
sequence.//2.1e-48:274:93//AQ038720 

F-HEMBA1005083//HS_2248_B1_D05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2248 Col=9 Row=H, genomic survey sequence.//3.4e-06:230:64//AQ 129575 
F-HEMBA1005101//Homo sapiens SYT interacting protein SIP* mRNA, complete cds.//1.3e-1 61:762:98// 
AF080561 ■ ^.;.V--is. 

F-HEMBA1005113//Lesculentum microsatellite repeat DNA region J/0.0038 :742:57//X90770 
F-HEMBA1005123//Homo sapiens clone DJ0673M15, WORKING DRAFT SEQUENCE, 33 unordered pieces.// 
9.6e-83:479:78//AC004854 • \-.[ .. - 

F-HEMBA1 005133//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone Y31 3F4, WORKING 
DRAFT SEQUENCE.//3.9e-24:576:64//AL023808 . : w . 

F-HEMBA1005149//Homo sapiens PAC clone DJ430N08 from*2'2q r 12.1-qter, complete sequence.//4.7e-36:283: 
80//AC004542 : \ • ... 

F-HEMBA1005152//Homo sapiens chromosome Xp22-67-68, WORKING DRAFT SEQUENCE, 99 unordered 
pieces7/5.0e-10:332:64//AC004469 , >^.j. ; . 

F-HEMBA1005159//Homo sapiens genomic DNA, chromosome*21q11/l, segment 1/5, WORKING DRAFT SE- 
QUENCE.//4.0e«10:734:58//AP000023 - : . ■■ , 

F-HEMBA1 0051 85//H. sapiens CpG island DNA genomic Mse1 fragment, clone 91 b2, forward read cpg91b2.ft1a./ 
12.2e-1 4:93:1 00//Z63847 

F-HEMBA1005201//Drosophila melanogaster cosmid 152A3.//4.7e-35:679:64//AL009194 
F-HEMBA1005202//Canine mRNA for 68kDA subunit of signal, recognition particle (SRP68).//6.7e-1 38:778:90// 
X53744 . 

F-HEMBA1005206//Drosophila melanogaster Su(P) and a'non-73Bf genes and partial o25 gene and Pros26 
gene.//7. 1 e-1 2:376:62//AJ01 1 320 

F-HEMBA1 00521 9//Homo sapiens mRNA for KIAA0445 protein^complete cds.//7.1e-05:411 :60//AB00791 4 
F-HEMBA1005223//Homo sapiens PAC clone DJ430N08 from 22q12.1-qter, complete sequence V/3.5e-06:21 2: 
66//AC004542 !' T : f. ''' 

F-HEMBA1005232//Plasmodium falciparum 3D7 chromosome\12>FYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//3.7e-07:625:57/i7\CT0^308j; 

F-HEMBA1 005241//Homo sapiens PAC clone DJ0777O23 from7p!l£:pfe, complete sequence.//8.7e-45:567:72// 
AC005154 t^kw*. 

F-HEMBA1005244//Homo sapiens chromosome X clone U177G4; bl52H5, U168D5, 174A6, U172D6, and 
U186B3 from Xp22, complete sequence.//0.96:298:62//AC002365 /. . 
F-HEMBA1 005251 ' v ' ;V 

F-HEMBA1005252//Homo sapiens chromosome 17, clone hRPK.318_A_15, complete sequence7/4.5e-1 60:392: 
99//AC005837 1 f'^-U 

F-HEMBA1005274//Homo sapiens BAC clone 255A7 from 8q21; containing NBS1 gene, complete sequence.// 
2.3e-05:496:60//AF069291 ' ' ' " <: " 

F-HEMBA1005275//Human DNA sequence from clone 444C7 on chromosome 6p22.3-23. Contains an EST, an 
STS and GSSs, complete sequence .//5.7e-05:220:64//AL033521 ., 

F-HEMBA1005293//Homo sapiens echinoderm microtubule-associated protein homolog HuEMAP mRNA, com- 
plete CdS.//2.4e-20:338:65//U 9701 8 

F-H EM BA1 005296 * vl 

F-HEMBA1005304//Human DNA sequence from clone 364I22 on^chromosome Xq21.31-22.3. Contains an STS 
and GSSs, complete sequenced .6e-51 :381 :78//AL031012 
F-HEMBA1005311 . ■ 

F-H EM BA1 00531 4//Homo sapiens genomic DNA, chromosomal q1 1.1, segment 2/28, WORKING DRAFT SE- 
QUENCE 7/0.94 :226:63//AP000031 Vw* k 
F-H EM BA1 00531 5//Homo sapiens BAC810, complete sequence7/9',5e ; 15:684:62//U85198 
F-HEMBA1 00531 8//Human DNA sequence from PAC 394Fi2Tqnthromosome X contains EST, STS, CpG island 
clone J/2.6e-05:472:59y/Z83823 - 

F-HEMBA1 005331 //Homo sapiens chromosome 1 7, clone hRPK.2l4lCJ_8i complete sequence. //3.3e-90:300:90// 
AC005803 . ''i: k>:. 

- 1 ' »■ 
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F-HEMBA1005338//Homo sapiens mRNA for matrilin-4, partialY/1.4e-151 :740:97//AJ007581 
F-HEMBA1005353//CIT-HSP-2310N10TRCIT-HSP Homo sapiens.'genomic clone 2310N10, genomic survey se- 
quence.//2.1e-86:438:97//AQ016145 * ~- ~ 

F-HEMBA1 005359//Human zinc finger protein ZNF137 mRNA, complete cds.//1 .8e-98:500:88//U09414 
5 F-HEMBA1 005367//Mus musculus melastatin mRNA, complete cds.//8.3e-72:577:73//AF04771 4 

F-HEMBA1005372//Human DNA sequence from PAC 293E14 v coniains ESTs, STS.//1.3e-07:274:66//Z82900 
F-HEMBA1 005374//Homo sapiens clone 277F1 0, WORKING DRAFT SEQUENCE, 5 unordered pieces//1 .9e-48: 
611:69//AC004813 v .^ v -i 

F-HEMBA1005382//HSJ3063_B2_F11_MF CIT Approved Humain Gehprnic Sperm Library D Homo sapiens ge- 
10 nomic clone Plate=3063 Col=22 Row=L, genomic survey sequence;Y/-1 .6e-27:154:98//AQ 103204 

F-HEMBA1005389//Plasmodium falciparum telomere nucleotide se*quencey/4.0e-07:443:6l//M23l75 
F-HEMBA1 005394//CIT-HSP-2368B1 1 TR CIT-HSP Homo sapiens genomic clone 2368B11 , genomic survey se- 
quence .//7.6e- 17: 225:7 1//AQ076749 * :/ * 

F-HEMBA1005403//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 423B22, WORKING 

15 DRAFT SEQUENCE.//4.5e-131 :278:98//AL034379 ■ ;« j ; • '*. 

F-HEMBA1005408//HS_3007_B2_G04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3007 Col=8 Row=N, genomic survey sequence.//8.0e-06:2l8:66//AQ294366 
F-HEMBA1 00541 0//Human DNA sequence from cosmid CU120E2, on chromosome X contains Lowe oculocere- 
brorenal syndrome (OCRL) ESTs and STS7/1 .5e-41 :432:76//Z73496 

20 F-HEMBA1 005411 

F-HEMBA1005423//Homo sapiens cyclin-dependent kinase inhibitor (CDKN2C) mRNA, complete cdsY/1 .Oe-1 69: 
537:99//AF041248 ' \_ 

F-HEMBA1 005426 ; * ■ * V 

F-HEMBA1005443//Homo sapiens chromosome 19, BAC CIT-B^l91n6, complete sequence.//7.le-37:260:76// 
25 AC006130 

F-HEMBA1005447//CIT-HSP-2173N7.TR CIT-HSP Homo sapiens genomic clone 2173N7, genomic survey se- 
quence .//5.0e- 133: 631: 98//B93234 ' \'/!K* 

F-HEMBA1005468//Human DNA sequence from clone 20j23 i on ; chromosome Xq26.2-27.2 Contains ras-related 
C3 botulinum toxin substrate 1 (P21-RAC1) (ras-like protein TC25) ESt, CA repeat, STS, CpG island, complete 
30 sequence.//1.5e-118:868:83//AL022576 ' %^;|/^f 

F-HEMBA1 005469//Homo sapiens chromosome 1 6, P1 clone' 96^B|(UANL) , complete sequenceV/1 .2e-1 79:838: 
99//AC005212 * %T' r f : 

F-HEMBA1 005472//Human DNA sequence *** SEQUENCING IN F»r]56RESS *** from clone 228H1 3, WORKING 
DRAFT SEQUENCEV/3.4e-20:187:74//AL031985 • - • ^' " 

35 F-HEMBA1 005474//Homo sapiens genomic DNA, chromosome .21 q s i.i .,1 , segment 1 2/28, WORKING DRAFT SE- 
QUENCEy/4.1e-22:445:65//AP000041 ' 

F-HEMBA1 005475//CIT-HSP-2322D14.TR CIT-HSP Homo sapiens genomic clone 2322D14, genomic survey se- 
quence 7/6.7e-51 :269:97//AQ026941 " ' 

F-HEMBA1005497//HSJ3097_A2_G05_T7 CIT Approved Human, Genbmic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3097 Col=10 Row=M, genomic survey sequence Y/1'.4e-66:345:96//AQ1 038 10 

F-HEMBA1 005500//Homo sapiens PAC clone DJ1 09301 7 from 7q1 1 .23-q21 , complete sequencey/5.4e-1 78:81 8: 
98//AC004957 

F-HEMBA1005506//Mus musculus (clone 0EBF17) early B-celf factor (EBF) mRNA, complete cdsy/2.6e-06:73: 
98//L12147 

45 F-HEMBA1005508//Homo sapiens clone hRPK.1_A_1, complete seguence.//0.00012:455:60//AC006196 

F-HEMBA1 00551 1//Homo sapiens MHC Class 1 regiony/3.3e-43:'421:77//AF055066 

F-HEMBA1 00551 3//Drosophila melanogaster males-absent on the.first (mof) gene, complete cdsY/2.3e-20:352: 
69//U71219 " ;/,:f^i 

F-HEMBA1 00551 7//Homo sapiens DNA for (CGG)n trinucleotide^ repeat region, isolate E7.//2.5e-08:431 :62// 
50 AJ001216 ^Ul-ff ' ■ 

F-H EM BA1 00551 8//M. musculus mRNA for paladin gene'7/8^e^'6;651 :81//X99384 

F-HEMBA1005520//Homo sapiens clone DJ0876A24, WORKING iDRAFT SEQUENCE, 6 unordered pieces.// 
7.8e-1 67:755:99//AC004913 ^/ ' 

F-HEMBA1005526//Homo sapiens chromosome 9, clone hRPK>202^H_3 ..complete sequence 7/2.4e-42:475:73// 
55 AC006241 * , .;r.-T;^ ,: - 

F-HEMBA1005528//Mus musculus mCAF1 protein mRNA, complete cds.//1 .2e-94:512:92//U21855 
F-HEMBA1 005530 , -'- *i - '.' \ 

F-HEMBA1 005548//Human DNA sequence *" SEQUENCING IN PROGRESS *" from clone 970A1 7, WORKING 



1777 



EP1 074 617 A2 < 

'/-'». 

DRAFT SEQUENCE,//9.4e-87:422:99//AL034431 

F-HEMBA1005552//Homo sapiens PAC clone DJ0807C15 from 7q34-q36, complete sequence.//6.1e-41 :486:68// 
AC004743 

F-HEMBA1 005558//Drosophila melanogaster DNA sequence (P1 DS00837 (D87)), complete sequence.//2.9e-i 9: 
306:68//AC004377 

F-HEMBA1005568//Piasmodium falciparum 3D7 chromosome 12. PFYAC8 12 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.0093:345:60//AC004153 

F-HEMBA1005570//Plasmodium falciparum chromosome 2, section 44 of 73 of the complete sequence7/4.2e-09: 
592:59//AE001407 

F-HEMBA1005576//Homo sapiens mRNAfor KIAA0463 protein, partial cds.//5.9e-1 27:61 0:98//AB007932 
F-HEMBA1005577//HS-1004-A1-E11 -MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
clone Plate=CT 498 CoI=21 Row=l, genomic survey sequence.//0.00034:254:64//B30971 
F-HEMBA10055B1//Rattus norvegicus mRNA for MEGF5, complete cds.//4.0e-57:826:65//AB01 1531 
F-HEMBA1005582//HS_3242_A1_B07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3242 Col=13 Row=C, genomic survey sequence.//1.1e-13:91 :98//AQ211275 
F-HEMBA1 005583 m t , 

F-HEMBA1 005588//Homo sapiens PAC clone DJ 1 1 88N21 from 7q1 i ^23^21 . 1 , complete sequence Y/8.7e-31 :283: 
75//AC006025 I-Vj-y.^;. 

F-HEMBA1005593//Homo sapiens chromosome 17, clone hRBK A 332_H_18. complete sequence.//8.3e-l 58:748: 
99//AC005746 ' v ^f;^ 

F-HEMBA1005595//CIT-HSP-2309F14.TF CIT-HSP Homo sapiens. genomic clone 2309F14, genomic survey se- 
quence.//6.4e-30:194:91//AQ016527 • • /T'i : ' : ■ 

F-HEMBA1005606//CIT-HSP-2326I6.TR CIT-HSP Homo sapiens genomic clone 2326I6, genomic survey se- 
quence .//O. 00 14: 132: 70//AQ04 1484 ' ft * t 'fi^": f 

F-HEMBA1005609//Homo sapiens clone RG315H11, WORKING DRAFT SEQUENCE, 5 unordered pieces.//2.9e- 
33:249:85//AC005089 ' \% "! 

F-H EM BA1 00561 6//Homo sapiens DNA sequence from PAC 43C.1 3 .on chromosome Xq21 .1 -Xq21 .3. rab proteins 
geranylgeranyltransferase component A 1 (rab escort protein 1 ),(REp r .1 ) (choroideraemia protein) (TCD protein).// 
6 . 5e-29 :279 :69//AL009 1 75 

F-HEMBA1005621//Human DNAsequence *" SEQUENCING IN PROGRESS *** from clone 33001 2, WORKING 
DRAFT SEQUENCE.//6.4e-90:158:87//AL031 731 

F-HEMBA1005627//RPCI11-34P9TJ RPCI-11 Homo sapiens'geriomic clone RPCI-11-34P9, genomic survey se- 
quence.//0.014:168:67//AQ045110 ■". - 0 

F-HEMBA1005631//Homo sapiens PAC clone DJ1086D14, complete sequence .//1 .0e-149:736:93//AC004460 
F-H EM BA1 005632 v : ' : vit " 

F-HEMBA1005634//Human DNAsequence from PAC 187N21 on chromosome 6p21.2-6p21 .33. Contains ESTs.// 
6.6e-38:452:67//Z98036 - ' ' : ' Cv i 

F-HEMBA1 005666 ^i^ '. .. 

F-HEMBA1005670//Homo sapiens PAC clone DJ0665C04 from'7p14-p1 3, complete sequence.//5.1e-59:687:74// 

acoo485o : y^y. . 

F-HEMBA1005679//Homo sapiens clone DJ0425I02, WORKING : DRSFT SEQUENCE, 5 unordered pieces7/1 .Oe- 
47:357:85//AC005478 - , c , . ; 

F-HEMBA1 005680 

F-HEMBA1005685//RPCI11-23D19.TKBR RPCI-11 Homo sapiens genomic clone RPCI-11-23D19, genomic sur- 
vey sequence.//0.99:228:63//AQ01 3742 " ir* v -i" 

F-HEMBA1005699//Human ligand foreph-related receptor tyrosine kinases (EPLG8) mRNA, complete cds.//l .4e- 
72:406:92//U57001 V' '.' 

F-HEMBA1005705//Human (D21S172) DNA segment containing (CA) repeat.//0.00040:190:66//X56513 
F-HEMBA1 00571 7//Plasmodium falciparum MAL3P1, complete sequence 7/0.0099 :260:63//Z97348 
F-HEMBA1005732//Human mRNA for KIAA0003 gene, complete cds.//8. 1e- 19:1 51 :88//D1 4697 
F-HEMBA1005737//Homo sapiens PAC clone DJ1099C1 9 from 7q21-q22, complete sequence.//5.6e-1 5:1 57:79// 
AC005156 

F-HEMBA1 005746//RPCI1 1 -63N8.TK RPC1 1 1 Homo sapiens genomic clone R-63N8, genomic survey sequence.// 
1.3e-18:113:100//AQ238535 

F-HEMBA1 005755//Homo sapiens DNA sequence from PAC 95C20,on chromosome Xp1 1 .3-1 1 .4. Contains STSs 
and the DXS7 locus with GT and GTG repeat polymorphisms;.complete' sequence J/3. 6e-56:764:70//Z971 81 
F-HEMBA1005765//Human DNA sequence from PAC 288L1 on chromosome 22ql2-qter contains ESTs and pol- 
ymorphic CA repeat (D22S11 52)7/1. 1e-30:275:77//Z821 96 • c . 
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F-HEMBA1005780//RPCI11-74E19.TJ RPCI11 Homo sapiens genomic clone R-74E19, genomic survey se- 
quence.//0.001 1 :283:62//AQ268432 

F-HEMBA1 00581 3//Homo sapiens PAC clone DJ0167F23 from 7pl5, complete sequence 7/0.14:326:61// 
AC004079 

5 F-HEMBA1 00581 5//M.musculus mRNA for skeletal muscle : specifiC;calpain.//6.3e-1 0:706 :59//X92523 

F-HEMBA1005822//Mouse Bac 291G16, WORKING DRAFT SEQUENCE, 19 unordered pieces 7/0. 87: 4 17:56// 
AC003020 

F-HEMBA1005829//Homo sapiens Chromosome 22q11.2 Fosmid Clone f39e1 In DGCR Region, complete se- 
quence.//8.8e-42:370:79//AC000094 
10 F-HEMBA1005834//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the alterna- 

tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 1 (SN F2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequence7/2.l e-42:690:67//AL022577 

F-HEMBA1005852//F.rubripes GSS sequence, clone 163A22aE9; genomic survey sequence 7/4. 3e-07: 253: 59// 
15 AL018749 

F-HEMBA1 005853//CIT-HSP-2289L23TR CIT-HSP Homo sapiens genomic clone-2289L23, genomic survey se- 
quence.//2.2e-68:333:99//B98952 

F-HEMBA1005884//Homo sapiens chromosome 5, BAC clone' 78c6'( LBN L H191), complete sequence7/1 .9e-57: 
331:87//AC005351 

20 F-HEMBA1005891//Homo sapiens PAC clone DJ0997N05 from 7q1l.23-q2l.t, complete sequence7/5.le-l82: 
864:98//AC004945 '>'■■ 

F-HEMBA1005894//Homo sapiens, WORKING DRAFT SEQUENCE, . 52 unordered pieces. //3.0e-44:340: 80// 

acoo4086 ..; v ; 

F-HEMBA1005909//Homo sapiens DNA sequence from PAC 127D3 on chromosome 1q23-25. Contains FM02 
25 and FM03 genes for Flavin-containing Monooxygenase 2 and Flavin^containing Monooxygenase 3 (Dimethyl- 

aniline Monooxygenase (N-Oxide 3, EC1. 14.13.8, Dimethylanijine iOxidase 3, FMO II, FMO 3), and a gene for 
another, unknown, Flavin -containing Monooxygenase family' pr&ejft ^Contains ESTs and GSSs, complete se- 
quence.//8.3e-12:828:57//AL021026 v '* " 

F-HEMBA1 00591 1//Human DNA sequence from clone 1158E12 on chromosome Xp11. 23-1 1.4 Contains EST, 
30 STS, GSS, CpG island, complete sequence7/1 .0e-44:328:77//AL031584 

F-HEMBA1 005921 //Homo sapiens chromosome 17, clone hRPK!l12_H_10, complete sequence.//1 .3e-41:431 : 
77//AC005666 ' ; -?^.V 

F-HEMBA1 005931 //Homo sapiens chromosome 12p13.3 clbrfe.Rp.ei4-761 J14, WORKING DRAFT SEQUENCE, 
60 unordered piecesV/1 .1e-29:394:70//AC006086 
35 F-HEMBA1005934//Homo sapiens PAC clone DJ1140G11 from : i4q24.3, complete sequence.//8.ie-06:i 15:80// 
AC004974 ' 1 " ! 

F-HEMBA1005962//RPCI11-17O15.TV RPCI-11 Homo sapiens;genpmic clone RPCI-11-17015, genomic survey 
sequence.//9.5e-36:315:84//B82821 ' f'^'-Y " 

F-HEMBA1005963//HS_3055_A1_E08_MR CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3055 Col=15 Row=l, genomic survey sequehce7/9.3e-73:372:97//AQ147357 

F-HEMBA1005990//Homo sapiens 1-1 receptor candidate protein_mRNA, complete cds.//1.3e-149:697:99// 
AF082516 A'.'V: * - 

F-HEMBA1 005991 //Plasmodium falciparum chromosome 2, section45 of 73 of the complete sequence7/6.3e-07: 
423:60//AE001408 ^"v'v ' ' 

45 F-HEMBA1 005999/ZHomo sapiens chromosome 4 clone C0026P05 map 4P1 6, complete sequence7/3.8e-09:360: 

64//AC005599 * ; :V. k 

F-HEMBA1 006002 \ r " ^ * 

F-HEMBA1006005//Homo sapiens MLL (MLL) gene, exonsj r 3^an^pa?tial cds7/4.5e-83:495:90//AF036405 
F-HEMBA1 006031 " * ; r ?^ 

50 F-HEMBA1 006035 

F-HEMBA1006036//Human (lambda) DNA for immunogloblin light chain 7/2. 4e-59: 652: 74//D87009 
F-HEMBA1006042//Homo sapiens chromosome 1 0 clone CIT987SK-1057L21 map 10q25, complete sequence.// 
2.1e-43:330:7011AC005386 . . . " 

F-HEMBA1006067//Plasmodium falciparum 3D7 chromosome\1.2;-PFYAC812 genomic sequence, WORKING 
55 DRAFT SEQUENCE, 8 unordered pieces7/0.11 :433:59//AC004i 53 " ¥ ' 

F-HEMBA1 006081 

F-HEMBA1 006090//, complete sequence7/4.5e-139:748:92//AC005500 

F-HEMBA1006091//Homo sapiens gene encoding telethonin, exons 1.to 2, partial 7/0.0091 :346:62//AJ011098 

■ n " * * 
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F-HEMBA1 0061 00//Homo sapiens chromosome 10 clone CIT987SK-1143A11 map 10q25, complete sequence.// 
2.8e-1 8:1 80:78//AC005880 

F-HEMBA1 0061 08//Human DNA sequence from clone 889N1 5 on chromosome Xq22.1 -22.3. Contains part of the 
gene for a novel protein similar to X. laevis Cortical Thymocyte-MarkerCTX, the possibly alternatively spliced gene 
5 for 26S Proteasome subunit p28 (Ankyrin repeat protein), a novel gene and exons 36 through 45 of the COL4A6 

for Collagen Alpha 6(IV). Contains ESTs, STSs, GSSs and a putative CpG island, complete sequence7/0.26:84: 
71//AL031177 ... ; 

F-HEMBA1006121//Human DNA sequence SEQUENCING InIpROGRESS *** from clone 691 N24, WORKING 
DRAFT SEQUENCE.//5.2e-18:147:87//AL031672 
10 F-HEMBA1006124//CIT-HSP-2355B17.TF CIT-HSP Homo "sapiens genomic clone 2355B17, genomic survey se- 

quence.//0.044:225:61//AQ058966 

F-HEMBA1006130//CIT-HSP-386A20.TF CIT-HSP Homo sapiens, genomic clone 386A20, genomic survey se- 
quence. //8.8e-07: 173 :69//B55085 ' '"y 

F-HEMBA1006138//Homo sapiens DNA sequence from PACf454M7 on chromosome Xq25-26.3. Contains the 
is OCRL1 gene for Lowe Oculocerebrorenal Syndrome protein OGRL-i . Contains ESTs, STSs and GSSs, complete 
sequence.//7.5e-22: 1 64:75//AL0221 62 . >. ... • , . 

F-HEMBA1006142//, complete sequence.//7.9e-125:586:99//ACbp550b 

F-HEMBA1006155//H,sapiens CpG island DNA genomic Mse1 .fragment, clone 119b6, forward read 
cpgl 1 9b6.ft1 a7/1 ,0:85:72//Z64428 
20 F-HEMBA1006158//Homo sapiens transcription factor forkhead-like 7 (FKHL7) gene, complete cds.//1 .1e-185: 

852:99//AF048693 ' :V ■'. 

F-HEMBA1006173//striatum enriched phosphatase=protein-tyrpsi.ne-phosphatase [rat, striata, mRNA, 2815 nt].// 
8.4e-50:642:73//S49400 " h / I. 

F-HEMBA1006182//Homo sapiens Chromosome 15q26.1 PAC clone pDJ105519, complete sequence7/1.4e-22: 

25 194:74//AC005318 ' *\] '? 

F-HEMBA1006198 ^ •'f-- 

F-HEMBA1006235//Homo sapiens clone 24422mRNA sequence 7/2.6e-1 75 :836:98//AF070557 
F-HEMBA1006248//Pinctada fucata mRNA for insoluble protein, complete cds.//8.2e-05:359:61//D86074 
F-HEMBA1006252//Human DNA sequence *** SEQUENCING IN.PROGRESS *** from clone 531 H1 6, WORKING 

30 DRAFT SEQUENCE.//0.98:397:58//AL031 664 / - 4 * 

F-HEMBA1 006253 ' \ ~ : . 

F-HEMBA1006259//HS_2231_A1_D10_MF CIT Approved HumanGenomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2231 Col=19 Row=G, genomic survey sequence .//1.2e-1 1:233 :68//AQ 152722 
F-HEMBA1006268//Homo sapiens Xp22-1 32-134 BAC GSHB-590J15 (Genome Systems Human BAC library) 
35 complete seq uence7/5.2e-27: 156: 85//AC004673 t> /J,^..,-, 

F-HEMBA1006272//Human endogenous retrovirus gag mRNA^/8lle-il5:847:80//X72791 
F-HEMBA1006278//Mus musculus poly(A) polymerase VI mRNA? complete cds7/2.1e-57:665:70//U58134 
F-HEMBA1 006283 ; , 

F-HEMBA1006284//Streptomyces fradiae tylactone synthase, starter module and modules 1-7, (tylG) gene, com- 

40 plete CdS.//9.6e-06:623:60//U78289 lY*'.' 

F-HEMBA1006291//HS_2208_A1_C03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2208 Col=5 Row=E, genomic survey sequence7/1.2e-1 3:1 05:92//AQ09 1804 
F-HEMBA1006293//Sequence 8 from patent US 5721351 7/5.6e-77:580:75//l8941 5 
F-HEMBA1006309//Caenorhabditis elegans cosmid F01F1.//f.1e-2i:420:63//U 13070 

45 F-HEMBA1 00631 0//Rattus norvegicus cytosolic sorting protein PACS-1a (PACS-1) mRNA, complete cds7/6.8e- 

120:748:85//AF076183 . .> >/ 

F-HEMBA1006328//Homo sapiens fragile X mental retardation protein (FMR-1) gene (6 alternative splices), com- 
plete Cds7/1 .5e-46:485:73//L29074 >• 

F-HEMBA1 006334//HS-1 051 -B2-F01 -MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
so Plate=CT 773 Col=2 Row=L, genomic survey sequence 7/0. 0032:61 :91//B40563 

F-HEMBA1 006344//HS-1 009-A2-B02-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 331 Col=4 Row=C, genomic survey sequence.//3.3e-09:218:66//B31420 

F-HEMBA1006347//Drosophila melanogaster males-absent on the first (moO gene, complete cds 7/1 .6e-3 1:484: 
68//U71219 

55 F-HEMBA1006349//HS-1054-A1-G06-MR.abi CIT Human .Genomic Sperm Library C Homo sapiens genomic 

clone Plate=CT 776 Col=11 Row=M, genomic survey sequencers '4e-1 5 :95:100//B4 1671 
F-HEMBA1006359//Human ZNF43 mRNA7/1 .4e-1 1 5:823:8 j//X59244 ( 

F-HEMBA1006364//Mouse mRNA for transforming growth fact0r^eta27/2.7e-1 0:247:71 //X5741 3 

1780 , :^} t .'l 



EP1 074 617 A2 

F-HEMBA1006377//Mus musculus chromosome 7, clone 19K5Vcdmplete sequence 7/3. 0e-57:401 :81//AC002327 
F-HEMBA1 006380//CIT-HSP-21 72K1 8.TF CIT-HSP Homo sapiens genomic clone 21 72K1 8, genomic survey se- 
quence.//1 .3e-110:525:99//B92570 

F-HEMBA1 006381//HS-1 045-B2-F1 0-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
5 Plate=CT 828 Col=20 Row=L, genomic survey sequence.//4.4e-05:l63:70//B378l3 

F-HEMBA1006398//Homo sapiens 12q24.2 BAC RPCI11-360E11 (Roswell Park Cancer Institute Human BAC 
Library) complete sequence.//3.8e-62:370:86//AC004806 I ' 

F-HEMBA1 00641 6//Homo sapiens chromosome 5, P1 clone 1 041 F1 0 (LBNL H88), complete sequence7/3.7e-15: 

157:78//AC005179 ■ Pf; 

io F-HEMBA1 00641 9//Human DNA sequence from clone 71L16 ori;chromosome XpH. Contains a probable Zinc 

Finger protein (pseudo)gene, an unknown putative gene, aVpseudogene with high similarity to part of antigen Kl- 

67, a putative Chondroitin 6-Sulfotransferase LIKE gene and : a ! KIAA0267 LIKE putative Na(+)/H(+) exchanger 

protein gene. Contains a predicted CpG island, ESTs, STSs and' GSSs and genomic markers DXS1003 and 

DXS1 055, complete sequence.//1 .2e-39:752:63//AL022165 ■ , ; % 
'5 F-HEMBA1006421//Homo sapiens chromosome 14q24.3 clone BAC270M14 transforming growth factor-beta 3 

(TGF-beta 3) gene, complete cds; and unknown genes .//2.4e-4l:438:76//AFl 07885 

F-HEMBA1006424//Human DNA sequence from clone 51 J12 on.chromosome 6q26-27. Contains the 3' part of 
the alternatively spliced gene for the human orthologs of mouse; QKI-7 and QKI-7B (KH Domain RNA Binding 
proteins) and zebrafish ZKQ-1 (Quaking protein homolog). Contains ESTs, STSs and GSSs, complete sequence.// 
20 0.027:293:64//AL031781 

F-HEMBA1 006426//Human DNA sequence *** SEQUENCINGS IN PROGRESS from clone 292E1 0, WORKING 
DRAFT SEQUENCE.//1 .7e-50:31 0:80//Z93930 _ .^i.^. sV 

F-HEMBA1006438//Liverwort Marchantia polymorpha chlor'oplast genome DNA7/0.051:440:59//X04465 
F-HEMBA1006445//Felis catus ras p21 (H-ras) mRNA, partial cds7/1 .0:238:59//U62088 
25 F-HEMBA1 006446//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P6, WORKING 

DRAFT SEQUENCE.//2.4e-05:702:58//AL031 749 % 

F-HEMBA1006461//Homo sapiens chromosome 19, cosmid".R30676, complete sequence.//8.6e-55:409:83// 
AC004560 ; . ■ 

F-HEMBA1006467//Homo sapiens chromosome 17, clone^hRPK.346_K_10, complete sequence.//1 .0:293:59// 
30 AC006120 

F-HEMBA1006471//Plasmodium falciparum 3D7 chromosome ^12";PFYAC 11 22 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//1 .4e-05:731 :59//AG0Q4709 , 

F-HEMBA1006474//CIT-HSP-2017H3.TF CIT-HSP Homo sapfefe; genomic clone 201 7H3, genomic survey se- 
quence.//5.2e-60:435:83//B54247 :'; 
35 F-HEMBA1006483//Homo sapiens chromosome 5, BAC clone 8e5. (LBNL H167), complete sequence .//2.9e-48: 

286:84//AC004752 J 

F-HEMBA1006485//Homo sapiens BAC clone NH0044G14 from 7q 11 123-21.1, complete sequence7/0.96:283: 
59//AC006031 

F-HEMBA1006486//Human DNA sequence from clone 353H6 on : cnrombsome Xq25-26.2. Contains the alterna- 
nt? tively spliced SMARCA1 gene for SW1/SNF related, matrix associated; actin dependent regulator of chromatin, 
subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequenced .8e-1 4:259:67//AL022577 • 

F-HEMBA1006489//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 467K1 6, WORKING 
DRAFT SEQUENCE.//6.6e-11 :595:61//AL031283 - k % 

45 F-HEMBA1006492//Homo sapiens chromosome 17, clone hRPK.269lG.24, complete sequence.//6.0e-1 22:337: 

100//AC005828 

F-HEMBA1006494//Homo sapiens chromosome 7qteloBAC E3,icpmpletesequenceV/3.8e-23:459:68//AF093117 
F-HEMBA1006497//HS_3023_B2_H03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3023 Col=6 Row=P, genomic survey sequence.//2.3e-81 :433:95//AQ093846 

50 F-HEMBA1006502//H.sapiens 7SL repeat (Clones 2-19b).//1.6e-13:86:87//X62364 

F-HEMBA1006507//Homo sapiens mRNA for KIAA0666 protein, partial cds.//2.3e-139:470:98//AB014566 
F-HEMBA1006521//Human BAC clone RG167B05 from 7q21 , complete sequence.//4.3e-27:406:71//AC003991 
F-HEMBA1006530//Human DNA sequence *** SEQUENCING ^PROGRESS "* from clone 1018D12, WORK- 
ING DRAFT SEQUENCE7/2.9e-27:408:65//AL031 650 ,» 

55 F-HEMBA1 006535//Plasmodium falciparum DNA "* SEQUENCINGS PROGRESS *** from MAL4P1 , WORKING 

DRAFT SEQUENCE.//0.028:599:60//AL034557 . , ^ > 

F-HEMBA1 006540//Homo sapiens multi PDZ domain protein MUPP'1 (MUPP1 ) mRNA, complete cdsV/1 .4e-1 71 : 

654:98//AF093419 - h r 

** 
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F-HEMBA1006546//Human DNA sequence from cosmid 232L22, 'between markers DXS366 and DXS87 on chro- 
mosome X contains ESTs glycerol kinase pseudogene.//3.8e-.104:811 :80//Z73986 
F-HEMBA1006559//MUS musculus PRAJA1 (Prajal) mRNA, complete CdS.//4.8e-99:386:82//U06944 
F-HEMBA1006562//Human fructose- 1 ,6-biphosphatase (FBP1) gene, exon 1.//0.012:322:60//U21925 

5 F-HEMBA1006566//Plasmodium falciparum 3D7 chromosome. 12 PFYAC1383 genomic sequence, WORKING 

DRAFT SEQUENCE, 3 unordered pieces.//0.0026:580:58//AC005504 
F-HEMBA1006569//Ovis aries beta actin mRNA, complete,cdsy/6^3e-08:231 :70//U39357 
F-HEMBA1006579//CIT-HSP-2380A22.TR CIT-HSP Homo sapiens' genomic clone 2380A22, genomic survey se- 
quence 7/0.036:250:62//AQ 1971 07 ' 

10 F-HEMBA1006583//Mycobacterium tuberculosis H37Rv complete;. genome; segment 143/1627/1.0:225:63// 

AL021841 

F-HEMBA1006595//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 30A23, WORKING 
DRAFT SEQUENCE7/3.6e-50:689:69//AL0221 56 

F-HEMBA1006597//Homo sapiens Chromosome 7 BAC Clone 239clO f - WORKING DRAFT SEQUENCE, 9 unor- 
15 deredpieces.//1.9e-42:253:84//AC004166 ..V • 

F-HEMBA1006612//RPCI11-88F20.TJ RPCI11 Homo sapiens genomic clone R-88F20, genomic survey se- 
quence.//1 .1 e-51 :266:98//AQ286726 

F-H EM BA1 00661 7//HS_2193_B2_H07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2193 Col=14 Row=P, genomic survey sequence7/l .Ie-59:413:85//AQ299685 
20 F-HEMBA1006624//Human DNA sequence from clone 406A7 on chromosome 6q23-24. Contains three pseudo- 

genes similar to Elongation Factor 1 -Alpha (EF-1 -ALPHA, Statin S1 ), 60S Acidic Ribosomal Protein P1 and NADH- 
Ubiquinone Oxidoreductase 1 5 kDa subunit, and part of the Micrptuble Associated Protein E-MAP-1 1 5 gene. Con- 
tains ESTs, STSs and GSSs, complete sequence.//! .4e-35:257;89//AL023284 

F-HEMBA1006631//Homo sapiens Chromosome 11q23 PAC clone pDJ356d6, complete sequence7/9.6e-112: 
25 800:83//AC002036 " 

F-HEMBA1 006635//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *** from MALI P2, WORKING 
DRAFT SEQUENCE.//0.15:393:58//AL031745 , 

F-HEMBA1006639//Petromyzon marinus polyadenylate binding protein (PABP) mRNA, complete cds7/9.6e-l5: 
318:68//AF032896 tfl/lv^ 
30 F-HEMBA1006643//Homo sapiens clone DJ0902E20, WORKING;DRAFT SEQUENCE, 1 unordered pieces.// 

0.58:254:65//AC006148 ■ , ai t . .,,'^ 

F-HEMBA1 006648//Mus musculus integrin binding protein kinase mRNA] complete cds7/1 .5e-37:108:88//U94479 
F-HEMBA1006652//Homo sapiens chromosome 5, BAC clone.343g1 6 (LBNL H180), complete sequenceV/1 .3e- 
1 54:671 :96//AC005601 . ■' Ur< *~;- ' 

35 F-HEMBA1 006653 .. \ . 

F-HEMBA1 006659//Homo sapiens PAC clone DJ0905J08 from^/plZ-pi'^, complete sequence.//5.2e-1 1 0:254:93// 
AC005189 C;[ .■; 

F-HEMBA1006665//Homo sapiens Xp22 BAC GSHB-590J6 (Genome Systems Human BAC library) complete 
sequence.//1.4e-14:177:76//AC004554 . _ • 

40 F-HEMBA1006674//Homo sapiens mRNA for nucleolar protein^ 

F-HEMBA1006676//Homo sapiens chromosome 19, fosmid '37502, complete sequence.//0.098:218:63// 
AC004755 

F-HEMBA1006682//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 668J24, WORKING 
DRAFT SEQUENCE 7/1 .4e-05:719:57//AL034346 '* * 

45 F-HEMBA1006695//Homo sapiens clone DJ0935K16, complete seqjbence.//3.1e-22:151:78//AC006011 

F-HEMBA1 006696//CITB1-E1 -2522D1 6.TF CITBI-E1 Homo'$apiens~genomic clone 2522D1 6, genomic survey se- 
quence.//5.6e-1 7:324:66//AQ280738 * *• '• > '■ ; 

F-HEMBA1 006708 
F-HEMBA1 006709 

so F-HEMBA1 00671 7//Homo sapiens clone GS308H05, WORKING DRAFT SEQUENCE, 6 unordered pieces7/3.3e- 

08:136:79//AC005537 

F-HEMBA1006737//Homo sapiens chromosome 17, clone hRPR!269llG_24 1 complete sequence7/5.8e-l 62:497: 
98//AC005828 . .'aX-fU^ 

F-HEMBA1006744//Homo sapiens Chromosome 1lp14.3 PAC clone pQji034g4, complete sequence 7/7.4e-48: 
55 320:87//AC004796 iifc^jN ' 

F-HEMBA1 006754//Human DNA sequence from PAC 82J1 1 and cosmid U1 34E6 on chromosome Xq22. Contains 
NIK like and Thyroxin-binding globulin precursor (T4-binding .globulin, .TB.G) genes, ESTs and STSs7/4.le-l29: 
804:85//283850 . *- v:. 
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F-HEMBA1006758//Homo sapiens chromosome 5, BAC clone.182a8 (LBNL H161), complete sequence7/2.2e- 
162:766:99//AC005752 * ;' ''"'V^ 

F-HEMBA1006767//Human Xq28 cosmid U247A3 from LLOXNCOi-X chromosome library, complete sequence.// 
1.2e-19:326:69//U73465 ; . ^ir.-f" 

5 F-HEMBA1006779//Human DNA sequence from clone 80119 on chromosome 6p21.31-22.2 Contains genes and 

pseudogenes for olfactory receptor-like proteins, STS, GSS, complete 'sequence.//l.4e-l03:355:87//AL022727 
F-HEMBA1006780//CIT-HSP-2359P7.TR CIT-HSP Homo sapiens genomic clone 2359P7, genomic survey se- 
quence.//0.072:147:68//AQ077208 #i ' 

F-HEMBA1006789//nbxb0037l13r CUGI Rice BAC Library Oryza sativa genomic clone nbxb0037M3r, genomic 
10 survey seq uence 7/0.000 11:288:63//AQ290474 [ *^:;: K 

F-HEMBA1006795//CIT-HSP-2307E3.TF CIT-HSP Homo sapiens "genomic clone 2307E3, genomic survey se- 
quence.//5.1e-80:420:96//AQ020511 

F-HEMBA1006796//Human clone 23803 mRNA, partial cdS.//4.5e-06:202:68//U79298 
F-HEMBA1006807//Homo sapiens mRNA for SPOP.//1 .2e-66:651 :73//AJ000644 
is F-HEMBA1006821//Homo sapiens chromosome 17, clone hRPC.62_0_9, complete sequence7/6,0e-1 16:541: 

99//AC004797 

F-HEMBA1006824//Homo sapiens chromosome 19, cosmid R29368, complete sequence 7/0. 40: 159:66// 
AC004262 : . 

F-HEMBA1006832//Homo sapiens (subclone 3_g8 from PI H25)QNA sequence, complete sequence7/l .8e-24: 
20 323:71//AC002196 * \ J- 

F-HEMBA1 006849//Homo sapiens genomic DNA of 9q32 anti-oncogene of flat epitherium cancer, segment 4/1 07/ 
0.15:403:60//AB020872 

F-HEMBA1 006865//Plasmodium falciparum chromosome 2] section '6 of 73 of the complete sequence7/0.20:472: 
57//AE001369 „ 
25 F-HEMBA1006877//Mus musculus clone OST9241 , genomic Vsur^ey sequence 7/3. 4e-79: 641 :76//AF046757 

F-HEMBA1006885//HS_2208_B2_G06_MR CIT Approved Human 'Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2208 CoI=12 Row=N, genomic survey sequentej//4 k 9e-l8:20 

F-HEMBA1 006900//Human DNA sequence from clone 496N17?o^hlp^G^pme 6pH .2-12.3 Contains EST, GSS, 

complete sequence7/5.4e-07:298:65//AL031321 '^V'fi^ r 

30 F-HEMBA1 00691 4//S.pombe chromosome II cosmid C16H57/0.00040:194:66//AL022104 

F-HEMBA1006921//Homo sapiens BAC clone GS114I09 fromjpj^is, complete sequence.//! .1 e- 174:8 13:99// 

AC006027 _ / 

F-HEMBA1006926//Caenorhabditis elegans cosmid ZK1857/6:6fJ75jl83:65//AF036704 

F-HEMBA1006929//P.falciparum complete gene map of plastid-like DNA (IR-A)7/4.0e-06:739:57//X95275 
35 F-HEMBA1 006936 : : V ; / 

F-HEMBA1006938//Plasmodium falciparum DNA*** SEQUENCING IN PFiOGRESS ***from MALI P4, WORKING 

DRAFT SEQUENCE7/1 .1e-05:733:57//AL031747 ' : 

F-HEMBA1006941//Homo sapiens mRNA for putative thioredoxin-like protein7/1 .3e-90:437:98//AJ0 10841 

F-HEMBA1006949//Human DNA sequence from PAC 363L9 on chromosome X. contains STS and polymorphic 
40 CArepeat7/0.67:217:62//Z82205 , • 

F-HEMBA1006973//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds.//5.6e- 143:740:94// 

AF004828 ' , \;; 

F-HEMBA1 006976//CDNA encoding alpha 2 to 3 sialyltransferaW./y2.8e-1 01 :338:89//E06058 

F-HEMBA1006993//Homo sapiens BAC clone BK085E05 from 22q1 2.1 -qter, complete sequence7/7.1e-31 :536: 
45 66//AC003071 '?v 

F-HEMBA1 006996//Human DNA sequence from clone J428A1.31 -WORKING DRAFT SEQUENCE7/9.5e-07:285: 

60//Z82209 . 

F-HEMBA1 007002//Genomic sequence for Arabidopsis thaliaha BAG F20N2, complete sequence.//0.99:388:58// 
AC002328 r d^i^h 

so F-HEMBA1 00701 7//Sequence 3 from Patent W0941 60677/0;96:226:b2//A39358 

F-HEMBA1 00701 8//G.gallus mRNA for dynein light chain-A7/1.3e-124:838:83//X79088 
F-HEMBA1 007045 *; : i "\ s \ 

F-HEMBA1007051//Caenorhabditis elegans cosmid Y57G11C: complete sequence.//0.i7:343:60//Z9928i 
F-HEMBA1007052//Homo sapiens FSHD-associated repeat DNA, proximal region.//4.3e-67:659:74//U85056 
55 F-HEMBA1007062//Tubulingene7/1 .0:1 13:67//A1 8572 " \ ^ 

F-HEMBA1007066//HS_3116_A2__A03_T7 CIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3116 Col=6 Row=A, genomic survey sequence7/0.86:214:62//AQ 140467 
F-HEMBA1007073//Homosapiensl2q13PAC RPC1 1 -31 6M24 (Roswell Park Cancer Institute Human PAC library) 
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complete sequence7/9.3e-54:519:68//AC004242 - 7f\?:;|,^;. ^ 

F-HEMBA1007078//CIT-HSP-2318N6.TF CIT-HSP Homo sapiens genomic clone 231 8N6, genomic survey se- 
quence 7/8. 7e-80:387:98//AQ0440 76 

F-HEMBA1 007080 ■• ,:: f , V i., 

5 F-HEMBA1 007085//Streptomyces coelicolor cosmid 7A1 7/3.5*06: 496 :59//AL034447 

F-HEMBA1007087//Plasmodium falciparum MAL3P6, complete sequence7/7.4e-07:553:56//Z98551 
F-HEMBA1007112//HS_2171_A1_B01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l7l Col=1 Row=C, genomic survey sequence./^ .0:1 72:61//AQ091 865 
F-HEMBA1007113//Human DNA sequence from clone 1044O1 7 on chromosome Xp1 1.3-11 .4 Contains GSS and 
10 STS, complete sequence7/0.54:502:56//AL023875 

F-HEMBA1007121//Caenorhabditis elegans cosmid ZK4307/1 .4e-08:265:64//U42833 

F-HEMBA1007129//CITBI-E1-2504A5.TF CITBI-E1 Homo sapiens genomic clone 2504A5, genomic survey se- 
quence 7/0.97:267:62//AQ264035 

F-HEMBA1007147//HS_3208_A2_C04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
15 nomic clone Plate=3208 Col=8 Row=E, genomic survey sequence7/9.1 e-90:466:95//AQ 176696 

F-HEMBA1007149//Homo sapiens chromosome 19, cosmid F23149, complete sequence 7/6. Oe- 138:524:98// 
AC005239 

F-HEMBA1007151//CITBI-E1-2522H6.TF CITBI-E1 Homo sapiens genomic clone 2522H6, genomic survey se- 
quence.//2.0e-20:157:87//AQ280780 ' „ 

20 F-HEMBA1 0071 74//Homo sapiens epsin 2a mRNA, complete CCis 7/2, 0e-62:31 8:97//AF062085 

F-HEMBA1 0071 78//Homo sapiens Chromosome 12p1 3.3 clon'e : RPCillT372B4, WORKING DRAFT SEQUENCE, 
129 ordered pieces.//l.6e-2l:205:80//AC005911 ; .. >\ : : >. > ; 

F-HEMBA1007194//HS_3124_B2_H08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3124 Col=16 Row=P, genomic survey sequence;//1 !3e : 1l :87:96//AQl 87492 
25 F-HEMBA1007203//Homo sapiens mRNA for KIAA0214 protein, complete cds7/1 .7e-156:478:98//D86987 

F-HEMBA1007206//Homo sapiens chromosome 17, clone HRPC837J1 , complete sequence.//0.024:342:63// 
AC004223 . \'V^ v'm • 

F-HEMBA1007224//Homo sapiens mRNA for KIAA0797 protean, partial cds.//5.0e-1 76 : 839 :98//AB0 18340 
F-HEMBA1007243//Chinese hamster hprt mRNA, complete cds7/4.3e : 58:687:68//J00060 
30 F-HEMBA1 007251 //Rabbit troponin T messenger fragment f (aa -49 to 1/1 29)7/0.084:1 77: 62//V00899 

F-HEMBA1 007256//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 328E1 9, WORKING 
DRAFT SEQUENCE7/1 .3e-75:490:88//AL022240 

F-HEMBA1007267//HS_3218_A1_F07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3218 Col=13 Row=K, genomic survey sequence.//2.9e-62:393:87//AQ181128 
35 F-HEMBA1 007273//CIT-HSP-21 71 B10.TF CIT-HSP Homo sapiens genomic clone 2171 B10, genomic survey se- 

quence.//1.1e-63:314:99//B95401 , J ^ ^ 

F-HEMBA1007279//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-1 1 6A1 0, complete sequence7/3.1 e- 
31:401:72//AC004638 

F-HEMBA1007281//HS_3115_A1_A11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3115 Col=21 Row=A, genomic survey sequence7/5.0e-70:372:96//AQ 186691 

F-HEMBA1007288//Human DNA sequence from clone 422G23 op chromosome 6q24 Contains EST, STS, GSS, 
CpG island, complete Sequence7/I.2e-152:727:98//AL031003^*^ 

F-HEMBA1007300//Canis famiiiaris PDE5 mRNA for 3\5 , -CyblioGlvlP,Phosphodiesterase t complete cds7/2.1e- 
21 :542:63//AB008467 . : J ; 

45 F-HEMBA1 007301//COL1 Al=type I collagen pro alpha 1 (I) chain propeptide {3' region} [human, fetal cells 86-237, 

86-146, 88-251, mRNA Partial Mutant, 855 nt]7/1.7e-08:388:61//S645b6 

F-HEMBA1 00731 9//Genomic sequence from Mouse 9, complete.sequence7/6.0e-84:390:75//AC000399 
F-H EM BA1 007320 . \\ '£ 

F-HEMBA1007322//Homo sapiens BAC clone RG118E13 frorri'7piVp21, complete sequence.//0.091:260:64// 
so AC004485 .. V V • 

F-HEMBA1007327//Plasmodium falciparum 3D7 chromosome 121PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces7/0.12:472:59//AC00l514a " 

F-HEMBA1007341//Homo sapiens chromosome 17, clone hRPK.346_K_10, complete sequence7/1 .5e-1 8:408: 
64//AC006120 

55 F-HEMBA1007342//Homo sapiens clone DJ1136G02, WORKING DRAFT SEQUENCE, 4 unordered pieces.// 

8.7e-25:500:62//AC005377 

F-HEMBA1007347//Homo sapiens chromosome 5, BAC ctone,7gl'2 (LBNLH126), complete sequence7/0.75:269: 
61//AC005738 i - 

- - V "i ' 

. .- , ■ , 
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F-HEMBB1000005//Homo sapiens chromosome Y, clone 264.M.20, complete sequence.//5.0e-05:441 :60// 
AC004617 

F-HEMBB1000008//Homo sapiens BAC clone RG139P11 fromc7q1{l-q21, complete sequence.//1.0e-44:41 7:77// 
AC004491 

5 F-HEMBB1 00001 8//HS_21 79_B2_E04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2179 Col=8 Row=J, genomic survey sequence7/0.012:87:77//AQ023250 
F-HEMBB1000024//Human DNA sequence from PAC 106120 on chromosome 22q12-qter contains NADH pseu- 
dogene, ESTs, STS//8.1e-11 :461:61//Z81369 . ; . , 

F-HEMBB1000025//CIT-HSP-2348F3.TR CIT-HSP Homo sapiens genomic clone 2348F3, genomic survey se- 
10 quence.//0.96:198:62//AQ062938 

F-HEMBB1000030//Homo sapiens DNA sequence from PAC 32F7 on chromosome X. Contains NUCLEOSOME 
ASSEMBLY PROTEIN 1-LIKE 3, E STs .//0. 00049 :276:64//AL009 173; . 

F-HEMBB1000036//H.sapiens chromosome 22 CpG island DNA 'genomic Mse1 fragment, clone 302e2, reverse 
read 302e2.r.//0.0057:66:81//Z79857 ; ** 

15 F-HEMBB1000037//Homo sapiens erythroblast macrophage protein' EMP mRNA, complete cds7/1.9e- 100:450: 

98//AF084928 . . . 

F-HEMBB1000039//HS_2167_B1_F12_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l67 Col=23 Row=L, genomic survey sequence7/0.022:l08:69//AQ092404 
F-HEMBB1000044//Borrelia burgdorferi (section 50 of 70) of thecomplete genomeV/1 .0e-07:486:61//AE001164 
20 F-HEMBB1 000048//Plasmodium falciparum 3D7 chromosome 1 2TFYACB8-628 genomic sequence, WORKING 

DRAFT SEQUENCE, 9 unordered pieces.//5.3e-05:585:58//AC005507 

F-HEMBB1000050//Homo sapiens DNA sequence from clone 50/IN12 on chromosome 6p22. 1-22.3 Contains a 
gene almost identical to four genes of unknown function, a pseudbgene, three (pseudo?) genes similar to genes 
of unknown function, an unknown gene similar to a rat EST, a PX1 9 LJKE pseudogene and another unknown gene. 
25 Contains ESTs, STSs and GSSs, complete sequence.//5.8e-38:549:67//AL022170 

F-HEMBB1000054//Homo sapiens Xp22 PAC RPCI1-167A22 (from Roswell Park Cancer Center) complete se- 
quence.//7.0e-98:328:83//AC002349 

F-HEMBB1000055//Homo sapiens genomic DNA for centromeric end of MHC class I region on chromosome 6, 
COSmid Clone: TY2F10, WORKING DRAFT SEQUENCE7/3.7e-05:600:58//AB000880 
30 F-HEMBB1000059//Homo sapiens Clone RG339C12, WORKINjG DRAFT SEQUENCE, 10 unordered pieces.// 

1 .3e-48:472:78//AC005096 . - f/' 

F-HEMBB1 000083 /; 

F-HEMBB1 000089//Plasmodium falciparum DNA *** SEQUENCjNfelN PROGRESS *** from MALI P1 , WORKING 
DRAFT SEQUENCE.//0.0036:679:56//AL031 744 . '. 

35 F-HEMBB1000099//Homo sapiens chromosome 1 8 BAC RPCH'l : 1 2801 4 (Roswell Park Cancer Institute Human 

BAC Library) complete sequence//1 . 1 e-1 5:31 2:68//AC005909. , t , t . 

F-HEMBB1000103//Homo sapiens Xp22-150 BAC GSHB-309P 15 (Genome Systems Human BAC Library) com- 
plete sequence.//1.0e-37:316:74//AC006210 4 i 

F-HEMBB1000113//Homo sapiens chromosome 21 q22.3 cosmid Q1TM1 [5, completesequence.//3.1e-25:259:76// 
40 AF045450 " rTJ £■ % ■ 

F-HEMBB1000119//Homo sapiens ASMTL gene.//1.2e-1 37:654:98/^ 5521 

F-HEMBB1000136//Mycobacterium tuberculosis H37Rv complete' genome; segment 127/1627/0.59:217:66// 
Z74697 

F-HEMBB1000141//Homo sapiens DNA from choromosome I9ql3.l cosmid fl4l2l containing ATP4A and 

45 GADPH-2 genes, genomic sequence.//8.4e-3i :113:88//AD00009u \ 

F-HEMBB1000144//Human BAC clone RG114A06 from 7q31,. complete sequence7/4.4e-58:339:87//AC002542 
F-HEMBB1000173//Homo sapiens 12q24 BAC RPCI11-162P23.(Roswell Park Cancer Institute Human BAC li- 
brary) complete sequence7/9.4e-1 60:562 :93//AC002996 '* 
F-HEMBB1000175 ^ .,- r|> 

50 F-HEMBB1000198//HS_3071_A2_A10_MF CIT Approved HumaVGenomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3071 Col=20 Row=A, genomic survey sequence'.//0.99:261:61//AQ 137388 
F-HEMBB1 00021 5//Homo sapiens chromosome 1 7, clone hRPK^4feliC_:4, complete sequence.//6.7e-1 7:1 38:86// 
AC005839 

F-HEMBB1 00021 7//Arabidopsis thaliana ubiquitin activating enzyme (U.BA1 ) gene, complete cds 7/0 .00083:287: 
55 60//U80808 ' : ; 

F-HEMBB1 00021 8//Caenorhabditis elegans cosmid C52A1 incomplete i sequence.//0.90:337:56//Z46792 
F-HEMBB1000226//Human DNA sequence from cosmid RJ14 frorira cbntig from the tip of the short arm of chro- 
mosome 16, spanning 2Mb of 16p13.3. Contains ESTs and'CpG island://1.7e-9O:175:92//Z69890 
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F-HEMBB1000240//Human G-protein-coupled inwardly rectifying potassium channel (KCNJ3) gene, polymorphic 
repeatsequence7/0.l6:l7l:62//U079l8 

F-HEMBB1000244//Homo sapiens clone DJ1129E22, WORKING'DRAFT SEQUENCE, 7 unordered pieces.// 
4.8e-08:355:63//AC005522 

5 F-HEMBB1000250//Homo sapiens protein associated with Myc mRNA, complete cds.//6.6e- 155:735:98// 

AF075587 

F-HEMBB1000258//Human adenosine monophosphate deaminase i (AMPDl) gene, exons 1-167/0.58:396:59// 
M98818 vV; ^ 

F-HEMBB1000264//Human clone C3 CHL1 protein (CHLR1) mRNA, alternatively spliced, complete cds7/4.4e-32: 
10 100:100//U75968 J. ^'-i'^.V.V : 

F-HEMBB1000266//Homo sapiens Xp22 BAC GSHB-433024 (Genome Systems Human BAC library) complete 
sequence.//3.8e-16:176:78//AC004470 ; / 

F-HEMBB1 000272//Plasmodium falciparum chromosome 2, section 6 6f 73 of the complete sequence 7/0. 011 :379: 
58//AE001369 ; " 

'5 F-HEMBB1000274//Arabidopsis thaliana DNA chromosome 4, BAC clone T5K18 (ESSAII project)7/0.92:272:61// 

AL022580 

F-HEMBB1000284//Human Xp22 BAC CT-285115 (from CalTech/Research Genetics) , PAC RPCI1-27C22 (from 
Roswell Park Cancer Center), and Cosmid U35B5 (from Lawrence Liyermore), complete sequence 7/0.00071 :568: 
57//AC002366 1 

20 F-HEMBB1000307//Human DNA sequence from PAC 29K1 on chromosome 6p21 .3-22.2. Contains glutathione 

peroxidase-like; zinc finger, ESTs, mRNA, STS, tRNAs, olfactory receptor pseudogene 7/3. 0e-13:439:65//Z98745 
F-HEMBB1 00031 2//Homo sapiens clone GS051M12, complete sequence.//0.03 1:252: 65//AC005007 
F-HEMBB1 00031 7//Fugu rubripes GSS sequence, clone 060J22aE.io, genomic survey sequence7/0.00033:173: 
65//AL026242 : ^ , , 

25 F-HEMBB1 00031 8//HS_3244_B2_H1 0_T7 CIT Approved ^umatf'G^homic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3244 Col=20 Row=P, genomic survey sequence.//3.9e-85:438:95//AQ252951 
F-HEMBB1000335//Homo sapiens chromosome 18, clone^hRi?K?24_AJ23, complete sequence.//0. 63:285:61// 
AC005968 j,;. 
F-HEMBB1 000336 ' 

30 F-HEMBB1000337//Homo sapiens chromosome 4 clone B208G5 map 4q25, complete sequence7/0.0014:309: 

64//AC004051 j ^C&V^i-'." 

F-HEMBB1000338//HS_3108_A2_F07_T7 CIT Approved Humari.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=31 08 Col=14 Row=K, genomic survey sequence:%3:3e^09:331 :63//AQ140356 
F-HEMBB1000339//Homo sapiens 12q24 PAC RPCI1-46F2 (Roswell Park Cancer Institute Human PAC library) 
35 complete sequence7/1.2e-52:295:77//AC002351 v 

F-HEMBB1 000341 i ; ; 

F-HEMBB1000343//Plasmodium falciparum MAL3P3, completeUequehce7/0.00081:397:61//Z98547 
F-HEMBB1000354//Human DNA sequence from clone 192P9 on chromosome Xp1 1.23-1 1.4. Contains a pseudo- 
gene similar to rat Plasmolipin, ESTs and GSSs, complete sequencfeV/9.1 e-34: 596 :66//AL02 0989 
40 F-HEMBB1000369//Genomic sequence from Human 17, complete sequence.//0.012:298:60//AC002090 

F-HEMBB1000374//Human Xp22 contig of 3 PACS (R7-39D12, R7-134G1, R7-185L21) from the Roswell Park 
Cancer Institute, complete sequence.//9.3e-69:294:89//U96409 

F-HEMBB1 000376//Human DNA sequence from clone 751 H9 pn chromosome 6q13. Contains part of an unknown 
gene, ESTs, STSs and GSSs, complete sequence7/3.5e-54:352:88//AL034377 
45 F-H EM BB1 00039 1//Trichothecium roseum internal transcribed spacer 1 , 5.8S ribosomal RNA gene; and internal 

transcribed spacer 2, complete Sequence7/0.011:168:67//U5l982.. ■' 

F-HEMBB1000399//Homo sapiens Rad17-like protein (RAD 17) mRNA, complete cds.//2.6e- 163:762:98// 
AF076838 - vy^ 

F-HEMBB1000402//Homo sapiens Xq28 BAC PAC and cosmid'dones containing FMR2 gene exons 1 ,2, and 3, 
so complete sequence7/7.7e-1 5:466:63//AC002368 ^:<g v ..;' 

F-HEMBB1000404//Homo sapiens mRNA for myosin-IXA7/3.5e-65:324:98//AJ001714 
F-HEMBBl000420//244Kb Contig from Human Chromsome'ri pi 5;5 Spanning D11S1 through D11S25, complete 
sequence.//0.013:399:62//AC001228 .* • ^ 

F-HEMBB1 000434//Homo sapiens PAC clone 278C1 9 from lVq;;cQmVlete sequence7/6. 1 e-83:571 :84//AC004263 
55 F-HEMBB1000438//RPCI11-21E14.TP RPCI-11 Homo sapiens^geriomic clone RPCI-11-21E14, genomic survey 

sequence.//0.0030:295:63//B83110 . \ /.' r]'- 

F-HEMBB1 000441//Homo sapiens Chromosome 22q1 2 Cosmid C?6rieil47g1 1 , complete sequence7/2.5e-33:372: 
72//AC000035 c c . 
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F-HEMBB1 000449//Human DNA sequence from PAC 296K21 on chromosome X contains cytokeratin exon, delta- 
aminolevulinate synthase (erythroid); 5-aminolevulinic acid synthase.(EC 2.3.1.37). 6-phosphofructo-2-kinase/ 
fructose-2,6-bisphosphatase (EC 2.7.1.105, EC 3.1.3.46), ESTsiand STS.//1.3e-51:534:72//Z83821 
F-HEMBB1000455//Saccharomyces cerevisiae mitochondrion- origin of replication (ori6) and olil gene, complete 
5 Cds.//0.016:522:58//L36899 ■■ 

F-HEMBB1 000472 ' /ik f'^' ' ; 

F-HEMBB1 000480 " *\$ ;, £> ' • 

F-HEMBB1000487//Human DNA sequence *" SEQUENCINGJN 'PROGRESS *** from clone 12803, WORKING 
DRAFT SEQUENCE.//0.0001 3:31 4:64//Z98742 ' ' : h\V^ • 

10 F-HEMBB1 000490//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 1 1 85N5, WORKING 

DRAFT SEQUENCE.//4.1e-110:529:98//AL034423 • '■ 

F-HEMBB1000491//Plasmodium falciparum chromosome 2, section. 25 of 73 of the complete sequence 7/0. 10: 
187:65//AE001388 ,0 ■■■ 

F-HEMBB1000493//Human DNA sequence from clone 353H6 on.chromosome Xq25-26.2. Contains the alterna- 
is tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseu'dogene. Contains ESTs, STSs and GSSs, 
complete sequence 7/3. 7e-06:637:58//AL022577 . J* ' *' 

F-HEMBB1000510//Homo sapiens chromosome 17, clone hRPK. 11 2_J_9, complete sequence.//3.le-96:737:81// 
AC005553 

20 F-HEMBB1 00051 8//Homo Sapiens Chromosome X clone bWXD171 , WORKING DRAFT SEQUENCE, 1 ordered 

pieces7/0.00014:163:68//AC004676 ^ 

F-HEMBB1000523//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-105, com- 
plete seq uence.//0.4 1:349 :56//AL01 021 2 ' " 

F-HEMBB1000530//H.sapiens mRNAfor extracellular matrix protein collagen type XIV, C-terminus7/6.6e-37:138: 
25 96//Y11710 * • 

F-HEMBB1000550//Homo sapiens genomic DNA of 8p21.3-p'22.anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 3/11.//3.9e-56:683:71//AB02b860 

F-HEMBB1 000554//Homo sapiens *** SEQUENCING IN PROGRESS **\ WORKING DRAFT SEQUENCE Y/2.2e- 
51:282:84//AJ011929 : ';/ 

30 F-HEMBB1 000556//Homo sapiens mRNA for Kl AA0750 protein, .complete Cds7/6.1 e-32:537:65//AB01 8293 

F-HEMBB1 000564 . '-^SX r 

F-HEMBB1000573//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered pieces7/8.2e- 
33:268:73//AC005077 ; -,' V 

F-HEMBB1000575//Human DNA sequence from clone 323M22 on chromosome 22ql3.l-l3.2. Contains the 5' 
35 part of the human ortholog of chicken P52 and mouse H74, and a novel gene coding for a protein similar to 

KIAA01 73 and worm Tubulin Tyrosine Ligase. Contains ESTs, STSs^GSSs, genomic marker D22S418 and puta- 
tive CpG islands, complete sequence.//5.8e-47:734:66//AL022476 

F-HEMBB1000586//H.sapiens highly polymorphic microsatellite : DNA://6.030:147:67//X79883 
F-HEMBB1 000589//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-279B1 0, complete sequence7/6.3e- 
40 41 :278:83//AC002300 

F-HEMBB1 000591//Homo sapiens Xp22 bins 45-47 BAC GSHB-665N22 (Genome Systems Human BAC Library) 
complete sequencey/1 .1 e-1 82:871 :98//AC005l 84 

F-HEMBB1 000592//Hepatitis C virus genomic RNA, 3' nonstranslated region, partial sequence, clone #1 97/0.012: 
185:64//AF009074 : , * - ' 

45 F-HEMBB1000593//Homo sapiens chromosome 7q22 sequence, complete sequence.//i.2e-l 31:353:93// 

AF053356 ^ 

F-HEMBB1000598//Homo sapiens 12p13.3 BAC RPCI3-488H23 (Roswell Park Cancer Institute Human BAC Li- 
brary) complete sequence7/9.1e-58:600:72//AC006207 y\-£ : y . 
F-HEMBB1000623//CDNA encoding Coliolus manganese per6xJd^s'e.//p.89:284:62//E12284 

50 F-HEMBB1000630//Mus musculus clone NSAT47 nonsatellite RNA sequence .//1 .9e-1 5:1 29: 87//U26231 

F-HEMBB1000631//Sequence 26 from patent US 57081 57.//3.2e : 27:18,0:88//l80057 
F-HEMBB1000632//Human mRNA for KIAA0351 gene, compieb:cdW/i..6e-48:811 :65//AB002349 
F-HEMBB1 000637//Homo sapiens clone DJ0425I02, WORKING DRAIrT SEQUENCE, 5 unordered pieces7/4.1 e- 
58:649:73//AC005478 ; 

55 F-HEMBB1000638//HS_3051_A1_G01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3051 Col=1 Row=M, genomic survey sequehce://d:0032:497:56//AQl 55234 
F-HEMBB1 000643//Homo sapiens clone RG228D1 7, WORKING DRAFT; SEQUENCE, 2 unordered pieces7/2.4e- 
50:791 :68//AC005077 -\ ■ ? . [ ] 
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F-HEMBB1000649//Homo sapiens Chromosome 16 BAC clone ;CIT;987-SK502C1 0, complete sequence7/5.2e- 
64:775:69//AC003009 ? { jv^v. 

F-HEMBB1000652//Homo sapiens chromosome 10 clone CRItJP'2048 map 10q22.1, WORKING DRAFT SE- 
QUENCE, 4 unordered pieces7/2.7e-52:334:89//AC006 186 • i 
s F-HEMBB1000665//Human DNA sequence from clone 452M16;on chromosome Xq21 .1-21 .33 Contains capping 

protein alpha subunit isoform 1 pseudogene, STS, GSS, and CA repeat, complete sequence.//0.0062:426:60// 
AL024493 - v . 

F-HEMBB1000671//Human DNA sequence from PAC 93H18 pn chromosome 6 contains ESTs heterochromatin 
protein HP1Hs-gamma pseudogene, STS and CpG island.//9.6e-95:399:78//Z84488 
w F-HEMBB1000673//HS_3039_A2_C08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3039 Col=16 Row=E, genomic survey sequence.//3.8e-50:293:92//AQ 155121 
F-HEMBB1 000684//Human DNA sequence •** SEQUENCING IN PROGRESS from clone 222E1 3, WORKING 
DRAFT SEQUENCE.//8.0e-65 :282:83//Z93241 

F-HEMBB1000693//Homo sapiens neuroan! mRNA, complete cds.//1.6e-118:575:97//AF040723 
is F-HEMBB1 000705//Plasmodium falciparum 3D7 chromosome 12.PFYACB8-628 genomic sequence, WORKING 

DRAFT SEQUENCE, 9 unordered pieces .//8.6e-07:251 :61//AC005507 

F-HEM BB1 000706//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 53G1 4, WORKING 
DRAFTSEQUENCE.//2.9e-20:434:64//AL031118 

F-HEMBB1000709//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 994L9, WORKING 
20 DRAFT SEQUENCE7/0.26:1 84:65//AL034554 ,. 

F-HEMBB1000725//Rattus norvegicus GTPase Rab8b (Rab8b) mRNA, complete cds7/1 .8e-129:692:93//U53475 
F-HEMBB1000726//Human Chromosome 16 BAC clone CIT987SK ; A-363E6, complete sequencey/2.7e-40:304: 
80//U91321 Wfrtt ' 

F-HEMBB1000738//Human Xq28 cosmids U126G1, U142F^-lD6^B6; U145C10, U169A5, U84H1, U24D12, 
25 U80A7, U153E6, L35485, and R7-163A8 containing iduronate ^-sujfatafse gene and pseudogene, complete se- 

quence.//8.9e-35:582:63//AF011889 ' ■?:-■** i 

F-HEMBB1000749//Homo sapiens chromosome 11 clone CIT-HSP^337H24, WORKING DRAFT SEQUENCE, 
9 unordered pieces.//6.2e-46:262:89//AC005849 

F-HEMBB1 000763//Human DNA sequence *** SEQUENCING INPROGRESS *" from clone 537K23, WORKING 

30 DRAFT SEQUENCE.//1 .6e-99:316:98//AL034405 5 ^T!^ ' [ 

F-HEM BB1000770//Human DNA sequence from clone 80119 on chromosome 6p21.3l-22.2 Contains genes and 
pseudogenes for olfactory receptor-like proteins, STS, GSS,. complete sequence.//0.044:325:60//AL022727 
F-HEMBB1 000774 v ~n.'j.h\ V. 

F-HEMBB1000781//Sequence 3 from patent US 57534467/1 .2e-92:593:86//AR008277 

35 F-HEMBB1 000789//Homo sapiens mRNA for KIAA0677 protein, complete cds7/9.3e-64:672:71//AB01 4577 

F-HEMBB1000790//Homo sapiens 12q13.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence7/2.4e-41 :460:74//AC00480l 

F-HEMBB1000794//HS_3034_B2_D12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3034 Col=24 Row=H, genomic survey sequenceV/1 .8e-74:378:97//AQl1 7099 
40 F-HEM BB1 00 0807//H. sapiens CpG island DNA genomic Mse1 fragment, clone 39d7, reverse read cpg39d7.rt1 a.// 

8.5e-14:95:97//Z58412 

F-HEM BB1 00081 0//H.sapiens chromosome 22 CpG island DNA genomic Msel fragment, clone 303a8, complete 
read.//3.2e-05:138:71//Z79983 

F-HEMBB1000821//HS_2168_B1_A12_MF CIT Approved HumarV.Genbmic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=21 68 Col=23 Row=B, genomic survey sequencef//0.85 :208:60//AQ086361 

F-HEMBB1000822//Human BAC clone GS113H23 from 5p15.2;.co^letesequencey/3.0e-06:361:60//AC003015 
F-HEMBB1000826//Human BAC clone RG180F08 from 7q31^ dompljete' sequence 7/1 .1e-27:360:69//AC002431 
F-HEMBB1 000827 r'-^^ii : 

F-HEMBB1 000831 ' 
so F-HEMBB1000835//Human DNA sequence from clone 45I4 on chromosome 6q24. 1-24.3. Contains two putative 

unknown genes, ESTs, STSs and GSSs, complete seque nee 7/0.0009 8 :234:63//AL02358l 
F-HEMBB1000840//Human Chromosome 11 Cosmid cSRL97a6, complete sequence7/4.5e-61:328:79//U73649 
F-HEMBB1000848//Homo sapiens DNA sequence from PAC 206D15 bh'chromosome 1q24. Contains a Reduced 
Folate Carrier protein (RFC) LIKE gene, a mitochondrial ATP Synthetase protein 8 (ATP8, MTATP8) LIKE pseu- 
55 dogene, an unknown gene and the last exon of the JEM 1 gene codirig.fqr the Basic-Leucine Zipper nuclear factor 

JEM-1. Contains ESTs, an STS and a BAC end sequence (GSS), complete sequence.//9.7e- 144:809:87// 
AL021068 

F-HEM BB1 000852//Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic sequence, WORKING 
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DRAFT SEQUENCE, 9 unordered pieces 7/0.1 2 :492:58//AC0041 57 ; ' j - * 

F-HEMBB1000870//Plasmodium falciparum 3D7 chromosome 12PFYAC293 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces7/0.0024:212:67//AC004T57 ' 
F-HEMBB1000876//Homo sapiens ELISC-1 mRNA, partial cds://1.5e-32:200:94//AF085351 
5 F-HEMBB1 000883//HS_3065_B2_C04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3065 Col=8 Row=F, genomic survey sequence7/0.001 7:1 52:66//AQ1 37687 
F-HEMBB1 000887 . j „ 

F-HEMBB1000888//CIT-HSP-2329A1 0.TR CIT-HSP Homo sapiens genomic clone 2329A10, genomic survey se- 
quence7/1 .5e-31 : 1 72:98//AQ044369 

10 F-HEMBB1 000890 

F-HEMBB1000893//Plasmodium falciparum MAL3P2, complete sequence 7/9. 5e-06:768:56//AL034558 
F-HEMBB1000908//Homo sapiens clone DJ1119N05, complete sequence 7/4. 5e-21 :199:82//AC004968 
F-HEMBB1 00091 0//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING 
DRAFT SEQUENCE7/0.72:366:59//AL034557 

is F-HEMBB1000913//HS_3078_B1_C02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3078 Col=3 Row=F, genomic survey sequence.//9.9e-1 2:221 :63//AQ1 44507 
F-HEMBB1 00091 5//Homo sapiens DNA for (CGG)n trinucleotide repeat region, isolate P47/1 .2e-49:252:99// 
AJ001215 >■ * 

F-HEMBB1 00091 7//Homo sapiens chromosome 5, P1 clone 254J 1 1 i (LBN L H62), complete sequence7/2.3e-42: 
20 316:76//AC006077 : ; v ./ ; -'K- . 

F-HEMBB1000927//Human BDR-2 mRNA for hippocalcin, compiete :, cds.//3.6e-30:528:65/D16593 
F-HEMBB1000947//CpG0856B CplOWAgDNAl Ciyptosporidium,parvum genomic, genomic survey sequence.// 
0.81:262:62//AQ254493 ' V "'-*0 

F-HEMBB1000959//Human DNA sequence *** SEQUENCIN&IN,PI30GRESS *** from clone 34606, WORKING 
25 DRAFT SEQUENCE7/1 .2e-43:454:75//Z84487 • 

F-HEMBB1000973//Mus musculus schlafen2 (Slfn2) mRNA, cdtn^iete Cds7/8.3e-42:458:72//AF099973 

F-HEMBB1000975//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MBK5, complete sequence.// 

0.98:1 96:63//AB005234 ' - 

F-HEMBB1 000981 " ■ * • •[ 

30 F-HEMBB1000985//Homo sapiens chromosome 19, cosmid R29388, complete sequence.//2.9e-06:566:57// 

AC004476 

F-HEMBB1000991//Human DNA sequence from PAC 238J17 on chromosome 6q22. Contains EST and STS.// 
0.099:391 :57//Z98753 ; : [' 

F-HEMBB1 000996//Human DNA sequence from BAC 999Dj 0 on "chromosome 22q1 3.3. Contains two BAC end- 
35 sequences (GSSs)7/6.2e-33:227:80//Z94802 ^ ! ' ; 

F-HEMBB1001004 

F-HEMBB1 00 1 008//Human Chromosome 1 6 BAC clone CIT987SK-A-951 C1 1 , complete sequence7/4.0e-1 3: 1 64: 
79//AC002551 I \^V* 

F-HEMBB1 001011//Human Chromosome 16 BAC clone C IT 9 87S K- A-635 H 1 2 , complete sequence7/7.5e-1 3:229: 
40 69//AC002310 - k\ 4 .;- % 

F-HEMBB1001014//Homo sapiens chromosome 16, BAC clone 37$G 12 (LANL), complete sequence7/0.32:474: 
58//AC005751 .* '/^l^ C 

F-HEMBB1001020//Homo sapiens BAC clone 255A7 from 8q21 containing NBS1 gene, complete sequence.// 
2.6e-39:218:80//AF069291 , "/-V , ^v^ 
45 F-HEMBB1 001 024//Homo sapiens BAC Clone 393I22 from 8q21 , complete sequence7/5.3e-05:656:59//AF07071 7 

F-HEMBB1 001 037//CIT-HSP-2358K1 6.TF CIT-HSP Homo sapient gefamic clone 2358K1 6, genomic survey se- 
quence7/6.6e-05:228:64//AQ080539 , V , ^i;"'v 

F-HEMBB1001047//Homo sapiens cosmids Qc14E2, Qc1 2H1 iipcl\F9, Qc10G9, LA1733 and Qc17B8 from 
Xq28, complete sequence.//4.0e-27:385:7l//U8267l , ^C;. i\ 
50 F-HEMBB1001051//H.sapiens mRNA for FAN protein. //1 .2e-27:'1 60 -98//X96586 

F-HEMBB1001056//Homo sapiens clone DJ0953A04, WORKING DRAFT SEQUENCE, 5 unordered pieces.// 
2.3e-89:180:91//AC006014 

F-HEMBB1001058//Homo sapiens 3p22-8 PAC RPCI4-736H12 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence7/l.2e-4l:468:74//AC006060 
55 F-HEMBB1001060//Human Tiggerl transposable element,-, complete consensus sequence.//4.3e- 122:785:86// 

U49973 • , 1 V'-V. 

F-HEMBB1001063//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 523G1 , WORKING 
DRAFT SEQUENCE.//7.1 e-162:770:99//AL034375 

• ..- ■'«.• * 
i .-}'-{•. ■ -v * v 
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F-HEMBB1001068//Homo sapiens Iiprin-beta2 mRNA, partial cds7/3We-146:736:95//AF034803 
F-HEMBB1001096//Buchnera aphidicola genomic fragment containing. (chaperone Hsp60) groEL, DNA biosyn- 
thesis initiating protein (dnaA), ATP operon (atpCDGAHFEB), and putative chromosome replication protein (gidA) 
genes, complete cds; and termination factor Rho (rho) gene, partial cds 7/0.00088 :690:57//AF0082 10 
5 F-HEMBB1001102//Homo sapiens huntingtin interacting protein HYPH mRNA, partial cds V/2.1e-76:36 8:99// 

AF049612 

F-HEMBB1 001 105//CIT-HSP-21 85N1.TR CIT-HSP Homo sapiens genomic clone 2185N1, genomic survey se- 
quence.//1.0e-09:136:76//AQ002987 1 

F-HEMBB1001112//Rattus rattussec61 homologue mRNA, complete cds.//1 .Oe-1 08:909: 76//M 96630 
10 F-HEMBB1001114//Homo sapiens chromosome 17, clone hRPK.795_F_17, complete sequence7/7.2e-07:459: 

59//AC005284 

F-HEMBB1001117//HS_2178_B1_E12_MR CIT Approved-Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2178 Col=23 Row=J, genomic survey sequence.//7.8e-50:331 :86//AQ068244 
F-HEMBB1001119//Human collagen type XII alpha-1 precursor (COL12A1) mRNA, complete cds7/1.6e-25:150: 
15 98//U73778 

F-HEMBB1001126 ; . ' [ ; / ' 

F-HEMBB1001133//Homo sapiens Xp22-132-134 BAC GSHB-590J 15 (Genome Systems Human BAC library) 

complete sequence7/2.8e-24:228:80//AC004673 

F-HEMBB1001137 

20 F-HEMBB1001142//Homo sapiens chromosome Y, clone ;264;M;20/ complete sequence.//1 .0e-40:231 :76// 

AC004617 "\ 

F-HEMBB1001151//Rattus norvegicus golgi peripheral membrane protein p65 (GRASP65) mRNA, complete cds.// 
2.9e-47:640:67//AF015264 • "; r r t% 

F-HEMBB1 001 1 53//CIT-HSP-2359K1 1 TR CIT-HSP Homo sapiens genomic clone 2359K11 , genomic survey se- 

25 quence.//0.76:136:67//AQ075724 i". v 

F-HEMBB1001169//Human DNA sequence from PAC 84F12 on chromosome Xq25-Xq26.3. Contains glypican-3 
precursor (intestinal protein OCI-5) (GTR2-2), ESTs and CA repeat.//9.9e-63:259:79//AL008712 
F-HEMBB1001175//Human mRNA for ankyrin motif, complete cds7/2.2e-34:509:66//D78334 
F-HEMBB1001177//CIT-HSP-2321 117.TR CIT-HSP Homo sapiens genomic clone 2321 117, genomic survey se- 

30 quence.//5.9e-27:320:75//AQ036473 . 0 J 

F-HEMBB1001182//RPCI11-30J5.TV RPCI-11 Homo sapiens genomic clone RPCI-11-30J5, genomic survey se- 
quence.//5.7e-06:62:96//B851 88 

F-HEMBB1001199 ■ 

F-HEMBB1001208//HS_2026_B1_C07_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=2026 Col=13 Row=F, genomic survey sequence 7/0. 0001 8:1 34:70//AQ229237 

F-HEMBB1 001 209//CITBI-E1 -2521 F23.TF CITBI-E1 Homo sapiens genomic clone 2521 F23, genomic survey se- 
quence./^ .4e-95:464:98//AQ278357 

F-HEMBB1001210//HS_3102_A2_F09_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3102 Col=18 Row=K, genomic survey sequence://2.6e'-90:446:98//AQ119196 
40 F-HEMBB1 001 21 8//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 796F1 8, WORKING 

DRAFT SEQUENCE.//!. 0e-31 :315:72//AL031291 ^ !; ^ 

F-HEMBB1001221//Plasmodium falciparum 3D7 chromosome; l£ PFYAC1 383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//9.7e-17:770:59//AC005504 

F-HEMBB1001234//H.sapiens CpG island DNA genomic Mse1 fragment/clone 39f9, forward read cpg39f9.ft1 e// 
45 4.0e-30:171:97//Z65435 

F-HEMBB1001242//Homo sapiens mRNA for LAK-1 , complete Cds7/3iie-30:458:67//AB005754 

F-HEMBB1 001 249//CIT-HSP-2375N1 9.TF CIT-HSP Homo sapiens genomic clone 2375N1 9, genomic survey se- 

quence.//0.0076:250:63//AQl09087 , , 

F-HEMBB1001253//Homo sapiens genomic DNA, chromosome 2lql1.1, segment 3/28, WORKING DRAFT SE- 
50 QUENCE7/0.0097:89:80//AP000032 

F-HEMBB1001254//CIT-HSP-2320E5.TF CIT-HSP Homo sapiens genomic clone 2320E5, genomic survey se- 
quence.//3.7e-54:284:97//AQ0371 73 

F-HEMBB1001267//Homo sapiens chromosome 17, clone hRPK.488_L_1, complete sequence.//3.5e-30:236:78// 
AC005303 

55 F-HEMBB1001271//HS_3011_A1_G02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3011 Col=3 Row=M, genomic survey sequehce7/5 < .2e-07:364:62//AQ214217 
F-HEMBB1001282//CIT-HSP-2356J20.TF CIT-HSP Homo sapiens genomic clone 2356J20; genomic survey se- 
quenced! .8e- 16:1 09:97//AQ060969 ' • ; : - ' 
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F-HEMBB1001288//R.norvegicus mRNA for gephyrin.//3.4e-18:1 1 94:77//X66366 

F-HEMBB1001289//Genomic sequence from Human 9q34, complete sequence 7/4. 8e-66:434:74//AC000387 
F-HEMBB1001294//HSJ3039_B1_D01_MF ciT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3039 Col=1 Row=H, genomic survey sequence 7/2. Oe-90:437:99//AQ 155035 
5 F-HEMBB1001302 

F-HEMBB1001304//CIT-HSP-2053E15.TF CIT-HSP Homo sapiens genomic clone 2053E15, genomic survey se- 
quence.//2.2e-07:370:61//B69144 

F-HEMBB1001314//Mus musculus OIM/EBF-like-3 transcription: factor (O/E -3) mRNA, complete cds.//5.7e-H6: 
663:85//U92703 T<^,4'- 
10 F-HEMBB1001315//Homosapiens chromosome 10 clone U\10NGbl_40_G,3 map 10q26.1-10q26.2, WORKING 

DRAFT SEQUENCE, 1 ordered pieces7/2.5e-33:328:77//AC006096 

F-HEMBB1001317//Homo sapiens Xp22-150 BAC GSHB-309P15 (Genome Systems Human BAC Library) com- 
plete sequence.//1 ,4e-1 22:680:91 //AC00621 0 ' ;! - ■ - < - 

F-HEMBB1001326//Homo sapiens BAC clone RG136N1 7 from 7p15-p21 , complete sequence.//2.8e-09:51 8:60// 
15 AC004129 . 

F-HEMBB1 001331//Mus musculus mRNA for hepatoma-derived growth factor, complete cds,strain:BALB/c.//3.7e- 
56:458:79//D63850 

F-HEMBB1001335//HS_3055_A1_H10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3055 Col=19 Row=0, genomic survey sequence.//1,0:222:63//AQ 147384 

20 F-HEMBB1001337//Human PAC clone DJ0093I03 from Xq23, complete sequence.//1.0e-74:319:85//AC003983 

F-HEMBB1001339//Homo sapiens FSHD-associated repeat DNA, proximal region.//4.0e-135:856:87//U85056 
F-HEMBB1001346//Human familial Alzheimer's disease (STM2) gene, complete cds.//3.3e-44:48l :74//U50871 
F-HEMBB1 001 348//Homo sapiens BAC clone NH0491 B03 from'7p21 -p1 5, complete sequence.//1 .8e-1 7:21 0:73// 
AC006041 ; r ; 

25 F-HEMBB1001356//Homo sapiens clone RG252P22, WORKIN&DSAFT SEQUENCE, 3 unordered pieces7/1 .0: 

386:59//AC005079 ; : • 

F-HEMBB1001364//Homo sapiens chromosome 17, clone hRPC.842_A_23, complete sequence.//0.97:349:6l// 
AC004662 

F-HEMBB1001366//Homo sapiens chromosome 10 clone CIT987§K : 1 18815 map 10p11 .2-10p12.1 , complete se- 
30 quence.//5.5e-1 61 :766:98//AC005876 ' * 

F-HEMBB1001367//Homo sapiens chromosome 17, clone hRI?C.9p6_A_24, complete sequence7/3.0e-55:510: 
76//AC004408 • V^" !'- * 



F-HEMBB1001369//Homo sapiens BAC clone RG163K11 frdrA s 7q31, complete sequence.//0.( 



.048:244:64// 

AC005192 

35 F-HEMBB1 001 380//Homo sapiens PAC clone DJ1102B04 from 7qiiV.23 : 7q2i, complete sequence.//2.5e-26:257: 
78//AC006204 r \ ' 

F-HEMBB1001384//MUS musculus COP9 complex subunit 4. (COPS4) mRNA, complete cds.//5.1e-99:571 :89// 
AF071314 ' * ' 

F-HEMBB1001387//Leishmania tarentolae mitochondrial 12S ribosomal RNA gene.//7.l e-05:546:58//X02354 
40 F-HEMBB1001394//Homo sapiens BAC clone GS421 103 from Xq25-q26, complete sequence.//4.0e-1 29:788:88// 

AC005023 : . : - f • " 

F-HEMBB1001410//Homo sapiens wbscrl (WBSCR1) and re'pl icatiori'f actor C subunit 2 (RFC2) genes, complete 
cds7/4.8e-11 :632:59//AF045555 

F-HEMBB1001424//Mus musculus Chromosome 4 BAC clone ;:BacB6, complete sequence.//0.001 2:435:59// 
45 AC003019 

F-HEMBB1001426//Homo sapiens clone DJ0736H05, WO.RKING - DRAFT SEQUENCE, 5 unordered pieces.// 
3.8e-17:360:64//AC005482 v "-: '* : : 

F-HEMBB1001429//leucine aminopeptidase [cattle, kidney, mRNA', 2056 nt].//4.1e-114:668:88//S65367 
F-HEMBB1001436//Homo sapiens FUT2 gene, intron 1, complete sequence .//2.3e-37:438:74//AB000931 
50 F-HEMBB1001443//Bos taurus pyruvate dehydrogenase phosphatase mRNA, complete cds.//9.1e-92:550:88// 

L18966 jii.^ • 

F-HEMBB1 001 449//Homo sapiens chromosome 5, PAC clone22Sg9.(LBNLHl42), complete sequence7/0.00024: 
385:62//AC004768 - i&f* £"\ * 

F-HEMBB1001454//Homo sapiens chromosome 19, co.smjd 'VR34169, complete sequence.//0.84:577:57// 
55 AC005790 - £ t 

F-HEMBB1001458//Human Chromosome 11 pac pDJ197h1/,- WORKING DRAFT SEQUENCE, 11 unordered 
pieces7/8.0e-40:377:78//AC000382 '. - ; ' \ , 

F-HEMBB1001463//Human Chromosome 16 BAC clone CIT987SK-A-270G1, complete sequence 7/0.0 11:482: 

V> ; * • 
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59//AF001549 \ vin 

F-HEMBB1001464//Human chromosome 16pl3 BAC clone CIT987SK-:3H8 complete sequence.//0.0 19:263:61// 

U91320 s*fSuy.\> :■ 

F-HEMBB1001482//Rattus norvegicus OIM/EBF associated Zri finger protein Roaz mRNA, alternatively spliced 
form, complete cds7/1 .0e-30:521 :66//U92564 i ^..V 

F-HEMBB1001500//Homo sapiens clone DJ0742P04, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
1 .3e-31 :479:71//AC004873 

F-HEMBB1001 521 //Homo sapiens clone RG269P 13, WORKING DRAFT SEQUENCE, 6 unordered pieces 7/3. 7e- 

51:680:70//AC005080 ' " 

F-HEMBB1001527 

F-HEMBB1001531//Homo sapiens Chromosome 22q11.2 Cosmid Clone 89h In DGCR Region, complete se- 
quence.//! .3e-79:696:79//AC000089 * 

F-HEMBB1001535//0.aries DNA for polymorphic marker 'OVINRA01' (339 bp).//0.00034:217:62//X89268 
F-HEMBB1001536//Homo sapiens PAC clone DJ1182N03 from 7q11.23-q21.1, complete sequence 7/0. 54:266: 
60//AC004548 / 

F-HEMBB1001537//Homo sapiens chromosome 19, cosmid R29368, complete sequence.//4.6e-25:784:61// 
AC004262 

F-HEMBB1001555//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequence7/6.9e- 
50:21 3:80//AC004605 ' > ; i 

F-HEMBB1001562//Homo sapiens clone NH0523H20, complete, sequence 7/0. 46 :269:60//AC005041 
F-HEMBB1 001 564//Human DNA sequence from clone 1 92R9 v oh''chrpm6some Xp1 1 .23-1 1 .4. Contains a pseudo- 
gene similar to rat Plasmolipin, ESTs and GSSs, complete sequence.//V.7e-107:620:83//AL020989 
F-HEMBB1001565//Homo sapiens BAC clone RG437L15 from. 8q21, complete sequence 7/2. 4e-50:734:67// 

AC004003 v , ,f: .* r K; ; ' " 

F-HEMBB1001 585//Human DNA sequence from clone 790B6 on chromosome 20p1 1 .22-12.2. Contains STSs and 
GSSs, complete sequence.//1.4e-1 66:81 6:97//AL031 677 , ;" V \ : 
F-HEMBB1001586 y-^^r 

F-HEMBB1001588//Homo sapiens chromosome 19, CIT-HSPU*44n2H p complete sequence.//1.6e-2 1:41 9:65// 
AC005261 

F-HEMBB1001603 " A *c V. 

F-HEMBB1001618//Homo sapiens DNA sequence from PAC 142L7. on chromosome 6q2L Contains a Laminin 
Alpha 4 (LAMA4) LIKE gene coding for two alternatively spliced transcripts, a Tubulin Beta LIKE pseudogene, a 
Connective tissue growth factor (NOV, GIG) LIKE gene, A predicted CpG island, ESTs, STSs and genomic marker 
D6S41 6, complete sequence 7/4.5e-29:422:72//Z99289 

F-HEMBB1001619//HS_3079_B1_A04_MR CIT Approved Hurtfan Genomic Sperm Library D Homo sapiens ge- 
nomic clone Piate=3079 Col=7 Row=B, genomic survey sequerice7/b.0010:77:79//AQl 23388 
F-HEMBB1001 630//Homo sapiens clone RG31 5H11 , WORKING DRAFT SEQUENCE, 5 unordered pieces.//3.2e- 
12:667:59//AC005089 

F-HEMBB1001635//Plasmodium falciparum MAL3P7, complete sequence7/3.8e-05:475:57//AL034559 
F-HEMBB1001637//Homo sapiens DNA sequence from PAC 934G1 7 on chromosome 1p36.21 . Contains the al- 
ternatively spliced CLCN6 gene for chloride Chanel proteins CLC-6A (KIAA0046) -B, -C and -D, the alternatively 
spliced NPPA gene coding for Atrial Natriuretic Factor AN F7predur3qr (Atrial Natriuretic peptide ANP, Prepronat- 
riodilatin), the NPPB gene for Brain Natriuretic Protein BNR'anS a pseudogene similar to SBF1 (and other Myo- 
tubularin-related protein genes). Contains ESTs, STSs and the 'genomic marker D1S2740, complete sequence.// 
9.2e-13:168:76//AL021155 ' V\ r 'i \ 

F-HEMBB1001641//Arabidopsis thaliana genomic DNA, chromosomes, P1 clone: MP012, complete sequence.// 
0.00097:721 :58//AB006702 ..-.v^V" 

F-HEMBB1001653//Homo sapiens chromosome 2 clone 101B6 map*2pn, complete sequence.//0. 15:276:63// 
AC002038 ; 

F-HEMBB1001 665//Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 
plete cds 7/0. 43:393:6 1//L1 4320 : . v 

F-HEMBB1001668//F16C15-T7 IGF Arabidopsis thaliana genomic cloneF16C15, genomic survey sequence.// 
0.040:275:60//B1 2308 '{ "' ■ \ 

F-HEMBB1001673//Homo sapiens mRNA for KIAA0646 protein, complete cds7/7.2e-171 :803:98//AB0 14546 
F-HEMBB1001684//Sequence 1 from patent US 57009277/7. 5e-1 24:883:8 1//I86429 

F-HEMBB1001685//CIT-HSP-2287O9.TF CIT-HSP Homo sapiens genomic clone 228709, genomic survey se- 
quence.//2.3e-34:191:97//B99261 ' 

F-HEMBB1001695//Human DNA sequence from clone 431 P23| on chromosome 6q27. Contains the first coding 

• • . i if . 
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exon of the MLLT4 gene for myeloid/lymphoid or mixed-lineage leukemia (trithorax (Drosophila) homolog); trans- 
located to, 4 (AF-6, Afadin, MLLT-4, ALL-1 fusion partner), and a Serine Palmitoyltransferase 2 (EC 2.3.1 .50, Long 
Chain Base Biosynthesis protein 2, LCB-2, SPT-2) pseudogene, Contains ESTs, STss, GSSs, and a putative CpG 
island, complete sequence.//0.009l :334:63//AL009l78 
5 F-HEMBB1 001 704//Human DNA sequence from clone 931 E1 5 on.chVomosome Xq25. Contains STSs, GSSs and 

genomic marker DXS8098, complete sequence7/1.2e-1 7:1 44:87// AL023575 
F-HEMBB1001706 - 
F-HEMBB1001707//Guinea pig CD19 mRNA, complete Cds.//0.57:232:62//M62543 

F-HEMBB1001717//Saccharomyces cerevisiae mitochondrial tRNA-Tyr, tRNA-Asn, & amp; tRNA-Met genes.// 
10 1 .1 e-1 3:723 :58//AJ223323 

F-HEMBB1001735//Human PAC clone DJ0596O09 from 7p15,,.complete sequence7/1 .3e-36:427:73//AC003074 
F-HEMBB1001736//S.pombe chromosome II cosmid C4B4.//6 .0085:479 :57//AL023706 
F-HEMBB1001747//Homo sapiens PAC clone DJi002N02 from 7p2l-p22, complete sequence7/4.oe-i 12:532: 
84//AC005376 

15 F-HEMBB1001749//Homo sapiens chromosome 17, clone hRPK.259_G_18, complete sequence.//1 .3e-98:395: 

82//AC005829 

F-HEMBB1001753//S.maximus repeat region, 342bp.//4.2e-11 :69:85//Z78099 

F-HEMBB1001756//Homo sapiens full-length insert cDNA clone ZD86A11 7/0.00 1 5:302:62//AF088064 
F«HEMBB1001760//P.falciparum complete gene map of plastid-like DNA (IR-A).//0.011 :615:56//X95275 
20 F-HEMBB1001762//CIT-HSP-2290J16.TF CIT-HSP Homo sapiens genomic clone 2290J16, genomic survey se- 
quence. //0.84:208:64//AQ0051 84 ' V ; j . 

F-HEMBB1 001 785//Plasmodium falciparum DNA *" SEQUENCING' IN PROGRESS *** from MALI P3, WORKING 
DRAFT SEQUENCE.//0.001 9:469:60//AL031 746 ' , Mf.V{ 

F-HEMBB1001797//Human heterogenous nuclear RNA W1 6W7/0:000T2:83:86//X1 7272 
25 F-HEMBB1001802//Plasmodium falciparum MAL3P7, complete sequ6nce'7/1.8e-11 :538:60//AL034559 

F-HEMBB1001812//Human DNA sequence •** SEQUENCING^ PROGRESS *" from clone 356B8, WORKING 
DRAFT SEQUENCE7/1 .0e-56:304:84//Z98882 ^ *! 

F-HEMBB1001816//Homo sapiens chromosome 19, cosmid F2408'3; complete sequence 7/3. 6e-75:300:87// 
AC005204 . ,; 

30 F-HEMBB1001 831//Homo sapiens PAM COOH-terminal interactor protein 1 (PCIP1 ) mRNA, complete cds.//2.3e- 

162:763:98//AF056209 ' * 

F-HEMBB1001834//CIT-HSP-2291012.TF CIT-HSP Homo sapiens genomic clone 2291012, genomic survey se- 
quence.//7.6e-08:73:94//AQ0041 68 . . \ . 

F-HEMBB1001836//Homo sapiens 12q13.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 
35 brary) complete sequence7/5.7e-30:297:79//AC00480l J r 'M v- ' 

F-HEMBB1001839//Human Chromosome X, complete sequence.//0:016:293:63//AC004073 
F-HEMBB1001850//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces7/0.0027:812:58//ACOQ5504 

F-HEMBB1001863//Human Chromosome 15q26.1 PAC clone pDJ460g16, WORKING DRAFT SEQUENCE, 3 
40 unordered pieces7/8.3e-43:520:72//AC004581 ' ■ 

F-HEMBB1001867//Human proto-oncogene tyrosine-protein kinase -(ABL) gene, exon 1a and exons 2-10, com- 
plete CdS.//1 .7e-56:399:86//U07563 : Vj^ * 

F-HEMBB1001868//Rattus norvegicus clone 923 polymeric, immunoglobulin receptor mRNA 3' untranslated re- 
gion, GA rich region, and microsatellites with GGA-triplet and GAA:tnplet repeats.//6.1e-08:234:67//U0l145 
45 F-HEMBB1001 869//Homo sapiens full-length insert cDNA clone YTiB'6F017/7.4e-87:432:97//AF085974 

F-HEMBB1001872 , /' ' [• ' " \ 

F-HEMBB1001874//Homo sapiens clone DJ241 P17, WORKING 6ftAET;SEQUENCE, 7 unordered pieces7/3.4e- 
14:631 :61//AC005000 " ' * 

F-HEMBB1001875//Human DNA sequence from clone J428A131, .WORKING DRAFT SEQUENCE7/0.93:415: 
50 57//Z82209 \ 

F-HEMBB1001880//Human genomic DNA sequence from clone 308O1 on chromosome Xp1 1.3-1 1.4. Contains 
EST, CA repeat, STS, GSS, CpG island.//1 .0e-18:729:60//Z93403, :; . 

F-HEMBB1001899//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-10, com- 
plete sequence7/0.0038:425:58//AL01 021 6 v 
55 F-HEMBB1001905//S.pombe chromosome III cosmid c3307/1.1e-23:520:62//AL031603 

F-HEMBB1001906 ■• Vi ? -a* 

F-HEMBB1001908//Human monocytic leukaemia zinc finger protein (MOZ) mRNA, complete cds7/3.7e-82:672: 
81//U47742 
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F-HEMBB1001910//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces 7/0. 0033 :566:55//AC005505 .* 

F-HEMBB1001911//Arabidopsis thaliana chromosome II BACF26Q24 genomic sequence, complete sequence.// 
1,0:581 :58//AC004705 . \j t ,.j . 

s F-HEMBB1001915//Caenorhabditis eleganscosmidT05H10, complete Sequence.//I.2e-16:283:67//Z478l2 

F-HEMBB1001921//Homo sapiens chromosome 1 7, clone hCI.T.123_J_14, complete sequence .//3.4e-07:803:58// 
AC003950 

F-HEMBB1 001 922//Plasmodium falciparum chromosome 2, section 28 of 73 of the complete sequence7/5.0e-06: 
756:56///AE001391 

10 F-HEMBB1 001 925//Human DNA sequence from PAC 21 2P9 on chromosome 1p34. 1-1 p35. Contains delta opiate 

receptor, CpG island, CA repeat, 7/3. 1e-45:609:73//AL0091 81 

F-HEMBB1001930//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment lO/H7/3.2e-l58:745:99//AB020867 
F-HEMBB1001944//, complete sequence.//4.1e-60:638:73//AC0Q5815 

is F-HEMBB1001945//HS_3185_B1_G05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3185 Col=9 Row=N, genomic survey sequence.//! .0:280:58//AQ 188882 
F-HEMBB1001947//Human mRNAfor KIAA0392 gene, partial cds.//5.6e-20:333:66//AB002390 
F-HEMBB1001950//Human lipocortin (LIP) 2 gene, upstream regjon 7/0. 0094: 180 :63//M62899 
F-HEMBB1001952//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 101A4, WORKING 

20 DRAFT SEQUENCE.//5.4e-1 9:329:70//Z93341 

F-HEMBB1001953//Homo sapiens chromosome 17, clone hRPK.795^F_17, complete sequence.//0. 11:589:58// 
AC005284 

F-HEMBB1001957//Human DNA sequence from PAC 204E5 on chromosome 12. Contains exon similar to Wilms 1 
Tumour-related protein QM-like P2X-like receptor, ATP ligand gatedlpn channel, ESTs, CpG island.//9.8e-25:446: 
25 67//Z98941 4 ^ ' 

F-HEMBB1001962//Homo sapiens chromosome 16, BAC clone 462G1 8 (i_ANL), complete sequence7/2.8e-l47: 
727:97//AC005736 : " ( * 

F-HEMBB1001967//Homo sapiens clone DJ1102A12, WORKING DRAFT SEQUENCE, 15 unordered pieces.// 
3.2e-56:650:71//AC004963 ' ' 

30 F-HEMBB1 001 973//Homo sapiens chromosome 1 2p1 3.3-Clone RPCI1 1 -350L7, WORKING DRAFT SEQUENCE, 

72 unordered pieces.//1 .2e-42:327:84//AC005844 , . . _ 

F-HEMBB1001983//CIT-HSP-2315M4.TF CIT-HSP Homo sapiens genomic clone 2315M4, genomic survey se- 
quence.//8.8e-35:198:96//AQ028071 ; . i . ■ 

F-HEMBB1001988//D.polychroa microsatellite sequence (clone' Dp ;i,C e12).//4.5e-07:337:62//X92189 
35 F-HEMBB1001990//HS_3234_A1_G08_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3234 Col=15 Row=M, genomic survey sequepce.//0.039:279:59//AQ204689 
F-HEMBB1 001 996//Human DNA sequence "* SEQUENCING jrf PROGRESS "* from clone 191 J18, WORKING 
DRAFT SEQUENCE.//0.1 8:392:58//AL024507 H ' V ' 

F-HEMBB1 001 997//Homo sapiens clone RG1 40B1 1 , WORKING DRAFTSEQUENCE, 1 unordered pieces7/1 .3e- 
40 43:446:71//AC005069 f ^ \ 

F-HEMBB1002002//Plasmodium falciparum 3D7 chromosome 12 [PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces 7/0.077 :444:58//AC004i 53 ; . 

F-HEMBB1002005//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 963K23, WORKING 
DRAFT SEQUENCE7/3.4e-1 6:1 73:78//AL031 685 \ 
45 F-HEMBB1002009//Plasmodium falciparum 3D7 chromosome 1 2 "PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces7/0.00033:790:56//ACb65506? : 

F-HEMBB1 00201 5//Homo sapiens genomic DNA, chromosome 21 qil .1 , segment 27/28, WORKING DRAFT SE- 
QUENCE7/6.7e-05:126:76//AP000056 \\. "* 

F-HEMBB1002042//Oncorhynchus mykiss cytochrome P450 .(QYPjW.i) mRNA, partial cds.//6.4e-33:402:69// 
so AF046012 " " ' ' 

F-HEMBB1 002043 

F-HEMBB1002044//Homo sapiens chromosome 5p, BAC clone 50g2l (LBNL H154), complete sequence7/3.0e- 
167:809:97//AC005740 

F-HEMBB1 002045 ; 
55 F-HEMBB1002049//Homo sapiens chromosome 17, clone hRPC. 16 1_P_9, complete sequence.//0.87: 177:65// 

AC006237 ' • ■ 

F-HEMBB1002050//Streptomyces coelicolor cosmid D787/8.5e-08:644:58//AL034355 

F-HEMBB1002068//Homo sapiens mRNA for KIAA0612 proteirii'partial cds.//2.5e-05:402:61//AB014512 

< '* » 
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F-HEMBB1 002069 ••' ■ 

F-HEMBB1 002092//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone B33108; 

HTGS phase 1, WORKING DRAFT SEQUENCE, 10 unordered pieces.//7.8e-1 04:550:83//AC004064 

F-HEMBB1 002094//Homo sapiens genomic DNA, 21 q region, clone: 1 25H6N2, genomic survey sequencey/2.9e- 
5 49:302:83//AG001476 . _\ 

F-HEMBB1 00211 5//Homo sapiens chromosome 16, cosmid clone 378E2 (LANL), complete sequence 7/0. 00023: 

542:61//AC004035 • ..; . 

F-HEMBB1002134//Human h-neuro-d4 protein mRNA, complete cds.//7.3e-43:533:70//U43843 

F-HEMBB1 0021 39//HS-1 048-A2-B02-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
w Plate=CT 831 Col=4 Row=C, genomic survey sequence.//0.055:228:66//B38714 

F-HEMBB1 002142//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P5, WORKING 

DRAFT SEQUENCE.//0.0095:276:64//AL031748 . ^ 

F-HEMBB1002152//Human Chromosome X, WORKING DRAFT. SEQUENCE, 4 unordered piecesy/0.055:520: 
57//AC002421 

15 F-HEMBB1002189//Homo sapiens cosmid ICRFc104l0935Q8 from Xq28, complete sequence .//2.6e-05 :31 1 :63// 

AF002998 

F-HEMBB1 0021 90//Plasmodium falciparum 3D7 chromosome 1 2PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//5.4e-05:647:59//AC005140 
F-HEMBB1002193//Sequence 5 from patent US 5709858 7/1 .8e-34:1 7? : 1 00//1 80846 

20 F-HEMBB1 00221 7//Homo sapiens mRNA for zinc finger protein -fo. 7/1 .2e-23:405:67//X52332 

F-HEMBB1002218//HS_2056_B1_C09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Piate=2056 Col=17 Row=F, genomic survey sequence .//3.3e-45:245:97//AQ24471l 
F-HEMBB1002232//Human chromosome 11 72g7 cosmid, complete sequence.//1.9e-21 :314:70//U73648 
F-HEMBB1 002247 " [ ' " : 

25 F-HEMBB1002249//Homo sapiens DNA sequence from BAC 34I8 on chromosome 6p21. 3-22. 1. Contains ZNF1 84 

gene coding for Kruppel related Zinc Finger protein 184, a hnRNP core protein A1 (mouse Fli-2, rat helix desta- 
bilizing protein, mouse Topoisomerase-inhibitor suppressed gene TIS) LIKE pseudogene, a HB15 (CD83 antigen 
precursor) LIKE pseudogene, Ser-tRNA, GIu-tRNA and Met-tRNA (W-tRNA-i gene 1) genes. Contains ESTs, 
STSs and GSSs, complete sequencey/4.le-45:327:83//AL02 ; l9l8 

30 F-HEMBB1002254//Human chromosome 16 BAC Clone LANL cosmid-440E5, WORKING DRAFT SEQUENCE, 

2 unordered pieces .//9.8e-40:315:82//AC002506 

F-HEMBB1002255//Plasmodium falciparum MAL3P3, complete-s , equencey/0.0035:312:62//Z98547 
F-HEMBB1002266//Plasmodium falciparum 3D7 chromosome 1 2 PFYAC1 383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces .//0.013:469:59//AC005504 
35 F-HEMBB1002280//Homo sapiens Chromosome 16 BAC cl6ne;tlT987SK-A-259Hl0, complete sequencey/5.3e- 

18:527:61//AC004682 . ^ ^ v 

F-HEMBB1002300//Human Chromosome 11 Cosmid cSRLi30h1.r, 'complete sequence.//8.6e-1 39:81 8:88// 
U73642 

F-HEMBB1002306//HS_3109_A2_H01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=31 09 Col=2 Row=0, genomic survey sequenc'e.//1 .3e-75:371 :98//AQ1 481 64 

F-HEMBB1002327//HS_3235_B2_G10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3235 Col=20 Row=N, genomic survey sequence,//3,3e-83:4l8:97//AQ209752 
F-HEMBB1002329//CITBI-E1-2503J7TR CITBI-E1 Homo sapiens genomic clone 2503J7, genomic survey se- 
quence .//3.3e-31 :220:88//AQ263402 ' ^ ; 'r 
45 F-HEMBB1 002340 -^H^" 

F-HEMBB1002342//Homo sapiens mRNA for putative thioredoxin-like proteiny/4.1e-154:724:98//AJ0 10841 
F-HEMBB1002358//Human thymidylate kinase (CDC8) mRNA, complete Cds.//3.3e-36:1 92 :98//L 16991 
F-HEMBB1002359//Human Rev interacting protein Rip-1 mRNA, complete cds.//1 .8e-l3:96:96//U55766 
F-HEMBB1 002364//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 376D21 , WORKING 
50 DRAFT SEQUENCE.//7.5e-24:202:71//Z98946 ; - ; ' 

F-HEMBB1002371//Plasmodium falciparum 3D7 chromosome 12, PFYAC81 2 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered piecesV/1 .9e-06:674:56//AC004153 

F-HEMBB1002381//Homo sapiens chromosome 16, cosmid clone RT1 63 (LANL), complete sequence7/0.34:238: 
61//AC005222 ''/^ 1 

55 F-HEMBB1 002383 "VV-V 

F-HEMBB1 002387//CIT-HSP-21 73E20.TR CIT-HSP Homo sapiens genomic clone 21 73E20, genomic survey se- 
quence7/5.2e-17:434:66//B91052 .^Ujl 

F-HEMBB1002409//Human DNA sequence from PAC 84F12 on chromosome Xq25-Xq26.3. Contains glypican-3 
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precursor (intestinal protein OCI-5) (GTR2-2), ESTs and CA repeat7/1.2e-56:324:88//AL008712 

F-HEMBB1 00241 5//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 36411 , WORKING 

DRAFTSEQUENCE7/8.9e-35:334:75//AL031319 

F-HEMBB1002425//Chromosome 22q13 BAC Clone CIT987SK-384D8 complete sequence.//1 .0e-36:3 17:76// 
5 U62317 iy y>. 

F-HEMBB1002442//Rattus norvegicus lin-10 protein homolog (lin-10) mRNA, complete cds.//4.3e-88:296:92// 
U92010 v akXiJ;: ■ 

F-HEMBB1002453//Human DNA sequence *** SEQUENCING IN-PROGRESS *** from clone 86D1, WORKING 
DRAFT SEQUENCE7/2.7e-43:41 9:78//AL034349 - 
10 F-HEMBB1002457//Homo sapiens clone DJ0982E09, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 

1.3e-27:542:68//AC005534 

F-HEMBB1002458//HS_3246_A2_G05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3246 Col=10 Row=M, genomic survey sequence.//3.2e-51:257:99//AQ217993 
F-HEMBB1002477//Human Grb2-associated binder-1 mRNA, '.complete cds.//1 .9e-87:493:92//U43885 
15 F-HEMBB1 002489 

F-HEMBB1002492//ArabidopSiS thaliana BAC T15B1 67/0.028:51 6:57//AF1 049 19 

F-HEMBB1002495//Homo sapiens chromosome 17, clone hRPK.421_E_l4, complete sequenceV/1 .1e-l 6:297: 
68//AC006141 

F-HEMBB1002502//Homo sapiens clone DJ1163L11, complete sequence7/1.1e-91 :675:82//AC005230 
20 F-HEMBB1 002509//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-248F7, complete sequence7/2.7e- 

11:648:60//AC004605 

F-HEMBB1002510//HS_3236_B1_H11 JvIR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3236 Col=21 Row=P, genomic survey sequence,//l .2e-06:67:94//AQ205992 
F-HEMBB10025207/Horno sapiens BAC clone NH0004N07 rrom '-Y, complete sequence.//1.2e-70:580:72// 
25 AC006152 

F-HEMBB1002522//Homo sapiens Xp22 bin 150 clone GSHB-223P11 (Genome Systems Human BAC library) 
complete sequence7/5.6e-22:516:64//AC004553 F-HEMBB1 00253 i, 

F-HEMBB1 002534//Human DNA sequence *** SEQUENCING iN'PtoGRESS *** from clone 668J24, WORKING 
DRAFT SEQUENCE7/6.9e-62:265:87//AL034346 \ 
30 F-HEMBB1002545//Human BAC clone RG128M16 from" 7q2T-7q22, complete seque nee. //2.7e-44: 200:82// 

AC000059 , ( •//' y;- v ; ■ 

F-HEMBB1002550//Homo sapiens PAC clone DJ0910I17 from 7qiV.2i-q11.23, complete sequence7/0.22:161: 
68//AC004927 

F-HEMBB1002556//Homo sapiens PAC clone DJ0696N01 from 7p21-p22, complete sequence.//7.5e-43:306:77// 

35 acoo486i ; ^ v.; 

F-HEMBB1 002579 V?^.* 

F-HEMBB1002582//Human DNA sequence*** SEQUENCING IN PROGRESS ***from clone 349A12, WORKING 
DRAFT SEQUENCE.//0.00018:431 :61//AL033520 / : : * 

F-HEMBB1002590//Yeast (S.cerevisiae) mitochondrial apocytochrome b gene, 3' flank.//0.78:147:64//J01471 
40 F-HEMBB1002596//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 9E21 , WORKING 

DRAFT SEQUENCE.//3.6e-50:692:69//AL008639 

F-HEMBB1002600//Homo sapiens tetraspan NET-5 mRNA, complete cds.//9.1e-151 :710:98//AF089749 
F-HEMBB1002601//Human BAC clone RG020D02 from 7q22, compjete sequence7/1 .5e-07:416:60//AC002381 
F-HEMBB1002603//Human BAC clone GS552A01 from 7q21-q22j complete sequence.//0.40:341 :60//AC002454 
<5 F-HEMBB1 002607//Mus musculus homeobox containing nuclear^transcriptional factor Hmx1 (Hmx1 ) gene, com- 

plete cds.//0. 0042:460 :60//AF0096 14 

F-HEMBB1 00261 0//Homo sapiens Chromosome 1 2q24 PAC RP.CJ3^62E2 (Roswell Park Cancer Institute Human 
PAC library) complete sequence.//6.3e-23:559:63//AC003029 * /;~; ;r 

F-HEMBB1 0026l3//Homo sapiens Chromosome 22ql 2 BAC Clone 566d , complete sequence .//4.2e-l 7:441 :63// 
50 AC000025 * 

F-H EM BB1 00261 4//Plasmodium falciparum chromosome 2, secti6ni54 of 73 of the complete sequenceV/0.013: 
324:56//AE001417 . ; ! ' . "" 

F-HEMBB1002617//Homo sapiens chromosome 16 BAC clone CIT987SK-334D11 complete sequence7/2.1e-07: 
441:60//AF001550 * 4 * ! 

55 F-HEMBB1 002623//C.hyalina microsatellite marker DNA (id ATCC4)7/6.57:1 06:66//Z95304 

F-HEMBB1002635//Human JNK3 alpha2 protein kinase (JNK3A2) v .mRNA, complete cds7/4.8e-22:127:100// 
U34819 . . 

F-HEMBB1002664//HS_2265_A1_H06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
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nomic clone Plate=2265 Col=11 Row=0, genomic survey sequence7/0.54:115:67//AQ101557 
F-HEMBB1002677//Homo sapiens (subclone 3_d1 from P1 H25)DNA< sequence, complete sequence7/2.2e-49: 
784:68//L81774 

F-HEMBB1002683//Homo sapiens type IV collagen 5a chain (COL4A5)gene, exon 237/1 .0:112:63//U04492 
F-HEMBB1 002684//HS-1 050-A2-G06-M F.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 772 Col=12 Row=M, genomic survey sequence.//4.4e-07:86:84//B39748 

F-H EMBB1 002686//HS-1 023-B2-F1 0-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 802 Col=20 Row=L, genomic survey sequence7/0.98:l 83:61 //B34077 

F-HEMBB1002692//Human DNA sequence *** SEQUENCING IN PROGRESS*** from clone 11 08H3, WORKING 
DRAFT SEQUENCE.//0.00039:408:60//AL033525 

F-HEMBB1002697//Homo sapiens clone DJ1087M19, WORKING DRAFT SEQUENCE, 7 unordered pieces.// 
7.3e-35:323:74//AC004955 * . 

F-HEMBB1002699//Mus musculus D6MM5e protein (D6Mm5e) and : DOK protein (Dok) genes, complete cds; and 
LOR2 protein (Lor2) gene, partial cds 7/0.03 1 :325:62//AF084363 

F-HEMBB1002702//HS-1025-A2-D01-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
clone Plate=CT 804 Col=2 Row=G, genomic survey sequence 7/1 ,;8e : 25:158:95//B34720 
F-HEMBB1002705//Homo sapiens DNA, chromosome 21q22!2 ; PAC clone 25P16 complete sequence, encoding 
carbonyl reductase and carbonyl reductase 3 (complete cds)7/1.7e-i37:534:96//AB00315l 
F-HEMBB1 00271 2//Human DNA sequence from cosmid cU115Gll! between markers DXS6791 and DXS8038 
on chromosome X contains ESTs and STS.//0.0019:612:58//Z71187\ 

F-MAMMA1000009//Human chromosome 1 BAC308G1 genomic sequence, WORKING DRAFT SEQUENCE, 3 
unordered pieces.//6.1e-43:354:81//AC003117 

F-MAMMA1 00001 9 . ' \£ [ 

F-MAMMA1000020//H .sapiens mRNAfor flavin-containing mbnooxygenase 5 (FMO5).//2.0e-40:185:97//Z47553 
F-MAMMA1000025//Homo sapiens PAC clone DJ0806A17 from 7p13-p14, complete sequence. //1 .0:211:65// 
AC005483 5 J. 

F-MAMMA1000043//Human angiotensin l-converting enzyme (ACE) gene, intron 127/0.075:204:65//M73275 
F-MAMMA1000045//Human DNA sequence from clone 142F18"on chromosome Xq26. 3-27.2 Contains part of a 
gene similar to melanoma-associated antigen, EST, GSS and an inverted repeat, complete sequence7/4.le-122: 
495:79//AL031073 

F-MAMMA1O00055//M.musculus mRNA fortestin.//2.1e-35:559:66//X78989 

F-MAMMA1000057//Homo sapiens chromosome 1 7, clone hRPK.259_G_1 8, complete sequence7/5.5e-1 21:703: 
89//AC005829 * 

F-MAMMA1000069//Homo sapiens minisatellitecebl repeat region7/0.00013:329:60//AF048727 
F-MAMMA1000084//Homo sapiens DNA sequence from PAC 958E& oh chromosome Xp22.11-Xp22.22. Contains 
ESTs STS and CpG island7/2.1 e-53:445:79//Z93023 

F-MAMMA1000085//Caenorhabditis elegans cosmid Y23H5AM'.'6dl7:164:64//AF077541 
F-MAMMA1000092//Homo sapiens BAC clone GS465N13 from 7pT5-p21 , complete sequence.//1 ,2e-70:598:78// 
AC004744 ; ■ 

F-MAMMA1000103//Homo sapiens chromosome 17, clone nCIT.9lilJ_4, complete sequence.//1 .1e-1 56:857:92// 
AC003976 - ^ ' 

F-MAMMA1O00117//HS_3223_B2_D08_T7 CIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3223 Col=1 6 Row=H, genomic survey sequence7/5.4e i -l00:527:94//AQ221l60 
F-MAMMA1000129//ryanodine receptor.//0.055 :492:59//A20359 - . 
F-MAMMA1O00133 . ' 

F-MAMMA1000134//HS_3078_B1_C02_MF CIT Approved Human denomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3078 Col=3 Row=F, genomic survey sequerice7/2.1e-93:462:97//AQ1 44362 
F-MAMMA1000139//Homo sapiens Xp22 PAC RPCI1-5G11 (from.Roswell Park Cancer Center) complete se- 
quence 7/3. 3e- 14:322 :65//AC002369 *zi' v i u 

F-MAMMA1000143//Homo sapiens mRNA for KIAA0685 protein, complete cds.//6.9e-25:1 48 :97//AB0 14585 
F-MAMMA1 000l55//Homo sapiens homeobox transcription factor barx2 (BARX2) mRNA, complete Cds7/1 .0e-29: 
219:87//AF031924 
F-MAMMA1000163 

F-MAMMA1000171//Homo sapiens chromosome 19, CIT-HSP BAC'470n8, complete sequence.//6.3e-1 4:92:88// 
AC005393 ^ \ , ' 

F-MAMMA1000173//Mus musculus SH3-containing protein ; SH3P7 : mRNA, complete cds. similar to Human 
Drebrin7/2.2e-114:698:87//U58884 

F-MAMMA1000175//HS_3050_B1_B03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

**«■" ' 

• ' 

1797 vj ^ t .i :j 



EP1 074 617 A2 

nomic clone Plate=3050 Col=5 Row=D, genomic survey sequence 7/6,2e-73:357:99//AQ 102678 
F-MAMMA1000183//Human DNAsequence "'SEQUENCING IN PROGRESS *** from clone Y31 3F4, WORKING 
DRAFT SEQUENCE.//4.6e-94:904:73//AL023808 

F-MAMMA1000198//Z.diploperennis repetitive DNA (clone ZEAR 266)7/0.1 8:1 52:70//X536 10 
5 F-MAMMA1000221//Human Chromosome 15q1l-ql3 PAC clone pbJ778a2, complete sequence 7/0. 01 7:99:75// 

AC004583 

F-MAMMA1 000227//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 467K1 6, WORKING 
DRAFT SEQUENCE7/0.36:312:62//AL031283 

F-MAMMA1000241//HS_3217_B1_B02Jv1R CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
10 nomic clone Plate=3217 Col=3 Row=D, genomic survey sequence.//1 .9e-94:456:98//AQ1 93401 

F-MAMMA1000251//Homo sapiens NF2 gen e 7/0. 00092 :27p:64//Y ; 1 8000 

F-MAMMA1000254//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//0.0034:777:57//ACfl05140 

F-MAMMA1000257//Homo sapiens DNA sequence from PAC 201 D7 on chromosome 6p22.1 -22.3. Contains EST 
15 andSTS7/0.00036:230:65//AL022717 . * 

F-MAMMA1000264//Homo sapiens (subclone 9_f5 from P1 H1:7)X)NA sequence, complete sequence7/1 .5e-30: 
499:68//L81612 

F-MAMMA1000266//Bacillus lynceorum strain pMEL12 Bag320iatellite DNA7/0.28:218:64//AF034430 
F-MAMMA1000270//Human Chromosome 16 BAC clone CIT987SK-A-270G1, complete sequence7/i .4e-l57: 
20 788:96//AF001549 

F-MAMMA1000277//Mycobacterium tuberculosis H37Rv complete genome; segment 48/1627/0.70:320:61// 
AL021897 < ; ' 

F-MAMMA1000278//Sequence 23 from patent US 57081 577/9;;3e- 103:540:95//I80055 

F-M AM M A 1 000279//H u man DNA sequence from clone 769D20 oh chromosome Xp2l .1 -21 .3 Contains EST, STS, 
25 GSS, complete sequence 7/2.4e-49:262:77//AL03 1643 , > ". - ' f - '. 

F-MAMMA1000284//cSRL-165E12-u cSRL flow sorted Chromosbrne 11 specific cosmid Homo sapiens genomic 
clone CSRL-165E12, genomic survey sequence 7/1. 1 e-30:324:75//BG30b4 

F-MAMMA1000287//Homo sapiens, clone hRPK.15_A_1, complete sequence.//2.7e-54:401:83//AC006213 
F-MAMMA1000302//Drosophila melanogaster complete mitochondrial genome.//0.005l:307:6l//U3754l 
30 F-MAMMA1000307//Homo sapiens chromosome 12p13.3 clone RPCI5-1154L15, WORKING DRAFT SE- 

QUENCE, 67 unordered pieces 7/0.1 5:449:59//AC006205 m * / 
F-MAMMA1000309//CDNA coding human apolipoprotein E37/bl000'l 0:691 :58//E00359 

F-MAMMA1 00031 2//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 798A1 7, WORKING 
DRAFT SEQUENCE7/0,27:301 :60//AL031274 
35 F-MAMMA1000313 - 

F-M AM MA 1 000331 //Human Chromosome 1 6 BAC clone CIT987SKtA-735G6, complete sequence7/9.8e-06:1 51 : 
71//AC002400 

F-MAMMA1 000339 ?{r*~'* : 

F-MAMMA1000340//HS_2181_B2_F07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=2181 Col=14 Row=L, genomic survey sequen;deV/4!3e'-05:181 :68//AQ024288 

F-MAMMA1000348//Homo sapiens chromosome 17, clone HRPG843B9, complete sequence.//5.3e-30:575:66// 
AC004139 -* 

F-MAMMA1000356//Homo sapiens clone RG038K21, WORKING DRAFT SEQUENCE. 3 unordered pieces.// 
1 .8e-52:264:76//AC005052 , ^ }^ s 

45 F-MAMMA1000360//Homo sapiens PACcIone DJ0755G1 7 from.7p2^p22, complete sequence 7/6. 5e-91 :569:88// 

AC004879 J ' 

F-MAMMA1000361//Human DNA sequence from PAC 507115 on.chromosome Xq26.3-27.3. Contains 60S ribos- 
omal protein L44 (L41 , L36) like gene, ESTs, STSs and a polymorphic CA repeat.//1 .4e-42:315:83//Z98950 
F-MAMMA1 000372//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone Y738F9, WORKING 
50 DRAFT SEQUENCE7/2.9e-114:516:89//AL022345 

F-MAMMA1000385//CITBI-E1-2517E13TF CITBI-E1 Homo sapiens genomic clone 2517E13, genomic survey 
sequence.//6.9e-26:377:71//AQ279944 ,r! ' , . , 1 

F-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquitous-Kruppel like factor, complete cds 7/3. 7e- 148:710: 
98//AB015132 t»>">V^: : 

55 F-MAMMA1 000395 " " : 

F-MAMMA1000402//Homo sapiens clone DJ0718N17, complete sequence7/4.0e-11 5:845 :85//AC005999 
F-MAMMA1 00041 0//HS_3245_A1 _C02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3245 Col=3 Row=E, genomic survey sequence 7/9. 6 e-42: 350 :80//AQ205768 
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F-MAMMA1000413//HS_3223_B2_F01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3223 Col=2 Row=L, genomic survey sequence.//;) .6e-48:31 8 :89//AQ 188456 
F-MAMMA1 00041 4//HS_2027_B2_C04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2027 Col=8 Row=F. genomic survey sequenceV/1 .4e-46:286:92//AQ231369 
5 F-MAMMA1 00041 6//Drosophila melanogaster DNA sequence (P1 s DS07528 (D1 69) and DS06665 (D220)), com- 

plete sequence. //9.4e-33:310:72//AC004640 ' ; . 

F-MAMMA1000421//Homo sapiens clone DJ1129D05, complete sequence .//3.3e-29:223:84//AC005630 
F-MAMMA1 000422 - 1 > 4 

F-MAMMA1000423//Drosophila yakuba mitochondrial DNA^molecVe.//2.2e-10:639:57//X03240 
10 F-MAMMA1000424//Homo sapiens DNA from chromosome 19, BAC 33152, complete sequence7/4.6e-47:556: 

68//AC003973 : 

F-MAMMA1000429//MUS musculus SDP8 mRNA, complete cds.//8:.0e-99 : 545:92// AF062484 
F-MAMMA1000431//Homo sapiens clone DJ1039L24, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
4.8e-41:289:79//AC005283 V: 
15 F-MAMMA1000444//Human DNA sequence from clone 7l4B7on chromosome 22q12.2-l3.2 Contains CYTO- 

CHROME C OXIDASE VllB precursor like pseudogene and ESTs^complete sequence.//2.3e-34:29l :80//Z99755 
F-MAMMA1 000446 >r 

F-MAMMA1000458//Mus musculus clone OST9003, genomic survey sequence.//5.0e-53:23l :84//AF046620 
F-MAMMA1000468//Human DNA sequence "* SEQUENCING IN PROGRESS *" from clone 291J10, WORKING 
20 DRAFTSEQUENCE.//0.75:303:60//Z93017 * 

F-MAMMA1000472//Human DNA sequence SEQUENCING'^ PROGRESS *** from clone 414D7, WORKING 
DRAFT SEQUENCE.//4.0e-41 :403:77//AL033543 

F-MAMMA1000478//Homo sapiens clone RG270D13, WORKING DRAFT SEQUENCE, 18 unordered pieces.// 
9.5e-54:369:77//AC005081 * " 'H ' 

25 F-MAMMA1000483//Homo sapiens Chromosome 16 BAC clone CIT98?SK-44M2, complete sequence7/3.6e-34: 

332:77//AC004381 

F-MAMMA1000490//Homo sapiens 12q13.1 PAC RPCM -90J4 (Rdswell Park Cancer Institute Human PAC library) 
complete sequence7/8.9e-128:822:87//AC003686 , / '/ ! 

F-MAMMA1000500//CIT-HSP-231905.TF CIT-HSP Homo sapiens genomic clone 231905, genomic survey se- 
30 quence.//4.8e-29:175:94//AQ044812 ' : 

F-M AM MA 1000501 //Homo sapiens DNA sequence from clone 78F24 on chromosome 22ql 2.1 -12.3. Contains 
one exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contains GSSs and an STS, complete sequence.// 
5.7e-45:334:82//AL022336 ' ..' >'V J 

F-MAMMA1000516//Human DNA sequence from PAC 50A"l3;'pn^ Xp11. Contains ATP SYNTHASE 

35 LIPID BINDING PROTEIN P1 (P2, P3) precursor (ATPSG1 , ATP5G2f ATP5G3) like pseudogene, ESTs and STSs. 

Contains polymorphic CA repeat.//2.9e-43:529:69//Z92545 v ; . 

F-MAMMA1000522//Human DNA sequence from clone 20J23 on 'chrornbsome Xq26. 2-27.2 Contains ras-related 
C3 botulinum toxin substrate 1 (P21-RAC1) (ras-like protein TC25) : EST, CA repeat, STS, CpG island, complete 
sequence.//2.0e-14:380:63//AL022576 ; v ' 

40 F-MAMMA1000524//Homo sapiens chromosome 10 clone CIT-HSP-1338F24 map lOpH .2-i0pl2.i, complete 

sequence.//1.4e-22:420:66//AC006101 . 

F-MAMMA1000559//Human HepG2 3' region cDNA, clone hmd3f08^4e-29:168:97//D 16922 
F-MAMMA1 000565//R PC1 11-61 K6.TJ RPC1 1 1 Homo sapiens genomic clone R-61 K6, genomic survey sequence.// 
1 .7e-120:561 : 1 00//AQ 1 94238 , . , ^ , 

45 F-MAMMA1000567//Human DNA sequence from PAC 1 79D3,'between rYiarkers DXS6791 and DXS8038 on chro- 

mosome X contains S10 GTP-binding protein, ESTs and CpG island.//3>1e-43:387:80//Z81370 
F-MAMMAl000576//Homo sapiens BAC clone RG442F18 from 2, complete sequence.//l.2e-30:237:75// 
AC005104 

F-MAMMA1000583//RPCI11-60M22.TJ RPCI11 Homo sapiens genomic clone R-60M22, genomic survey se- 
50 quence.//9.6e-102:487:99//AQ1 98091 ' ; - 

F-MAMMA1000585//Homo sapiens clone UWGC:djsl4 from i 7pT4-15, complete sequence.//5.2e-39:370:78// 
AC006195 ; • 

F-MAMMA1000594//Homo sapiens chromosome 19, cosmid R31646, complete sequence.//3.9e-43:328:83// 
AC005338 •[ 
55 F-MAMMA1000597//Homo sapiens chromosome 17, clone hflPK, 481 _C_4, complete sequencey/1 .5e-32:259: 

82//AC005839 l 

F-MAMMA1000605//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 97P20, WORKING 
DRAFT SEQUENCE7/2.4e-59:318:83//AL031297 • - H 
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F-MAMMA1 00061 2//HS_2188_A2_D02_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l88 Col=4 Row=G, genomic survey sequence.//4.8e-30:171 :96//AQH6793 
F-MAMMA1 00061 6//HS_3176_A1_E06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3176 Col=11 Row=l, genomic survey sequence 7/4. 7e-28:287:79//AQ300310 

5 F-MAMMA 1000621 //Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 273F20, WORKING 

DRAFT SEQUENCE.//0.015:478:58//AL034371 
F-MAMMA1 000623 . >V v 

F-MAMMA1000625//DNA encoding Hepatitis C virus antigen.//0.93:196:61//E06898 
F-MAMMA1000643//Homo sapiens nephrocystin (NPHPirmRNAYpartial cds.//0.95:365:59//AF023674 

10 F-MAMMA1000664//HS_3096_B1_C02_MR CIT Approved Human ;Ge no mic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3096 Col=3 Row=F, genomic survey sequerice7/2.7e-51:257:99//AQl45137 
F-MAMMA1000669//Homo sapiens chromosome 19, cosmid -R26908, complete sequence.//2.0e-66:586:67// 
AC004785 ' " ; 

F-MAMMA1000670//HS_2243_B2_A08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
15 nomic clone Plate=2243 Col=1 6 Row=B, genomic survey sequerice.//8.7e-05:94:B0//AQ1 53650 

F-MAMMA1000672//Mus musculus clone OST8270, genomic survey sequence.//3.9e-64:471 :81//AF046705 
F-MAMMA1000684//Suid herpesvirus 1 Rsp40 mRNA, partial cds.//1 .2e-07: 186: 67//U27489 
F-MAMMA1000696//Human oligodendrocyte myelin glycoprotein* (OMG) exons 1-2; neurofibromatosis 1 (NF1) 
exons 28-49; ecotropic viral integration site 2B (EVI2B) exons 1 : 2; ecotropic viral integration site 2A (EVI2A) exons 
20 1-2; adenylate kinase (AK3) exons 1-2y/3.0e-53:653:70//L05367 e \ ... > 

F-MAMMA1000707//CIT-HSP-2302019.TRCIT-HSP Homo sapiens genomic clone 2302O19, genomic survey se- 
quence.//1 .8e-08: 1 31 :77//AQ01 7947 

F-MAMMA1 00071 3//Rattus norvegicus clonel polymeric immunoglobulin receptor mRNA 3' untranslated region, 
GA rich region, and microsatellites with GGA-triplet and GAA-triplet.repeats.//0.062:134:67//U00762 
25 F-MAMMA1 00071 4//Chicken hsp90 gene for 90 kDa-heat shock protein 5'-end.//1.0:266:61//X15028 

F-MAMMA1 00071 8//CIT-HSP-21 71 B10.TFCIT-HSP Homo 'sapiens'genpmic clone 2171B10, genomic survey se- 
quence.//3.6e-05:289:60//B95401 ! ~ ' : 

F-MAMMA1000720//Homo sapiens chromosome 19, cosmid R33632, complete sequence .//4.4e- 184:842:98// 
AC005781 ■ 
30 F-MAMMA1000723//Homo sapiens clone DJ0892G19, complete sequence.//8.8e-05:430:60//AC00491 7 

F-MAMMA1000731//Drosophila melanogaster DNA sequence (Pf DS07049 (D133)), complete sequence V/3. 8e- 
55:796:66//AC004274 vJ^n^ 

F-MAMMA1000732//Homo sapiens chromosome 21 q22.3 PAC T<n B3. complete sequence, containing ribosomal 
protein homologue pseudogene L23a.//6.6e-77:555:74//AF064859 ^ " • 
35 F-MAMMA1000733//Plasmodium falciparum DNA*" SEQUENCING IN PROGRESS *** from MAL1P6, WORK- 

ING DRAFT SEQUENCE7/0.98:479:58//AL031749 */ V/ -' x '' * " 

F-MAMMA1000734//Homo sapiens SEC63 (SEC63) mRNA, complete cdS.//7.3e-168:802:98//AF1 00141 
F-MAMMA1000738//S.cerevisiae chromosome XIV reading frame" ORFYNL1 32w.//8.6e-3l :626:63//Z7l408 
F-MAMMA1 000744//Gorilla Alu-repetitive sequence in beta-globin gene cluster.//2.7e-54:4l0:82//X06l23 
40 F-MAMMA1000746//Homo sapiens Chromosome 16 BAC clbne CIT987SK-A-10F4, complete sequence7/3.7e- 

109:779:83//AC004158 1 

F-MAMMA1000752//Homo sapiens clone RG219E16, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
1.2e-20:444:63//AC005075 ; ' ; ; 

F-MAMMA1000760//Homo sapiens clone RG015P03, complete sequence7/1 .5e-44:403:79//AC005048 
45 F-MAMMA1 000761 //Homo sapiens Chromosome 7 BAC Clone 239c10, WORKING DRAFT SEQUENCE, 9 un- 
ordered pieces.//2.3e-22:159:81//AC0041 66 V"; . 

F-MAMMA1 000775//Homo sapiens chromosome 17, clone hRPK.849jN_15, complete sequenced .3e-51:789: 
68//AC005703 ' \ 

F-MAMMA1 000776//Human DNA sequence from BAC 57G9 on chromosome 22q1 2.1 Contains ESTs, CA repeat, 
50 GSS.//5.7e^0:238:78//Z95116 

F-MAMMA1 000778//Human DNA sequence *** SEQUENCING ^ PROGRESS from clone 1 53G1 4, WORKING 
DRAFTSEQUENCE.//7.6e-29:222:84//AL031118 * t j-'J f/ u 

F-MAMMA1000782//Human 2,4-dienoyl-CoA reductase gene* exj^^ 

F-MAMMA 1 000798//*** SEQUENCING IN PROGRESS ***; EPM1/APECED region of chromosome 21, clones 
55 A68E8, B127P21, B173L3, B23N8, C1242C9, C579E2, A70B6, ; E(i59G9, B175D10, B52C10, C124G1 Note: Se- 

quencing in this region has been discontinued by the Stanford Human Genome Center, WORKING DRAFT SE- 
QUENCE, 50 unordered piecesy/0.00058:163:71//AC003656 . : *. !. ' 

F-MAMMA1000802//Homo sapiens chromosome 19, cosmid R33729, 7 complete sequence.//6.3e-1 51:71 4:99// 
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F-MAMMA1000824//Homo sapiens 12p13.3 BAC RPCI11-543P15 (Roswell Park Cancer Institute Human BAC 
Library) complete sequence.//4.2e-1 04:503 :99//AC00591 2 

F-MAMMA1000831//Homo sapiens clone UWGC:g1211al39,,c6mp)ete sequence 7/0. 76 :302:58//AC005502 
5 F-MAMMA1 000839//Human BAC clone RG01 3L03 from 7q21 / complete sequence.//1 .9e-54:322:68//AC002456 

F-MAMMA1 000841//Human DNAsequence "* SEQUENCING^INjPROGRESS *** from clone 968D22, WORKING 
DRAFT SEQUENCE.//6.7e-140:647:92//AL023755 ; ; ^ 

F-MAMMA1 000842//, complete sequence7/0.0068:499:59//AC0058n'; / 

F-MAMMA1000843//Plasmodium falciparum 3D7 chromosome 12PFYAC588 genomic sequence, WORKING 
10 DRAFT SEQUENCE, 2 unordered pieces.//0.13:439:59//AC004710 v 

F-MAMMA1000845//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 , WORK- 
ING DRAFT SEQUENCE7/2.2e-05:208:64//AL034557 

F-MAMMA1000851//Gallus domesticus filamin gene 5* region.'partial cds.//0.86:193:63//U00l46 
F-MAMMA1000855//Human minisatellite region detected by myoglobin 33-repeat probe, clone lambda 33.107/ 
15 0.081 :229:62//M30549 

F-MAMMA1000856//B.taurus microsatellite marker ETH8 (D6S3) DNA.//0.0024:253:60//Z22747 
F-MAMMA1000859//Sequence 6 from Patent W09722695.//2.3e-79:533:82//A63553 
F-MAMMA1 000862 

F-MAMMA1 000863//Homo sapiens genomic DNA, chromosome 21 q1 1 .1 , segment 21/28, WORKING DRAFT SE- 
20 QUENCE7/1.0e-28:439:64//AP000050 

F-MAMMA1 000865 - ' \ 

F-MAMMA1000867//CIT-HSP-2385J8.TR.1 CIT-HSP Homo sapiens genomic clone 2385J8, genomic survey se- 
quence.//0.0001 7:1 58:70//AQ240906 

F-MAMMA1000875//Homo sapiens DNA sequence from PAC 232G24 on chromosome Xq27.1-q27.3. Contains 
25 two exons similar to MAGE gene family, EST, CA repeat, STS/ complete sequence.//l .0:121 :68//AL022l52 

F-MAMMA1 000876//Homo sapiens clone HS1 9.6 Alu-Ya5 Se9uenc%//8.4e-41 :1 85:90//AF01 51 52 
F-MAMMA1000877//Homo sapiens DNA sequence from crone^78F24'bn chromosome 22ql2.l-l2.3. Contains 
one exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contains GSSs and an STS, complete sequence.// 
8.3e-57:522:75//AL022336 r '^^.fV- 

30 F-MAMMA1000880//Homo sapiens full-length insert cDNAlclOh^ / ZD54A1.07/5.2e-26: 143:1 00//AF086327 

F-MAMMA1 000883//Human DNA sequence from clone 786D3 on chromosome 22q1 3.31 -33 Contains GSS, com- 
plete sequence.//0.99:225:63//AL023801 j y \; , 
F-MAMMA1000897//R.norvegicus mRNA for plasma protein7/4:8e-07':479:58//Y11283 

F-MAMMA1 000905//F26L5TRB IGF Arabidopsis thaliana genomic clone F26L5, genomic survey sequence.//0.94: 

35 115:66//B61433 "7 f 

F-MAMMA1000906//HS_3110_B2_A11 JVIR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3110 Col=22 Row=B, genomic survey sequence7/2.5e-63:548:78//AQ182819 
F-MAMMA1 000908//Human DNA sequence *** SEQUENCINGS PROGRESS *** from clone 27K1 2, WORKING 
DRAFT SEQUENCE7/5.2e-80:480:90//AL033397 

40 F-MAMMA1 00091 4//Plasmodium falciparum MAL3P8, complete sequence.//7.6e-09:596:58//AL034560 

F-MAMMA1000921//CIT-HSP-21 71D8.TR CIT-HSP Homo sapiens genomic clone 2171D8, genomic survey se- 
quence7/6.6e-07:249:66//889575 - , : 

F-MAMMA1000931//Homo sapiens clone DJ0892G19, complete sequence 7/2.9e-43:41 5 :66//AC00491 7 
F-MAMMAlo00940//HS-l056-A2-E02-MF.abi CIT Human Genomic' Sperm Library C Homo sapiens genomic 
45 clone Plate=CT 778 Col=4 Row=l, genomic survey sequence7/6,le-44:235:78//B47296 

F-MAMMA1 000941 //Homo sapiens Chromosome 16 BAQ clorieXIT987-SKA-113A6 complete genomic se- 
quence, complete sequence.//9.4e-48:443:75//AC002299 ^ h 

F-MAMMA1 000942//Human DNA sequence from clone 9l4P-r4gn; : chromosome Xq23 Contains calpain-like pro- 
tease gene, DCX (doublecortin) ESTs, CA repeat, GSS, comp)St^sequence7/l .8e-i4:i75:76//AL03iH7 
so F-MAMMA1000943//Plasmodium falciparum 3D7 chromosome* 3 2 -PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces7/0.0082:684:56//AC005308 

F-MAMMA1000956//Homo sapiens chromosome 16, cosmid clone 363 E3 ( LAN L), complete sequence7/3.3e-30: 
530:67//AC004643 *\ , ' ' \ : ' . 

F-MAMMA1000957//HS_3039_A2_C08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=3039 Col=16 Row=E, genomic survey sequencey//l'.3e-72:390:94//AQ155121 

F-MAMMA1000962//Homo sapiens clone DJ0756H11, WORKING INDRAFT SEQUENCE, 5 unordered pieces.// 
1.8e-58:318:86//AC006001 

F-MAMMA1 000968//Homo sapiens DNA sequence from clone 51 1 B24 on chromosome 20q1 1 .2-1 2. Contains the 
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TOP1 geneforTopoisomerasel.the PLCG1 gene for 1-Phosphatidylinositol-4,5-Bisphosphate Phosphodiesterase 
Gamma 1 (EC 3.1.4.11, PLC-Gamma-1, Phospholipase C-Gafnma-.VPLC-ll, PLC-148), the KIAA0395 gene fora 
probable Zinc Finger Homeobox protein and a 60S Ribosomal Protein L23 LIKE pseudogene. Contains a predicted 
CpG island, ESTs, STSs and GSSs, complete sequence.//r*4e-li3:396:65//AL022394 
5 F-MAMMA1 000975//Human DNA sequence from clone 344I7 on chromosome Xp1 1 .21 -1 1 .3. Contains a Keratin, 

Type II Cytoskeletal 8 (Cytokeratin 8, CYK8, KRT8) pseudogene, ESTs and a GSS, complete sequence7/1 .4e-79: 
690:77//AL024458 ' ' 

F-MAMMA1000979//Homo sapiens PAC clone DJll86COi'from 7q2l.2-q3l.l, complete sequence7/0.089:2l4: 
66//AC004991 " • 

10 F-MAMMA1000987//Human PAC clone DJ527C21 from Xq23, complete sequence.//1 .1e-58:458:82//AC0001 14 

F-MAMMA1000998//Human DNA sequence from PAC 997K18 on chromosome 20pl2. Contains ESTs and CA 
repeat7/1.1e-05:439:62//AL02l406 

F-MAMMA1001003//Homo sapiens DNA sequence from PAC 93L7 on chromosome Xq2l. Contains part of the 
CHM (TCD, REP1 ) gene coding for RAB Escort protein 1 (REP-1 , RAB proteins geranylgeranyltransferase corn- 
's ponent A 1 , Choroideraemia protein, Tapetochoroidal Dystrophy (TCD) protein). Contains ESTs and an STS, com- 
plete sequence 7/0.24: 1 66:68//AL022401 

F-MAMMA1001008//Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE.// 
1.6e-1 03:1 39:99//AJ01 1929 

F-MAMMA1001021//Homo sapiens clone 24544 beta-dystrobrevin mRNA, partial cds.//6.5e-48:465:76// 
20 AF070567 

F-MAMMA1001024//CITBI-E1-2501L21TF.1 CITBI-E1 Homo sapiens genomic clone 2501L21, genomic survey 
sequence.//1.0:175:62//AQ241701 f ; 

F-MAMMA1 001 030//Homo sapiens G protein-coupled rec u epto^il;GR5;(LGR5) mRNA, complete cds,//1 .1 e-30:753: 
6//1AF061444 [ ^vfi ;K.;/ 

25 F-MAMMA1001035//Human Chromosome 16 BAC clone CIT987SK-A;1000D7, complete sequence.//7.9e-24: 

256:76//AC002990 . rj? < 

F-MAMMA1001038//CIT-HSP-2284N21 TFCIT-HSP Homo sapiehs genomic clone 2284N21 , genomic survey se- 
quence. //0. 96:78 :75//AQ000903 - : ' f :\ 

F-MAMMA1001041//chicken mRNA for alpha-actinin, complete cds. 7/2. 8e-09:355:63//D26597 
30 F-MAMMA1001050//Homo sapiens BAC clone RG060P12 from 7q2l, complete sequence 7/2. 6e-40: 378:76// 

AC002457 

F-MAMMA1001059//Mouse RNA helicase and RNA-dependent ATPase from the DEAD box family mRNA, com- 
plete cds.//4.8e-97:661:83//L251 25 

F-MAMMA1001067//Homo sapiens genomic intron breakpoint sequence of MLL rearrangement, 285 bp7/2.8e- 

35 1 8:110:100//AJ000169 

F-MAMMA1001073//HS_3046_A2_G08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3046 Col=1 6 Row=M, genomic survey seq'uence7/1 .0:142:68//AQ098420 
F-MAMMA1001074//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 455J7, WORKING 
DRAFT SEQUENCE.//1 .2e-23:386:70//AL031 733 

40 F-MAMMA1 001 075//Homo sapiens (clone F4) transmembrane protein mRNA sequence.//1 . 1 e-27:559:65//L09749 

F-MAMMA1001078//Homo sapiens chromosome 17, clone hRPK.346_K_10, complete sequence7/2.0e-22:334: 
69//AC006120 v 

F-MAMMA1001080//Human immunoglobulin heavy chain variable region (VH III family) from igM rheumatoid fac- 
tor.//6.4e-58:327:92//L29155 ; .i 

45 F-MAMMA1001082//Homo sapiens Xp22 GSHB-314C4 (Gen onie ^Systems Human BAC library) complete se- 

quence.//3.8e-87:695:77//AC004087 : V^*'^./" 

F-MAMMA1001091//Homo sapiens chromosome 19, cosmid- F219iS^ complete sequence.//7.0e-05 :594:60// 

AC005256 

F-MAMMA1001092//Human DNA sequence from PAC 49C23 on chromosome X contains malate dehydrogenase 
so pseudogene and STS7/1.6e-91:174:87//293019 :'/ .< " \ 

F-MAMMA1001105//Homo sapiens OVO-like 1 binding proteinyfdvot^jmRNA, complete cds.//6.4e-23:507:66// 
AF0 16045 ' ' c " ! " :; ! ' 

F-MAMMA1001110//Homo sapiens chromosome 19, cqsmid ,F.16815, complete sequence.//0.77:31 6:60// 

acoo4637 ' if: . 

55 F-MAMMA1001126//Homo sapiens PAC 50H2 in the CUTL1 locus, complete sequence 7/3.3e-2 1:237:73// 

AF047825 

F-MAMMA1001133//Human DNA sequence from BAC 57G9on chromosome 22q12.1 Contains ESTs, CA repeat, 
GSS.//0.97:202:63//Z951 1 6 
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F-MAMMA1001139//tricarboxylate carrier [rats, liver, mRNA Partial, 2986 nt].//1.6e-84:406:82//S70011 
F-MAMMA1001143//Homo sapiens DNA sequence from cosmid N75B3 on chromosome 22 Contains EST, exon 
trap, complete sequence7/1 .3e-14:182:76//AL022339 • ■".*. 

F-MAMMA1001145//Human DNA sequence from cosmid CU115G11, between markers DXS6791 and DXS8038 
on chromosome X contains ESTs and STS.//5.2e-87:714:78//Z71187 

F-MAMMA1 001 1 54//CIT-HSP-2341 D1 3.TF CIT-HSP Homo sapiens genomic clone 2341 D1 3 genomic survey se- 
quence.//0.00051 :249:61//AQ055735 

F-MAMMA1001161//Homo sapiens chromosome 14, B AC CITB-135H 17 containing the RAD51L1 gene, complete 
sequence.//2.2e-30:41 0:70//AC00451 8 

F-MAMMA1 0011 62//Homo sapiens full-length insert cDNA clone ZA79C01 7/2.4e-1 3 :87: 1 00//AF0861 23 
F-MAMMA1001181//Mus musculus C2C12 unknown mRNA, partial cdsY/9.3e-15:432:60//U31629 
F-MAMMA1001186//Homo sapiens chromosome 17, clone hRPK.74_E_22, complete sequenceV/6.8e-57:670: 
72//AC005696 v ? . > 

F-MAMMA1001191 . >■{ [ 

F-MAMMA1001198//Mus musculus eps15R mRNA, complete cdsWr.5e-11 7:759 :84/AJ29 156 
F-MAMMA1001202 ; . 

F-MAMMA1001203//Homo sapiens chromosome 17, clone hRPK : :22iN_12, WORKING DRAFT SEQUENCE, 2 
ordered pieces.//1.5e-161:764:98//AC005412 ' ' 

F-MAMMA1001206//Homo sapiens chromosome 17, clone HCIT421K24, complete sequence .//5:1e-30:535:65// 
AC004099 v J 

F-MAMMA1001215//Homo sapiens chromosome 19, CIT-HSPBAG 470n8, complete sequence7/8.4e-l 82:860: 
98//AC005393 

F-MAMMA1001220//Homo sapiens PAC clone DJ0745K06 from. 7jq3;i , complete sequence.//7.7e-58:690:70// 
AC004875 

F-MAMMA1001222//Mouse loricrin mRNA, complete cds.//2.7e-07:624:58//M34398 

F-MAMMA1001243//Homo sapiens chromosome 17, clone hRPK.192_H_23, complete sequence. //0.91: 177:66// 

AC005726 

F-MAMMA1001244 

F-MAMMA1001249//Human 28S ribosomal RNA psuedogenes and alu repeat region sequence.//6.7e-09:502:58// 
U67616 ; *: : 

F-MAMMA1001256//Human DNA sequence from clone 441J1 on chromosome 6p24 Contains STS, GSS, com- 
plete sequence.//5.0e-37:342:80//Z99495 

F-MAMMA1 001259 * '\".'\ 

F-MAMMA1001260//Homo sapiens mRNA for KIAA0661 protein, .complete cds.//8.7e-40:659:64//AB0 14561 
F-MAMMA1 00126B//Homo sapiens PAC clone DJ0844F09 frorri:7pl2-pl'3, complete sequence.//4.9e-43:265:8l// 
AC004453 * 

F-MAMMA1001271//Salmo salar DNA for a cryptic repeat7/2.6e-66:31iV63//AJ0 12206 

F-MAMMA1001274//Homo sapiens clone DJ0607J02, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
6.6e-70:327:83//AC004840 5 : f' ' ' 

F-MAMMA1001280//Homo sapiens Xp22 bins 87-93 PAC RPCI1-122K4 (Roswell Park Cancer Institute Human 
PAC Library) complete sequencei/1 .Oe-05 :276:66//AC003035 ' ! -.*- 

F-MAMMA1001292//Human DNA sequence from clone 1 1 /O^.bnvchro'mosome 22ql 2.2-1 3.1. Contains three 
novel genes, one of which codes for a Trypsin family protein wiffi'class A LDL receptor domains, and the IL2RB 
gene for Interleukin 2 Receptor, Beta (IL-2 Receptor, CD122 antigen). Contains a putative CpG island, ESTs, and 
GSSs, complete sequence.//3.6e-98:199:98//AL022314 L ^ VV^'r 

F-MAMMA1001296//RPCI11-38B4.TV RPCI-1 1 Homo sapiens genomic clone RPCI-1 1-38B4, genomic survey se- 
quence.//4.7e-33:292:71//AQ030084 

F-MAMMA1 001 298//Homo sapiens chromosome 1 7, clone hRPK.849_N_1 5, complete sequence7/1 .6e-1 82:860: 
98//AC005703 ^ r 

F-MAMMA1001305//Human DNA sequence from clone 116F5 on chromosome 22qi3. Contains part of an un- 
known gene and part of a RhoGAP (CDC42 GTPAse Activating Protein) LIKE gene. Contains ESTs, STSs, GSSs, 
genomic marker D22S1168 and aCA repeat polymorphism, complete Sequence7/I.9e-70:163:97//Z93244 
F-MAMMA1 001 322//Human DNA sequence from clone 774I24 on chromosome 1 q24. 1 -24.3 Contains protein sim- 
ilar to pregnancy-associated plasma protein A precursor neuronal migration protein astrotactin, ESTs, STS and 
GSS, complete sequence.//2.6e-l9:379:68//AL03l290 ( w - ; 

F-MAMMA1001324//Human DNA sequence "* SEQUENCINGS 'PROGRESS *** from clone 197L1, WORKING 
DRAFT SEQUENCE.//4.5e-131 :751 :90//AL031390 * li/A- ; y \ 

F-MAMMA1 001 330 ; '< . 

, v- 
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F-MAMMA1001341//Susscrofa7/1.6e-36:420:73//Z46906 

F-MAMMA1001343//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS from MALI P1 , WORK- 
ING DRAFT SEQUENCER. 1e-05:818:58//AL031 744 
F-MAMMA1001346 

5 F-MAMMA1001383//Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered pieces 7/2. 0e-44:505:74// 

AC004086 . . i I , 

F-MAMMA1 001 388//Human IGF binding protein complex acid-labile subunit a mRNA, complete cds7/1 .5e-07:41 5: 
58//M86826 

F-MAMMA1 001 397//Human DNA sequence from clone 462D8 on chromosome 22q 1 1 .21 -1 2.1 Contains EST, STS 

10 and GSS, complete sequence7/1 .6e-23 :209:75//AL022332 

F-MAMMA1001408//HS_3242_A1 JH11_T7 CIT Approved Human, Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3242 Col=21 Row=0, genomic survey sequence.//2.7e-07:181 :69//AQ207300 
F-MAMMA1001411//Homo sapiens autosomal dominant polycystic kidney disease type II protein (PKD2) gene, 
exon 14.//0.98:120:68//AF004872 u. 

15 F-MAMMA1001419//HS_2053_B1_F12_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2053 Col=23 Row=L, genomic survey sequence.//T.9e-75 :424:93//AQ244585 
F-MAMMA1001420//Homo sapiens chromosome 4 clone B203C23 map 4q25, complete sequence7/2.4e-09:199: 
70//AC004049 ' 

F-MAMMA1001435//Homo sapiens chromosome 16p11 .2 BAG.clone CIT987SK-2011O4, WORKING DRAFT SE- 
20 QUENCE, 4 unordered pieces7/5.1 e-42:558:69//AC004529 F-MAMMA1 001 442//Plasmodium falciparum chromo- 

some 2, section 37 of 73 of the complete sequence 7/0.001 9:51 6:56//AE00l 400 

F-MAMMA1001446//Homo sapiens Xp22 BAC GSHB-519E5 (Genome Systems Human BAC library) complete 
sequence7/3.6e-42:486:70//AC003684 ... ; 

F-MAMMA1001452//RPCI11-48022.TJ RPCI11 Homo sapiens genomic clone R-48022, genomic survey se- 
25 quence.//5.3e-87:423:98//AQ1 99294 

F-MAMMA1 001 465//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 41 4D7, WORKING 
DRAFT SEQUENCE7/0.00038:114:75//AL033543 / • 

F-MAMMA1001476//Mus musculus uridine kinase mRNA, partial cds 7/4. 1 e-99: 604 :87//L3 1783 
F-MAMMA1001487//Homo sapiens clone DJ1070G24, WORKING DRAFT SEQUENCE, 12 unordered pieces7/ 
30 1 .0e-13:158:77//AC005486 

F-MAMMA1001501//Human mRNA for calcium activated neutral -protease large subunit (muCANP, calpain, EC 
3.4.22.17)7/9.6e-52:438:81//X04366 

F-MAMMA1 001 502//Human DNA sequence *** SEQUENCiNG|lN PROGRESS "* from clone 356B7, WORKING 
DRAFT SEQUENCE.//3.7e-152:720:99//AL031714 '. 'f^y ; 

35 F-MAMMA1001510//Human PAC clone DJ43804 from 22^1 21*1 -qter, complete sequence.//i.ie-05:37l:6l// 

AC002378 

F-MAMMA1001522 *~ ut H 

F-MAMMA1001547 ■ .'" 

F-MAMMA1001551//Homo sapiens mRNA for KIAA0462 protein, partial cds7/2.3e-1 28:61 4:98//AB007931 
40 F-MAMMA1 001 575//Human Chromosome 16 BAC clone CIT987SK-A-815A9, complete sequence.//0.97: 154:68// 

afooi548 ' 

F-MAMMA1001576//Human gamma-tubulin mRNA, complete cdsV/V.8e-95 :529: 91 //M6 1764 
F-MAMMA1001590//Human DNA sequence from clone 125H2 'on'dhrombsome 22q11-1 2 Contains part of myosin 
heavy chain gene, EST, CA repeat, STS, GSS, complete sequence.//1 .8e-07:104:84//Z98949 
45 F-MAMMA1001600//HS_3022_A2JH01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3022 Col=2 Row=0, genomic survey sequence.//1.6e-66:405:90//AQl 63791 
F-MAMMA1001604//Human DNA sequence from clone 1114G22 on chromosome 1 q24-25 Contains EST, CA re- 
peat, Ninenin like sequence, complete seq uence.//0. 00043:71 5:58//AL008626 

F-MAMMA1001606//jd114 Trypanosome Shotgun M1 3 genomic Trypanosoma brucei brucei genomic clone 2G6, 
so genomic survey sequence 7/0. 19:266:62//B1 3685 1 

F-MAMMA1 001 620//Homo sapiens monocyte/neutrophil elastase inhibitor gene, complete cds7/9.7e-54:442:69// 
AF053630 

F-MAMMA1001627//X.borealis ribosomal spacer DNA, witha DNas'e I -hypersensitive site 7/0. 14:221 :62//M29833 
F-MAMMA1001630//Homo sapiens chromosome 17, clon eJiRF>K : . 22 J\M 2, WORKING DRAFT SEQUENCE, 2 
55 ordered pieces.//2.0e-47:611 :71//AC005412 ; 1 : 

F-MAMMA1001633//Human zinc finger protein (LD5-1 ) mRNA, complete cds7/1 .1e-42:611 :67//U57796 
F-MAMMA1001635//Human BAC clone RG072E11 from 7q2T-7q22; complete sequence7/4.0e-35:407:70// 
AC000118 - ; .i 
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F-MAMMA1001649//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequence7/0.44:245:63//AL022577 
5 F-MAMMA1 001 654//Mouse transcriptional control element.//0 ,0025:1 89:63//M1 7284 

F-MAMMA1 001 663//CIT-HSP-21 65E1 6.TR CIT-HSP Homo sapiehsgenomic clone 21 65E1 6, genomic survey se- 
quence V/9.7e-05:146:66//B95491 

F-MAMMA1001 670//HS_3136_A1 _G06_MR CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3136 Col=11 Row=M, genomic survey sequence7/3.1e-28:237:85//AQ148779 
10 F-MAMMA1001671//Homo sapiens chromosome 19, cosmid-'F23269, complete sequence.//3.3e-181 :863:98// 

AC005614 ' 1 

F-MAMMA1001679//HS_3054_A1_H11 JvIR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3054 Col=21 Row=0, genomic survey sequ'ence'V/i .0:89:70//AQ106118 
F-MAMMA1001683//Spermatozopsis similis mRNA for 90, ,kD ; basal apparatus-protein. //8.3e-07:480:62// 

15 AJ224970 ■;. ; 

F-MAMMA1001686//HS_3219_B1_A03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3219 Col=5 Row=B, genomic survey seq uence 7/0. 6 0072:1 80 :65//AQ 180345 
F-MAMMA1001692//HS_3047_B1_B10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3047 Col=19 Row=D, genomic survey sequencei//2.5e-94:459:98//AQ1 34228 

20 F-MAMMA1001711//Homo sapiens clone DJ0635O05, WORKING DRAFT SEQUENCE, 7 unordered pieces.// 

1.2e-42:316:82//AC004845 

F-MAMMA1 001 71 5//CIT-HSP-2347A1 4.TF CIT-HSP Homo sapiens genomic clone 2347A1 4, genomic survey se- 
quence 7/1.1 e-60:41 3 :87//AQ059 125 ■'■' : '' 5i 

F-MAMMA1 001 730//Homo sapiens brain and nasopharyngeal carcinoma susceptibility protein NSG-x mRNA, par- 
25 tial cds.//1 .8e-133:646:97//AF095687 ./ ■ 

F-MAMMA1001735//chicken brain tubulin beta chain mma7/3.5eTllb:740:84//J00913 

F-MAMMA1001740//Human DNA sequence from PAC 136017 on .chromosome X contains ESTs and STS 7/0.98: 
416:57//Z72001 v i :V "f * • 

F-MAMMA1001743//Homo sapiens clone DJ0981O07, complete sequence.//3.2e-16:194:75//AC006017 
30 F-MAMMA1001744//Homo sapiens DNA sequence from clone 46618 on chromosome Xqll. 1-13.2. Contains an 

unknown gene similar to Coagulation Factor V (Activated Protein 'Cpof actor), Coagulation Factor VIII (Procoag- 
ulant Component) and Cerulopiasmin (EC 1.16.3.1, Ferroxidase)V°Contains ESTs and an STS, complete se- 
quence.//0.0036:181:66//AL030998 . ^ .. V. 

F-MAMMA1001745//Homo sapiens BAC clone 529F11 M'mf8q2ir complete sequence.//l .2e-60:822:68// 
35 AF070718 

F-MAMMA1001751//Human potassium channel KCN01 mRNA; complete cds7/1 .2e-35:583:65//U90065 
F-MAMMA1001754//Bos taurus vacuolar proton pump subunit SFD alpha isoform (SFD) mRNA, complete cds.// 
8.4e-102:627:87//AF041338 ' ; * 

F-MAMMA1 001 757//HS_2058_B2_C04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=2058 Col=8 Row=F, genomic survey seq ; uefice.^j :7b-24:173:88//AQ243865 

F-MAMMA1 001 760//Human DNA sequence from clone 354N1 9 on chromosome 6q22. Contains the 3' part of the 
gene for Mannosyl-Oligosaccharide Alpha-1 ,2-Mannosidase (Mah(9)-afpHa-mannosidase, EC 3.2.1 .11 3), a Cyto- 
chrome C Oxidase Polypeptide I (EC 1.9.3.1) pseudogene and a pseudogene similar to 60S Ribosomal Protein 
L13A. Contains genomic markers D6S287 and D6S1 696, ESTs; 'STSs, GSSs and two CA repeat polymorphisms, 
45 complete sequence7/6.6e-76:349:87//AL022722 

F-MAMMA1001764//Saccharomyces douglasii mitochondrial cytochrome c oxidase subunit I (COXI) gene, com- 
plete cds.//0.23:633:57//M9751 4 

F-MAMMA1001768//Bovine herpesvirus 1 complete genome.//2.3e- i il:547:60//AJ00480i 
F-MAMMA1001769//Homo sapiens 12q13.1 PAC RPCI1-228P16 (Rpswell Park Cancer Institute Human PAC Li- 
50 brary) complete sequence7/1 .1 e-76:509:78//AC004801 

F-MAMMA1 001 771//M.musculus mRNA for semaphorin B7/2.7e-1 06:744:82//X85991 
F-MAMMA1001783//Human PAC clone 127H14from 12q, compleie seq uence 7/6. Oe-20: 228 :75//AC002563 
F-MAMMA1001785 ^ ^ 

F-MAMMA1001788//Human DNA sequence from clone 425Ct4 l on chromosome 6q22 Contains the HSF2 gene 
55 forHeat Shock Factor2 (Heat Shock Transcription Factor 2,-HST^2)jand an unknown gene similar to the placental 
protein DIFF33 gene. Contains ESTs, STSs and GSSs, complete^sequence.//5.0e-05:152:74//Z99l29 
F-MAMMA1 001 790//Homo sapiens chromosome 1 2p1 3.3 clone, RPCI3-454B23, WORKING DRAFT SEQU ENCE, 
48 unordered pieces7/4.5e-53:318:80//AC005845 v ;: ' " ' 

.■ l:-" ■ 
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F-MAMMA1001806//Homo sapiens chromosome 19, cosmid, R29368, complete sequence 7/1.0:131:67// 
AC004262 \ \ j- 

F-MAMMA1001812//Human Chromosome X clone DWXD187, complete sequence.//3.0e-34:257:83//AC004383 
F-MAMMA1001815//Homo sapiens PAC clone DJ0850G01 from 7q21.2-q22, complete sequence7/5.2e-61:516: 
5 79//AC004128 

F-MAMMA1001 81 7//Homo sapiens 1 2q24 PAC RPCI1 -261 P5 (Roswell Park Cancer Institute Human PAC library) 
complete sequence J/3. 1 e-32:295:78//AC004031 ''4\:'y\:' : 

F-MAMMA1 001 81 8//Homo sapiens chromosome 21 q22.3, PAC clones 31 4N7, 225L1 5, BAC clone 7B7, complete 
sequence bases 1.3333037/0.71:179:67//AJ011930 ; ^|;> ; «^ 

10 F-MAMMA1001820//Rattus norvegicus mRNA for PAG608 geriel/^-pe-91:726:79//Y13148 

F-MAMMA1001824//HS_3108_A1_G12_MR CIT Approved Hu^an 'Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3108 Col=23 Row=M, genomic survey sequence .//3.4e-05:119:74//AQ1 07508 
F-MAMMA1001836//Homo sapiens chromosome 18, clone hRPK.537_E_1, complete sequence7/3.4e-45:312: 
85//AC006211 ; v ; ; . 

15 F-MAMMA1001837//Rattus norvegicus zinc finger protein YV (RLZF-Y)* mRNA, complete cds.//4.5e-51 :480:75// 

AF052042 

F-MAMMA1001848//CITBI-E1-2516P17.TF CITBI-E1 Homo sapiens genomic clone 2516P17, genomic survey 
sequence.//1 .0e-1 00:486:98//AQ279620 

F-MAMMA1 00 1851 //Human DNA from overlapping chromosome 19-specific cosmids R30072 and R28588, ge- 
20 nomic sequence, complete sequence.//5.1e-07:197:67//AC002390 

F-MAMMA1001854 

F-MAMMA1001858//RPCI11-11L22.TP RPCI-11 Homo sapiens genomic clone RPCI-11-11L22, genomic survey 
sequence.//0.091:161:65//B75631 * : • '/ .: 

F-MAMMA1001864//Human PAC clone DJ0205E24 from Xq23, complete sequence Y/2.6e-09:397:6l//AC0030l 3 
25 F-MAMMA1001868//HS_2196_B2_A12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2196 Col=24 Row=B, genomic survey sequence.//5.8e-1 3:86:1 00//AQ032455 
F-MAMMA1 001 874//H .sapiens CpG island DNA genomic Mse1 fragment, clone 63h5, reverse read cpg63h5.rtla.// 
1.0:127:63//Z62129 

F-MAMMA1001878//Human DNA sequence from BAC 999D10 on chromosome 22q13.3. Contains two BAC end- 
30 sequences (GSSs).//1.7e-19:372:67//Z94802 ' -\ %L&y '* 

F-MAMMA1001880//RPCI11-90K3.TJ RPCI11 Homo sapiens genomic clone R-90K3, genomic survey sequence.// 
6.6e-11 :362:62//AQ283465 * X *£^&r\ 

F-MAMMA1001890//Human DNA sequence *** SEQUENCING IN^P REGRESS *** from clone 508115, WORKING 
DRAFT SEQUENCE.//1 .8e-45:31 7:86//AL021 707 
35 F-MAMMA1001907//Human DNA sequence *** SEQUENCING* IN PROGRESS *** from clone424J12, WORKING 

DRAFT SEQUENCE.//2.7e-23:255:77//Z82207 t . ■ * . 

F-MAMMA1001908//HS_2225_A1_A03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2225 Col=5 Row=A, genomic survey sequencers .4e-08:264:62//AQ30 1597 
F-MAMMA1 001 931//HS_3049_B2_D09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3049 CoM8 Row=H, genomic survey sequence 7/1. 7e-47:295:90//AQ 100 157 

F-MAMMA1 001 956//H .sapiens DNA sequence.//0.056:233:66//Z2249'3 u> 

F-MAMMA1001963//Homo sapiens adenylosuccinate lyase gene, complete cds.//0.99:l 73: 68//AF 106656 
F-MAMMA1 001 969//Human DNA sequence from cosmid 232L22, between markers DXS366 and DXS87 on chro- 
mosome X contains ESTs glycerol kinase pseudogene.//5.3e-63:479:78//Z73986 
45 F-MAMMA1 001 970//Homo Sapiens BAC clone BK085E05 from 22q1 2.1 -qter, complete sequencey/1 .4e-l 26:699: 

93//AC003071 1 : v ^ r . 

F-MAMMA1001992//HS_3078_Al_A09Jv1F CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3078 Col=17 Row=A, genomic survey sequence .//3.3e-08:257:65//AQ 143646 
F-MAMMA1002009//Homo sapiens chromosome 17, clone hRf*ft!214_0_l, complete sequenceV/1 .5e-07:244: 

50 62//AC005224 \ ^r. 

F-MAMMA1002011//HS_3252_B1_B05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3252 Col=9 Row=D, genomic survey sequence.//1 .3e-07: 1 70:69//AQ30471 1 
F-MAMMA1002032//Homo sapiens chromosome 12p13.3, WORKING' DRAFT SEQUENCE, 37 unordered piec- 
es V/2. 1e-34:3 15: 79//AC004803 ; ■ £ ^ 

55 F-MAMMA1002033//HS_3023_A2_G04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3023 Col=8 Row=M, genomic survey sequence.//4.3e : 69:366:94//AQ1 05493 
F-MAMMA1002041//Genomic sequence from Human 9q34, complete seq ue nee y/5.3e-85:439:82//AC00 1227 
F-MAMMA1002042//Homo sapiens chromosome 3, clone hRPK.165nL16, complete sequence.//1 .4e-20:3 14:70// 

», * •' .-t 

•jf«l I.* t.'. ; 
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F-MAMMA1002047//Homo sapiens t2pi3.3 BAC R PC 1 1 1 -429^20 (Roswe 1 1 Park Cancer Institute Human BAC 
Library) complete sequence.//6.8e-1 4:526 :62//AC005906 c^fv V J 

F-MAMMA1002056//Human DNA sequence from clone 1189B24* 0(V chromosome Xq25-26.3. Contains NADH- 
5 Ubiquinone OxidoreductaseMLRQsubunit (EC 1.6.5.3, EC r.6:99^3/Pj-MLRQ) ( Tubulin Beta and Proto-oncogene 

Tyrosine-protein Kinase FER (EC 2.7.1.112, P94-FER, C-FER^7^K3j.pseudogenes, and part of a novel gene 
similar to hypothetical proteins S. pombe C22F3.14C and C. elegans-C l6A3.8. Contains ESTs, an STS and GSSs, 
complete sequenced. 1e-47: 648: 71 //AL030996 .-,'! 

F-MAMMA1002058//Homo sapiens PAC clone DJ0732C22;frpm 7p1,1 ; 2-pl3, complete sequence7/2.4e-1 9:256: 
10 74//AC004869 

F-MAMMA1002068//Homo sapiens, clone hRPK.2_A_1 , complete sequence .//5.4e-41 :407:78//AC006197 
F-MAMMA1002078//Human DNA sequence from PAC 106120 on chromosome 22q12 Contains ESTs and STS, 
complete sequence7/0.021:333:64//Z8l 31 3 ■ v ;'V; 

F-MAMMA1 002082 * 1 " '* 

15 F-MAMMA1002084//Caenorhabditis elegans cosmid F28C12, complete sequenceY/0.032:469:58//Z93380 

F-MAMMA1002093//HS_3050_B1_F06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3050 Col=11 Row=L, genomic survey sequence.//1 .0:77:71 //AQ1 05997 
F-MAMMA1002108//Homo sapiens anion exchanger 3 gene, exons v 1 and 2 and complete 5'UTR.//8.3e-1 0:464: 
60//AF017308 v > 

20 F-MAMMA1002118 

F-MAMMA1002125//Homo sapiens chromosome 17, clone HCIJ217L10, complete sequence.//1 .0e-35:619:68// 
AC003962 f'Pfe- 

F-MAMMA1002132//RPCI11-78F11.TJ RPCI11 Homo sapjens genomic clone R-78F11, genomic survey se- 
quence.//1 .0e-90:357:97//AQ286460 . f 

F-MAMMA1002140//Homo sapiens 12q24 PAC RPCI1-66E7 (IJpswqll Park Cancer Institute Human PAC library) 
complete sequence7/l.6e-45:583:64//AC0042l 6 ^^->y 
F-MAMMA1002143//Human serum constituent protein (MSE55j;mRNA^complete cds7/6.0e-H:l92:70//M88338 
F-MAMMA1002145//Human DNAsequence '"SEQUENCING IN PFfo^RESS *** from clone 102D24, WORKING 
DRAFT SEQUENCE.//0.0028:570:59//AL021391 V*'-?; *, 

30 F-MAMMA1 0021 53//HS_3005_A1 _D04_MF CIT Approved Hurrah Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3005 Col=7 Row=G, genomic survey sequenbe?//4.9e-4l :213:99//AQ132213 
F-MAMMA1002155//Human DNAsequence*** SEQUENCINGS f>ROGRESS*** from clone 462023, WORKING 
DRAFT SEQUENCE.//1 .2e-45:303:78//AL031 431 ', 
F-MAMMA1 0021 56 " *T' 1 

35 F-MAMMA1002158//CITBI-E1-2508P18.TR CITBI-E1 Homo sapiens genomic clone 2508P18, genomic survey 

sequence.//7.1 e-42:255:92//AQ2661 65 

F-MAMMA1002170//Homo sapiens chromosome 17, clone HCIT187M2, complete seq u e nee .//2.0e-8 1:604: 81// 
AC004448 •■' : • 

F-MAMMA1002174//Homo sapiens clone UWGC:y67c126 from' 6p21, complete sequence.//3.2e-43:333:83// 

40 AC004212 [ r V:H 

F-MAMMA1002198//H.sapiens thiol-specific antioxidant protein mRNA7/1.0e-34:121:98//Z22548 
F-MAMMA1002209//HS_2197_B1_E07Jv1R CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l97 CoI=13 Row=J, genomic survey sequence7/9.6e-1 8:1 63:84//AQ2 10058 
F-MAMMA1002215//Homo sapiens anion exchanger 3 gene, exphs.i,and 2 and complete 5'UTR7/6.3e-08:435: 

45 60//AF0 1 7308 * c. 

F-MAMMA1 00221 9//Rattus norvegicus rexo70 mRNA, completexds://t.8e-124:752:87//AF032667 
F-MAMMA1002230//Plasmodium falciparum 3D7 chromospfel2|PFYAC588 genomic sequence, WORKING 
DRAFT SEQUENCE, 2 unordered pi eces.//0. 67:356 :59/M(^0471^ r ^ 

F-MAMMA1002236//Rattus norvegicus initiation factor el F-2B gamm^subun it (elF-2B gamma) mRNA, complete 
50 cds.//9.3e-140:836:87//U38253 \^Vff^ ! 

F-MAMMA1002243//Homo sapiens chromosome 17, clone hRPK.il2_H_l0, complete sequencey/1 .4e-l 45:691 : 
98//AC005666 V^^'v 

F-MAMMA1002250//Homo sapiens chromosome 16, P1 clone :i09-9G : (LANL), complete sequenceY/6.0e-138: 
660:98//AC005600 . V,;, ; 

55 F-MAMMA1002267//Homo sapiens chromosome 2 f P1 clone 777H5 (LBN LH27), complete sequence 7/0.066:333: 
60//AC003676 ; ^ , 

F-MAMMA1 002268//Mus musculus sphingosine kinase (S PHK1 a) mRNA', partial cds7/1 .1 e-39:404:74//AF068748 
F-MAMMA1002269//HS_3163_B1_D03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
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nomic clone Plate=3163 Col=5 Row=H, genomic survey sequence.//l.0:150:63//AQl71576 
F-MAMMA1002282//Human Chromosome 16 BAC clone CIT987SK;327024, complete sequencey/1 .5e-22:315: 
67//AC003108 ; f V 

F-MAMMA1002292//B.garinii (strain Tls1) p83/100 gene (partial)7/6.73:200:64//X81533 
5 F-MAMMA1002293//Homo sapiens clone DJ1147A01 , WORKING DRAFT SEQUENCE, 25 unordered pieces.// 

1.6e-56:408:75//AC006023 . w *y .... 

F- MAMMA 1 002294//Sequence 2 from Patent W0951 6779.//1 .8e-06:401 :62//A45258 
F-MAMMA1 002297 } ' ■ 

F-MAMMA1002298//Homo sapiens DNA from chromosome 19, cosmid R29144, complete sequence.//0.0056: 
10 525:61//AC004221 

F-MAMMA1002299//CIT-HSP-2345B2.TR CIT-HSP Homo sapiens genomic clone 2345B2, genomic survey se- 
quenced .2e-90:446:98//AQ053994 

F-MAMMA1 002308//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 850H21 , WORKING 
DRAFT SEQUENCE.//1 .3e-35:329:78//AL031680 

is F-MAMMA1 00231 0//Human gastric (H ++ K + )-ATPase gene, complete cds.//0.0060:301 :60//J05451 

F-MAMMA1 002311 //Human Chromosome 15q11-q13 clone pbd276c12 from the Prader-Willi/Angelman syn- 
drome region, WORKING DRAFT SEQUENCE, 3 unordered pieces ,//8.6e-50:327:69//AC004737 
F-MAMMA1 00231 2//Homo sapiens DNA sequence from PAC 435D1 on chromosome Xq25. Contains ESTs and 
STS7/1.3e-09:741:58//Z86064 • - *';*. 

20 F-MAMMA1002317 : ^^^K 

F-MAMMA1 00231 9//Homo sapiens chromosome 19, fosmid .39347, ~ complete seq ue nee .//1.9e- 158: 746:99// 
AC005756 Vii.7:"''i 

F-MAMMA1002322//Homo sapiens Chromosome 11p14.3 PAC clpne 1 ppJ1 034g4, complete sequence7/5.3e-52: 
61770//AC004796 : : M :" ; 5, « ,r } 

25 F-MAMMA1002329//Homo sapiens RaP2 interacting protein; 8JRPJP8), mRNA, complete cds.//0.22: 143:67// 

U93871 * : ; ' " 

F-MAMMA1002332//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 30G7, WORKING 
DRAFT SEQUENCE.//1 .6e-31 :287:74//AL034402 ' » ' : ;- 5* \ 

F-MAMMA1002333//Mycobacterium tuberculosis H37Rv complete 1 genome; segment 148/1 62.//2.5e-09:674:59// 
30 AL022022 

F-MAMMA1002339//Homo sapiens chromosome 21q22.3, cosmid clone Q4H9 complete sequence bases 
1 .41 604.//2, 1 e-57:522:77//AJ01 1 932 

F-MAMMA1002347//Homo sapiens BAC clone RG1 36N 17 from 7p15-p21, complete sequence.//2.0e-1 4:258:69// 
AC004129 • > : • 

35 F-MAMMA1002351//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 1059H15, WORK- 

ING DRAFT SEQUENCE7/7.8e-132:723:91//AL022100 

F-MAMMA1002352//Human DNAsequence *** SEQUENCING IN PROGRESS "* from clone 12803, WORKING 
DRAFT SEQUENCE.//5.8e-1 7:326 :70//Z98742 [ ' 

F-MAMMA1002353//Homo sapiens Clone DJ0292L20, WORKiNG^DRAFT SEQUENCE, 2 unordered pieces.// 
40 1.1 e-1 4:399:63//AC004825 . ;/", ' , u 

F-MAMMA1002355//Human DNAsequence *** SEQUENCING;IN;PROGRESS *** from clone 109G6, WORKING 
DRAFT SEQUENCE.//3.7e-43:420:75//AL023879 '-H 1^ / ; ' 

F-MAMMA1002356//Plasmodium falciparum 3D7 chromosome 'l^.VFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.0022:534:59//AC0b4-T53.:_]. ; 
45 F-MAMMA1002359//Homo sapiens 12p13.3 PAC RPCI50l80Dl'2 (Roswell Park Cancer Institute Human PAC 

Library) complete sequence.//5.3e-1 8:1 56:75//AC005831 '* ■ ; ^ 

F-MAMMA1002360//Human DNA sequence from cosmid L2l Fl2B,vHuhtington's Disease Region, chromosome 
4p1 6.3, contains EST//4.9e-43:353:69//268885 • \ 

F-MAMMA1002361//Human DNA sequence from clone 342B11' on chromosome 22q12.1-l2.3. Contains ESTs 
so and a GSS, complete sequence.//l .8e-22:282:74//AL00871 9 

F-MAMMA1002362//Platemys spixii CRMike LINE, partial sequence.//0:00058:83:79//D82938 
F-MAMMA1002380//CIT-HSP-2383K24.TF CIT-HSP Homo sapiens genomic clone 2383K24, genomic survey se- 
quenceV/4.4e-10:85:92//AQ1 96889 

F-MAMMA1002384//RPCI11-80J20TV RPCI11 Homo sapiens- genomic clone R-80J20, genomic survey se- 
55 quence.//2.7e-56:286:98//AQ284134 * ' r 

F-MAMMA1 002385//CIT-HSP-2328G1 3.TF CIT-HSP Homo sapiens genomic clone 2328G1 3, genomic survey se- 
quenceV/5.5e-46:335:84//AQ043985 

F-MAMMA1002392//Homo sapiens PAC clone DJ0797C05 from 7q31, complete sequence.//8.5e-29:273:78// 

*. -Iff! 
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F-MAMMA1 00241 1//Human DNA sequence from clone 1 04401 7 on chromosome Xpl 1 .3-1 1 .4 Contains GSS and 
STS, complete sequence.//8.2e-09:287:63//AL023 875 . . \f ; ,? 

F-M AMMA1 00241 3//Plasmodium falciparum (strain Dd2) variant-specific surface protein (van) gene, complete 
5 cds.//9.6e-08:730:57//L40608 

F-M AMMA1 00241 7//Human DNA sequence "* SEQUENCING iKl' PROGRESS "* from clone 30G7, WORKING 
DRAFT SEQUENCE.//4.1e-06:181:72//AL034402 • 

F-MAMMA1 002427//"* SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0366H07; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 28 unordered pieces.//1 .3e-51 :593:72//AC004604 
10 F-MAMMA 1002428 

F-MAMMA1002434//Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.n-Xp22.22. Contains 
ESTs STS and CpG island 7/7.3e-56:388:81//Z93023 ' ; '( V J 

F-MAMMA1002446//CIT-HSP-2324O22.TR CIT-HSP Homo sapiens genomic clone 2324022, genomic survey 
sequence.//2.3e-56:302:95//AQ027479 * J • ' *' 

*5 F-MAMMA1 002454//Homo sapiens PAC clone DJ1 136G1 3 froiji.7q35Tq36, complete sequence.//1 .1 e-54:1 90:94// 

AC005229 " * " 

F-MAMMA1002461//Rattus norvegicus calcium channel alpha-1 subunit gene, partial cds.//0.00045:457:60// 
U14005 

F-MAMMA1002470//Saccharomyces cerevisiae chromosome VIII cosm id 9205.//9.7e-33:709:60//U 10556 
20 F-MAMMA1002475//Homo sapiens 12p13.3 PAC RPCI3-340I3 (Roswell Park Cancer Institute Human PAC Li- 

brary) complete sequence7/0.092:506:58//AC004671 

F-MAMMA1002480//Homo sapiens Clone RG228D17, WORKING DRAFT SEQUENCE, 2-unordered pieces.// 
0.025:1 00:76//AC005077 . " . 

F-MAMMA1002485//Homo sapiens stanniocalcin-2 (STC-2) mRNA, complete cds.//2.9e-118:560:98//AF055460 
25 F-MAMMA1002494//Homo sapiens Xp22-175-176 BAC GSHB-4840-1 7 (Genome Systems Human BAC Library) 

complete sequence.//! .5e-22:297:73//AC00591 3 

F-MAMMA1002498//Human PAC clone DJ327A19 from Xq25-q26, complete sequence.//7.2e- 10:330:64// 
AC002477 ' 

F-MAMMA1002524//Homo sapiens huntingtin gene, partial exqh 7/0:0080: 124:72//L49359 
30 F-MAMMA1 002530//Homo sapiens cytosolic phospholipase" A2 , gamma'(cPLA2 gamma) mRNA, complete cds.// 

1.4e-160:775:97//AF065214 

F-MAMMA1 002545//Homo sapiens chromosome 1 7, clone hRPK.74_E J22 complete sequence.//1 .9e-41 :345:80// 
AC005696 1 
F-MAMMA1 002554 * ; f ^ 

35 F-MAMMA1 002556 : * V* ^ 

F-MAMMA1 002566 ; 

F-M AM MA 1 002571 //C IT-HS P-2296N 1 7.TR CIT-HSP Homo VapienV : g6nomic clone 2296N1 7, genomic survey se- 
quence.//1 .7e-07:76:90//AQ006579 , : . \ 

F-MAMMA1002573//Homo sapiens DNA, trinucleotide repeats region, clone GAA C27.//2.7e-08: 195:70// 
40 AB0 18507 

F-M AMMA1 002585 " " ■''■"ji *f' -1" 

F-MAMMA1 002590//Homo sapiens BAC clone GS250A1 6 from 7p21 -p22, complete sequence.//2.1 e-26:361 :69// 
AC005019 

F-MAMMA1 002597//H uman DNA sequence "* SEQUENCING IN PROGRESS *** from clone 1 1 03G7, WORKING 
45 DRAFT SEQUENCE.//1 .3e-34:550:69//AL034548 . ; . .- 

F-MAMMA1002598//H.sapiens mRNA for ribosomal protein L7.//r:i;e-21: 123:1 00//X57958 
F-MAMMA1002603//Homo sapiens chromosome 20, BAC blon&*99 (LBNL H80), complete Sequence7/0.0018: 
358:61//AC005220 

F-MAMMA1 00261 2//Homo sapiens PAC clone DJ0696N01 f rom ; 7p21 -p22, complete sequence.//2. 1 e-1 3:336:63// 
50 AC004861 , 

F-MAMMA1 00261 7//Homo sapiens clone DJ1070G24, WO R^iKlG 1 DRAFT SEQUENCE, 12 unordered pieces.// 
0.14:229:64//AC005486 " ; |r' " 

F-MAMMA1002618 . Zy. 

F-MAMMA1 00261 9//Homo sapiens chromosome 21 PAC RPCfe764jEt4T35Q2y/9.5e-71:319:85//AJ010598 
55 F-MAMMA1002622//Homo sapiens advillin mRNA, complete cds.>/1:5e-20:157:90//AF041449 

F-MAMMA1002623//Homo sapiens T-cell receptor alpha delta locus^from bases 501613 to 752736 (section 3 of 
5) of the Complete Nucleotide Sequence7/8.3e-06:l37:72//AE000660 

F-MAMMA1 002625//Human DNA sequence *" SEQUENCING IN PROGRESS "* from clone 1056L3, WORKING 
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DRAFT SEQUENCE.//1 .9e-1 71 :81 9:98//AL031 727 

F-MAMMA1002629//Human BAC done RG385F02 from 7p15, complete sequence.//4.8e-85:478:78//AC003093 
F-MAMMA1002636//Human POU daomain factor (Brn-3a) gene, exon 2, complete cds7/5.6e-09:499:62//U 10063 
F-MAMMA1002637//Mus musculus kinesin light chain 2 (Klc2) mRfslA, complete cds.//3.6e-1 15: 785 :82//AF055666 
5 F-MAMMA1 002646//Homo sapiens chromosome 2 clone 1 01 B6 map 2p1 1 , complete sequence.//1 .5e-45:291 :90// 

AC002038 ^ifctiiTS-Z 

F-MAMMA1 002650//Homo sapiens candidate tumor suppressor HIC-T (HIC-1 ) gene, complete cds7/6.6e-06:661 : 
59//L41919 

F-MAMMA1002655//HS_2003_A2_A11_MR CIT Approved Human (3enpmic Sperm Library D Homo sapiens ge- 
io nomic clone Plate=2003 Col=22 Row=A, genomic survey sequence.//9.0e-l5:l98:74//AQ224233 
F-MAMMA1 002662 

F-MAMMA1 002665//Homo sapiens BAC clone GS588G1 8 from 7p1 2-p1 4; complete sequence.//1 .4e-37: 235:84// 
AC005029 \ 

F-MAMMA1002671//Human Cdk-inhibitor p57KIP2 (KIP2) mRNA, J complete cds7/0.00027:272:64//U22398 
15 F-MAMMA1 002673 

F-MAMMA1002684//Homo sapiens mRNA for KIAA0214 protein, complete cds.//3.7e-161:752:99//D86987 
F-MAMMA1002685//Human DNA sequence *** SEQUENCjNGJN PROGRESS *** from clone 394I7, WORKING 
DRAFT SEQUENCE.//6.2e-45:510:70//AL023585 ' . 

F-MAMMA1002698//HS_3024_B1_C06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=3024 Col=11 Row=F, genomic survey sequence.//1.7e-10:155:75//AQ072214 

F-MAMMA1 002699//Rattus norvegicus EH domain binding protein Epsin mRNA, complete cds.//5.9e-75:509:83// 
AFO 18261 

F-MAMMA1002701//Homo sapiens gene for AF-6, complete cds7/1,.2e-159:749:99//AB011399 
F-MAMMA1002708//Human DNA sequence from clone 267M20 ori f chromosome Xq22.2-22.3. Contains part of 
25 the DIAPH2 gene and a pseudogene, ESTs, STSs and GSSs, complete sequence 7/3.0e-57:347:79//AL03l 053 
F-MAMMA1 00271 1//Homo sapiens BAC clone GS589P19 from'fptS-pU, complete sequence7/3.4e-31 :484:69// 
AC005030 : ^V\V - 

F-MAMMA1002721//CIT-HSP-2350M5.TR CIT-HSP Homo sapiens-gerfomtc clone 2350M5, genomic survey se- 
quence.//! .4e-06:265:63//AQ061245 ; " K : ■'" 

30 F-MAMMA1 002727//Human DNA sequence from clone 67K17 on chromosome 6q24.1 -24.3. Contains the HIVEP2 

(Schnurri-2) gene for HIV type 1 Enhancer-binding Protein 2] and ajpossible pseudogene in an intron of this gene. 
Contains STSs and GSSs and an AAAT repeat polymorphtsm/'cdmpiete seq uence 7/0.1 8:386 :58//AL023584 
F-MAMMA1002728//Human DNA sequence from PAC296K21 on chromosome X contains cytokeratin exon, delta- 
aminolevulinate synthase (erythroid); 5-arninolevulinic acid syrithase.(EC 2.3.1.37). 6-phosphofructo-2-kinase/ 

35 fructose-2,6-bisphosphatase (EC 2.7.1 .1 05, EC 3.1 .3.46), ES^jid.S^7/3.2e-05:362:63//ZB3821 

F-MAMMA1 002744//Plasmodium falciparum chromosome 2\ section s of 73 of the complete sequence 7/0. 0001 0: 
535:58//AE001368 ... 

F-MAMMA1 002746//Homo sapiens chromosome 17, clone h l RPK.T36iri_1 9, complete sequence.//1 .2e-1 82:880: 
97//AC005856 ' 
40 F-MAMMA1002748//Homo sapiens 3p22 Contig 7 PAC RPCI4-672N11 (Roswell Park Cancer Institute Human 

PAC Library) complete sequence7/2.7e-175:829:98//AC006055 

F-MAMMA1 002754//Homo Sapiens Chromosome X clone bWXD.1 71 , WORKING DRAFT SEQUENCE, 1 ordered 
pieces7/3.1 e-31 :372:75//AC004676 ' ■ 

F-MAMMA1002758//Homo sapiens KIAA0442 mRNA, partial CdS,//3.3e-26:151 :98//AB007902 
45 F-MAMMA1002764//Human Chromosome 11 CosmidcSRLV66alVcomplete sequence. //5.2e-49:355:81//U73636 

F-MAMMA1 002765//RPC1 1 1 -20A22.TPB RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -20A22, genomic survey 
sequence.//6.7e-13:155:76//B92153 r 

F-MAMMA1002769//CIT-HSP-2323G1.TF CIT-HSP Homo sapiens genomic clone 2323G1 , genomic survey se- 
quence 7/9. 7e-21 :151 :90//AQ028244 . -y , 
so F-MAMMA1 002775//Human ABL gene, exon 1 b and intron 1 b, and } pg1ative M8604 Met protein (M8604 Met) gene, 
complete Cds7/5.6e-1 05: 1 79:99//U07561 

F-MAMMA1002780//Plasmodium falciparum DNA "* SEQUENCING IN PROGRESS *** from contig 3-08, com- 
plete $equence7/0.071 :277:58//298546 * $ J^f 

F-MAMMA1002782//HS_3213_B2_B08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=3213 Col=16 Row=D; genomic survey sequence7/0:pd01 8:21 9:63//AQ 175845 

F-MAMMA1 002796 ] 'V'^j^i'" 

F-MAMMA1002807//Human Chromosome X PAC RPCII^gbG^fr&nl'jhe P'ieterde Jong Human PAC library; com- 
plete sequence.//6.9e-22:332:69//AC002404 : " r " 
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F-MAMMA1002820//Homo sapiens Xp22 bins 87-93 PAC RPCI1-122K4 (Roswell Park Cancer Institute Human 
PAC Library) complete sequence7/5.9e-11:483:62//AC003035 

F-MAMMA1002830//Homo sapiens chromosome 17, clone hClT529H0, complete sequence.//l .0e-64:320:83// 
AC002553 

5 F-MAMMA1002833//Homo sapiens PAC clone DJ0745K06 from 7q31, complete sequence.//2.8e-47:4l3:80// 

AC004875 
F-MAMMA1 002835 

F-MAMMA1002838//A-916H10.TP CIT978SK Homo sapiens ;'geh6'mic, clone A-916H10, genomic survey se- 
quence 7/1 . 1 e-39: 1 64:83//B1 4462 I 
10 F-MAMMA1 002842//MUS musculus C-Cbl associated protein CAP mRNA, complete Cds7/1 .9e-62:373:81//U58883 

F-MAMMA1002843//Homo sapiens mRNA for KIAA0810 protein, partial Cds7/1.7e-135:635:99//AB018353 
F-MAMMA1 002844//F1 707-T7 IGF Arabidopsis thaliana genomic clo.ne.F1 707, genomic survey sequence7/6.7e- 
17:383:66//B11616 \r ~ ■'' 

F-MAMMA1 002858 

is F-MAMMA1002868//RPCI11-54F9.TJ RPCI11 Homo sapiens genomic clone R-54F9, genomic survey sequence.// 

8.3e-81 :392:99//AQ081566 

F-MAMMA1002869//Sequence 1 from patent US 5552529 7/2. 2e-86: 696 :78//l25863 
F-MAMMA1002871//Lupinus angustifolius nodulin-45 gene, complete cds7/0.029:370:59//L12388 
F-MAMMA1002880//RPCI11-23M23.TV RPCI-11 Homo sapiens genomic clone RPCI-11 -23M23, genomic survey 
20 sequence.//1.8e-20:271:74//B86518 ''' 

F-MAMMA1002881//Homo sapiens mRNA for 25 kDa trypsin inhibitor, complete cds7/1 .2e-28:680:61//D45027 
F-MAMMA1002886//Human DN A sequence *" SEQUENCING IN PROGRESS *** from clone 380A1, WORKING 
DRAFT SEQUENCE7/0.00040:505:57//Z97653 

F-MAMMA1002887//HS_3238_B2_G08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3238 CoI=16 Row=N, genomic survey sequence 7/5. 5e-79:40l :97//AQ2l98l4 

F-MAMMA1002890//Mus musculus MHC class III region RD gene, partial cds; Bf, C2, G9A, NG22, G9, HSP70, 
HSP70, HSC70t, and smRNP genes, complete cds; G7A denei'partial'cds; and unknown genes7/4.6e-35:l36: 
73//AF1 09906 

F-MAMMA1002892//Mouse Cosmid ma66al00 from 14D1-D2, complete sequence 7/5. 7e-14:450:60//AC004096 
30 F-MAMMA1002895//H.sapiens CpG island DNA genomic * MseV fragment, clone 46b6. forward read 

cpg46b6.ft1a.//3.7e-36:190:100//Z58616 • * 

F-MAMMA1002908//Penaeus monodon microsatellite locus Pmo27.//i*"le-05:195:62//AF068828 
F-MAMMA1002909//Human Chromosome 11 pac pDJ205d23v complete sequence 7/1. Oe-1 3:457:6 1//AC002402 
F-MAMMA1002930//Homo sapiens Xp22 BAC GSHB-512P14 (fienbm^ Systems Human BAC library) complete 
35 sequence.//0.25:260:62//AC004467 

F-MAMMA1002937//H.sapiens ZNF74-1 mRNA.//6.3e-13:577:59//X71623 

F-MAMMA1002938//Homo sapiens mRNA for KIAA0698 protein, complete cds.//5.1e-1 93:91 0:98//AB0 14598 
F-MAMMA1002941//Homo sapiens Chromosome 22q 11 .2 BAC Clone b437g10 In BCRL2-GGT Region, complete 
sequence.//2.7e-23:174:77//AC004032 

40 F-MAMMA1002947//Rhodobactercapsulatus strain SB1003, partial genome.//1 .3e-09:475:61//AF0 10496 

F-MAMMA1002964//Human thiopurine methyltransferase (TPMT)'gene, exon 5 7/0.0029:31 4: 60//AF0 19366 
F-MAMMA1 002970//Human DNA sequence from PAC 436M1 1 on chromosome Xp22.1 1 -22.2. Contains the serine 
threonine protein phosphatase gene PPEF1 , and the first coding exon of the RS1 gene for retinoschisis (X-linked, 
juvenile) 1 (XLRS1). Contains ESTs, an STS and GSSs, complete sequence.//4.0e-1 0:1 94:71 //Z94056 

45 F-MAMMA1002972//H .sapiens CpG island DNA genomic Mse1 fragment, clone 2g10, forward read 

Cpg2g10.ft1aa7/0.38:156:66//Z55272 i 

F-MAMMA1002973//Homo sapiens chromosome 17, clone hRPK;142_H_19, complete sequence7/2.9e-41:234: 
79//AC005919 '. :^ . 

F-MAMMA1002982//Homo sapiens DNA sequence from PAG 5l 6li9'3n chromosome 6p24.l-p25.37/1 .7e-05:322: 
so 63//AL022098 

F-MAMMA1002987//CITBI-E1-2514J12.TRCITBI-E1 HomoWpiens^ 
quence.//0.0064:135:66//AQ275871 ' " { - 

F-MAMMA1003003//cSRL-145D12-u cSRL flow sorted Chromosome 11. specific cosmid Homo sapiens genomic 
clone CSRL-145D12, genomic survey sequence7/2.8e-31 :2Q1 :89//B0'f998 
55 F-MAMMA1003004//Human DNA sequence *** SEQUENCING IN PROGRESS # " from clone Y237C10, WORK- 

ING DRAFT SEQUENCE7/1 .6e-1 0:1 80:73//AL031 601 ' '^^^ 

F-MAMMA1 003007//Homo sapiens (clone cosmid d 1 q-8Dl ) tetranucleotide repeat polymorphism at the D1 1 S488 
IOCUS7/3.5e-12:435:61//L04732 ,\ t . %: .> , 
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F-MAMMA1003011//Rattus norvegicus histone macroH2Al.2 mRNA, complete cds.//2.3e-50:734:67//U79l39 
F-MAM MA 1 00301 3//Mus musculus chromosome 19, clone CIT282B21, complete sequence.//1 .2e-86:341 :79// 
AC003694 

F-MAMMA1 00301 5//Homo sapiens Chromosome 16 BAC clone; CIT987SK-591M7, complete sequence y/2.6e- 
5 13:443:61//AC003661 ■ • -tfvV*/ 

F-MAM MA 1 0030 1 9//H S_322 1 _A1 _A0 1 _M R CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=322l Col=l Row=A, genomic survey sequenceV/2.8e-5i:299:92//AQ 184271 
F-MAMMA1 003026 ■ LV\ . ' 

F-MAMMA1003031//Homo sapiens chromosome 5, BAC clone. -3 i 9C1 7 (LBNL H159), complete sequence.// 
10 0.0037: 134:73//AC00521 4 

F-MAMMA1 003035//RPC1 11-11 P4.TP RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -1 1 P4, genomic survey se- 
quence .//1 .1 e-07:66:1 00//B74936 

F-MAMMA1003039//Homo sapiens 12p13.3 PAC RPCI3-340I3 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence7/2.1e-l9:220:76//AC004671 
is F-MAM MA1003040//Hu man DNA sequence from PAC 340N1 on chromosome 1p35-36.2. Contains ESTs, poly- 

morphic CA repeat, trna and endogenous retrovirus.//9.5e-91:469:78//Z98257 

F-MAMMA1 003044//Human DNA sequence from clone 496N1 7 on chromosome 6pl 1 .2-1 2.3 Contains EST, GSS, 
complete sequence7/0.21 :289:61//AL031321 

F-MAMMA1003047//Homo sapiens protein inhibitor of activated STAT protein PIASy mRNA, complete cds7/1 .7e- 
20 139:663:98//AF077952 
F-MAM MA 1003049 

F-MAMMAl003055//HS_30l4_B2J r lO_MR CIT Approved Human Qenomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=30l4 Col=20 Row=L, genomic survey sbquence'7/4.2e-05:2l5:64//AQ 164940 
F-MAMMA1003056//HS_3221_B2_D12_MR CIT Approved H um$h Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3221 Col=24 Row=H, genomic survey sequence.V/1 .4e-1 6:206:74//AQ302772 

F-MAMMA1003057//M.domesticus MD6 mRNAy/8.5e-128:654:9^/X54352 

F-MAMMA1 003066//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 273F20, WORKING 
DRAFT SEQUENCE.//1 .0:1 42:71//AL034371 ^ ' 

F-MAM MA 1003089//Homo sapiens Chromosome 11p14.3 PAC •clone pDJl034g4, complete sequence.//1.7e-42: 
30 373:78//AC004796 ] 

F-MAMMA1003099//Homo sapiens beta-filamin mRNA, completed 

F-MAMMA1003104//Mus musculus rostral cerebellar malformation protein (rem) mRNA, complete Cds7/1 .6e-12: 
477:64//U 72634 

F-MAMMA1003113//Mus musculus COP9 complex subunit 7a (COPS7a) mRNA, complete cds.//3.4e-121 :789: 
35 85//AF071316 * "■ [' ^ ' 

F-MAMMA1003127//R.norvegicus MYR1 mRNA for myosin I heavy chain.//9.4e-58:423:83//X681 99 
F-MAMMA1003135//Mus musculus dentin sialophosphoprotein precursor (DSPP) mRNA, complete cds.//0.62: 
676:58//U67916 
F-MAMMA1003140 

40 F-MAMMA1003146//Homo sapiens mRNA for GalT3 protein Y/2.2e-80:397:97//Y1 5062 

F-MAMMA1003150//Human DNA sequence SEQUENCING IN PROGRESS from clone 598F2, WORKING 
DRAFT SEQUENCE.//7.3e-123:266:88//AL021579 

F-MAM MA1 0031 66//Human DNAsequence *** SEQUENCING IN PROGRESS — from clone 250D1 0, WORKING 
DRAFT SEQUENCE.//1 .6e-33:143:82//299716 . r; V ;;' ; t 

45 F-NT2RM1 000001//Human DNA sequence from clone 393P23;qrv chromosome Xq2l .1-21 .33. Contains GSSs, 

complete sequence7/0.50:216:61//Z95400 ' : ''W'-*' -» ^ 

F-NT2RM1 00001 8//Human mRNA forKIAA0066 gene, partial' cdS;//4'.8e : 65:385:92//D31 886 
F-NT2RM1 000032 ' 

F-NT2RM1000035//Cricetulus griseus SREBP cleavage activating protein. (SCAP) mRNA, complete cds7/6.3e- 

50 135:565:84//U67060 'X % 

F-NT2RM1000037//Homo sapiens mRNA for KIAA0690 protein, "partiarcds.//1 .1 e-106:542:95//AB014590 
F-NT2RM1000039//Mouse genetic suppressor element mRNAV/0.080;239:60//L27155 
F-NT2RM1 000055//Rattus norvegicus mRNA for TIP1 20, complete cds7/8.4e-96:535:91//D87671 
F-NT2RM1000059//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 390E6, WORKING 

55 DRAFT SEQUENCE.//1 .0:257:59//AL031600 / 

F-NT2RM1000062//Nephila clavipes dragline silk protein spidroin',1 gene, partial cds7/0.54:306:63//U37520 
F-NT2RM1000080//Sequence 2 from patent US 57635897/1 .5e-115:566:97//AR01 2692 
F-NT2RM1000086//Homo sapiens mRNA for KIAA0661 protein, complete cds.//1.8e-114:550:97//AB014561 
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F-NT2RM1000092//Homo sapiens chromosome 19, cosmjd .^6894, complete sequence 7/0.63:1 80:65// 
AC005594 ' V.s<- " 

F-NT2RM1000118//Homo sapiens clone 23763 unknown mRNAVpartjal.cdsy/0.027:126:70//AF007155 
F-NT2RM1000119//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 466N1 , WORKING 
5 DRAFT SEQUENCE.//0.022:644:58//Z97630 . 

F-NT2RM1000127//RPCI11-44E5.TJ RPCI11 Homo sapiens genomic clone R-44E5, genomic survey sequence.// 
1 .6e-45:254:94//AQ1 95884 

F-NT2RM1000131//Homo sapiens mRNA for KIAA0792 protein, complete cds.//5.5e-153:778:95//AB018335 
F-NT2RM1000132//Homo sapiens NADH:ubiquinone oxidoreductase NDUFS6 subunit mRNA, nuclear gene en- 

10 coding mitochondrial protein, complete cds7/1 .1 e-90:448:97//AF044959 

F-NT2RM1000153//Human Notl linking clone 924A081D, genomic survey sequence7/5.9e-07:66:96//U49890 
F-NT2RM1000186//Homo sapiens clone 23763 unknown mRNA, partial cds7/0.025:126:70//AF007155 
F-NT2RM1000187//C1TBI-E1-2510J4.TR CITBI-E1 Homo sapiens genomic clone 2510J4, genomic survey se- 
quence. //1.1e-05:56:98//AQ26l 184 . ; ,;, v 

^5 F-NT2RM1000199//Mouse mRNA for seizure-related gene ! product' 1 6 type 2 precursor, complete Cds7/1 .6e-38: 
711:65//D64009 

F-NT2RM1 000242 < 

F-NT2RM1000244//HS_2229_A1_C04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2229 Col=7 Row=E, genomic survey sequencey/2.0e-13:95:95//AQ298474 
20 F-NT2RM1 000252//Homo sapiens chromosome 1 7, clone hRPKV206_C_20, complete sequence.//0.023:225:6l// 
AC006070 .. 

F-NT2RM1000256//Caenorhabditis elegans cosmid F22B3, c6mpiete^sequence.//8.5e-24:473:64//Z6833 
F-NT2RM1000257//Homo sapiens MAGOH mRNA, complete Cdsy/6:4e-69:455:85//AF035940 
F-NT2RM1000260//Human mRNA for KIAA0130 gene, complete cds.//6.5e-57:460:80//D50920 
25 F-NT2RM 1000271 ^M^/H 

F-NT2RM1000272 \? '\\ 

F-NT2RM1000280//Bos gaurus vacuolar H-ATPase subunit Di'{VATD) mRNA, complete cds.//6.7e-97:430:92// 

U11927 •; £ ■-,:>. 

F-NT2RM1000300//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 92N15, WORKING 

30 DRAFT SEQUENCE7/2.1e-96:170:100//Z93097 ' '-.ft £> U 1 

F-NT2RM1 00031 4//Human mRNA for KIAA0159 gene, complete cdst//8.1e-127:708:92//D63880 
F-NT2RM1 00031 8//Homo sapiens mRNA for ribosomal protein L39, complete cds.//5.7e-34:l 82 :99//D 79205 
F-NT2RM1000341//Homo sapiens full-length insert cDNA clone*YP11 F067/1 .3e-1 00:504:97//AF085879 
F-NT2RM1000354//HS_2001_B1_E06_T7 CIT Approved Human 'Genomic Sperm Library D Homo sapiens ge- 

35 nomic clone Plate=2001 Col=11 Row=J, genomic survey sequence 7/1 .6e-11 :201 :73//AQ2 18494 

F-NT2RM1000355//Mus musculus E25B protein mRNA, complete cds 7/1 .8e-77:578:82//U76253 
F-NT2RM1 000365//Homo sapiens clone DJ0098022, WORKING DRAFT SEQUENCE, 5 unordered pieces7/9.4e- 
113:367:97//AC004821 

F-NT2RM1000377//H.sapiens mRNA for MAP kinase phosphatase.4 7/6.1 e-1 4:362 :62//Y08302 
40 F-NT2RM1000388//Azospirillum brasilense lateral flagellin (lafi) gene, complete Cds7/1.0:482:58//U26679 
F-NT2RM1000394//M. musculus mRNA for histone H3.3A7/1 .7^%:549i89//Z85979 

F-NT2RM1 000399 ' ' ^ 

" -.. < 

F-NT2RM1000421//HS_2213_B1_E01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2213 Col=1 Row=J, genomic survey seque^be < 7^^6e : -08:195:72//AQ032737 
45 F-NT2RM 1 000430//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds.//3.7e-84:41 8:97// 

AF084928 ■■■-tt 

F-NT2RM1 000499//Human mRNA for KIAA01 67 gene, complete cd§7/1 3e-35:525:69//D79989 
F-NT2RM1000539//Homo sapiens PAC clone DJ1194E14 frpm;7g2-T; complete sequence.//4.6e-73:533:83// 

AC004993 . ;*' r i 

50 F-NT2RM1 000553 ' ' -'| . l * \\ 

F-NT2RM1000555//Homo sapiens clone 24514 unknown mRNA7/2V3e-^11 0:555 :97//AF070542 
F-NT2RM1000563//Homo sapiens clone DJ0742P04, WORHCING DRAFT SEQUENCE, 6 unordered pieces 7/1 .3e- 
123:477:100//AC004873 

F-NT2RM1000623//HS_2213_B1_E01 JvlF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=2213 Col=1 Row=J, genomic survey sequence7/8.2e-06:75:89//AQ032737 

F-NT2RM1000648//Halobium cutirubrum L11, L1, L10 and L12 equivalent ribosomal protein gene cluster.//1 .3e- 
06:414:61//X15078 .". V 

F-NT2RM1000661//Homo sapiens cap-binding protein 4EHP mRNA,' complete cds.//9.3e-54:275:97//AF047695 
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F-NT2RM1000666//HS_201 6_B2_H08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2016 Col=16 Row=P, genomic survey sequence7/5.7e-13:199:73//AQ227865 
F-NT2RM1000669//Human DNA sequence from clone 281H8 on chromosome 6q25.1-25.3. Contains up to four 
novel genes, one with similarity to KIAA0323 and worm C30F12.-1 and another with Ubiquitin-Like protein gene 
SMT3 (the latter in an intron of a novel gene). Contains ESTs, STSs, GSSs, a putative CpG island and genomic 
marker D6S1553, complete sequence.//2.7e-94:499:94//AL031133 
F-NT2RM 1000672 irtt / ; 

F-NT2RM1 000691 //Homo sapiens HRIHFB2060 mRNA, partiaLcds.//2.2e-119:582:98//AB015348 
F-NT2RM1000699//Caenorhabditis elegans cosmid Y41C4A, complete sequence.//0.95:284: 6 1//AL032627 
F-NT2RM1000702//HS_3005_A1_A02_MR CIT Approved tfuman i Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3005 Col=3 Row=A, genomic survey sequence7/0.073:290:58//AQ089514 
F-NT2RM1000725//Homo sapiens mRNA for neuropathy target esterase.//4.8e-65:435:85//AJ004832 
F-NT2RM1 000741 //Homo sapiens mRNA for KIAA0567 protein^ partial cds.//8.0e-126:690:92//AB011139 
F-NT2RM1000742//Homo sapiens AC133 antigen mRNA, complete cds.//2.5e-66:524:83//AF027208 
F-NT2RM1000746//Homo sapiens chromosome 21q22.3, PAC clones 31 4N7, 225L15, BAC clone 7B7, complete 
sequence bases i.333303//0.92:395:58//AJ0l 1930 , . > 

F-NT2RM1000770//Homo sapiens inosine monophosphate dehydrogenase type II gene, complete cds7/2.1e-70: 
407:92//L39210 ; .""jj^'i > 

F-NT2RM1000772//Human Chromosome 3 pac pDJ70i1l , WORKING DRAFT SEQUENCE, 2 unordered pieces.// 
6.6e-36:98:93//AC000380 \ : 

- i 

F-NT2RM1000780//Human DNA for 5' terminal region of LINE^l.transposable element clone CGLl-4.//9.3e-22: 
126:99//X52233 ' ^'/^ 

F-NT2RM1000781//Plasmodium falciparum 3D7 chromosome '12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces7/7.1e-09:540:59//AC0b4l53 
F-NT2RM1000800//MUS musculus mRNA for B-IND1 protein !//4!6e-81 :497:88//Z97207 
F-NT2RM1 000802 / 

F-NT2RM1 00081 1//Homo sapiens AC133 antigen mRNA, complete cds 7/3. 7e-63:490:84//AF027208 
F-NT2RM1000826//Homo sapiens clone 24514 unknown mRNA.//7.2e-153:749:96//AF070542 
F-NT2RM1000829//HS_3047_A1_A05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3047 Col=9 Row=A, genomic survey sequehcey/0.7^:215:67//AQ099134 
F-NT2RM1000833//Canisfamiliaris sec61 homologue mRNX, complete cds7/5.1e-114:683:88//M96629 
F-NT2RM1000850//F.rubripes GSS sequence, clone l63A22aFli . genomic survey sequence.//1 .1e-26:279:74// 
AL018762 

F-NT2RM1000852//Homo sapiens mRNA for ATP-dependent RNAhelicase, partial.//9.3e-148:726:97//AJ010840 
F-NT2RM1000857//Rattus norvegicus gene for cytochrome P450/6[beta B, exon 27/0.97:1 24: 65//AB008378 
F-NT2RM1000867//H.sapiens DNA sequence surrounding Nd'ti;kjte;;ciohe NRLA143D7/1 .2e-31 :1 72:98//K95834 
F-NT2RM1000874//Homo sapiens KE05 protein mRNA, complete Cds'7/2. 8e-1 31 :632:97//AF064605 
F-NT2RM1000882//Homo sapiens Chromosome 11q12.2 PAC clone pDJ519o13 containing human gene for fer- 
ritin heavy chain (FTH), complete sequence7/l.2e-98:2l4:99/MC004^28 * 

F-NT2RM1000883//Homo sapiens 1-1 receptor candidate protein'- mRNA, complete cds.//2.7e- 156:762:97// 
AF082516 ' ; . 5 '^-/ 

F-NT2RM1000885//Homo sapiens mRNA for KIAA0661 protein; [.complete cds.//2.0e-1 7:31 0:67//AB0 14561 
F-NT2RM1000894//Mus musculus second largest subunit of RNA polymerase I (RPA2) mRNA, complete cds7/ 
3.2e-95:469:83//U58280 /. ■; 

F-NT2RM1 000898 ..J ■ 

F-NT2RM1000905//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 466N1 , WORKING 
DRAFT SEQU ENC E.//1 .8e-74: 1 88:98//Z97630 I V" j>. V ' 

F-NT2RM1000924//Homo sapiens Clone DJ0742P04, WORKING DFjAFT SEQUENCE, 6 unordered pieces7/5.7e- 
148:601 :98//AC004873 

F-NT2RM1000927//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 
0.071 :392:60//AC004846 . '!* " 

F-NT2RM1000962//H.sapiens CpG island DNA genomic; 'Msei fragment, clone 140dl, forward read 
Cpg140d1.ft1a7/4.1e-35:187:99//Z56803 

F-NT2RM1000978//Homo sapiens Chromosome 15q22.3-23 PAC 88m3, WORKING DRAFT SEQUENCE, 2 or- 
dered pieces7/1 . 1 e-23:266:77//AC005959 ^ .- :% 

F-NT2RM1001003//Homo sapiens alpha-catenin-like protein rriRriA, complete cds.//4.0e-160:760:98//U97067 
F-NT2RM1001008//Kaposi's sarcoma-associated herpes-li ke y virus OR F73 homolog gene, complete cds7/1 Je- 
ll :602:61//U52064 "* S. -) 
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. i • . ; . 

F-NT2RM1001043//Human DNA sequence from PAC 27KUon chromosome XpH.3-XpH .4. Contains monoam- 
ine oxidase B (MAOB), ESTs and polymorphic CA repeats 7/3. 9e-93: 645 :86//Z95 125 
F-NT2RM1001044//S.pombe chromosome III cosmid <S207/0.'90:1'28:66//AL022245 

F-NT2RM1001059//Homo sapiens chromosome 5, Bac clone ,58g14;(LBNL H76), complete sequence7/3.8e-53: 
5 261:80//AC005915 . / 

F-NT2RM1 001 066//CIT-HSP-21 72N1 7.TF CIT-HSP Homo sapiens genomic clone 21 72N1 7, genomic survey se- 
quence.//0.64:285:59//B94391 

F-NT2RM1001072//HS_3115_B1_P07_T7 CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3115 CoI=13 Row=H, genomic survey sequence7/7.3e-23:1 40: 95//AQ 147905 
10 F-NT2RM1001074//Homo sapiens chromosome 19, cosmid F20489, .complete sequence7/5.0e-50: 186:98// 

AC005263 V 
F-NT2RM1001082//Sequence 1 from Patent W097 18303 7/2. left 44: 73(5: 95//A62731 

F-NT2RM1 001 085//CIT-HSP-231 0F21.TR CIT-HSP Homo sapiens genomic clone 231 0F21, genomic survey se- 
quence.//8.8e-45:235:97//AQ020757 . ; J. . ft 

T5 F-NT2RM1001092//HS_3055_B1_G05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3055 Col=9 Row=N, genomic survey sequence.//1.1e-89:471 :95//AQ 155489 
F-NT2RM1001102//Human HEM45 mRNA, complete cds.//1 .2e-28:482:63//U88964 
F-NT2RM1001105//Homo sapiens hRED1 gene, exon 1 (5'UTR) 7/0.001 4:349:61 //Z95973 
F-NT2RM1001112//Homo sapiens chromosome 19, cosmid ,R34094, complete sequence.//0.060:429:58// 

20 AC004678 ; ■< *; : 

F-NT2RM1001115//Plasmodium falciparum merozoite surface' protein 3 (MSP-3) gene, partial cds.//0.93: 156:62// 
AF024624 V- ■>. 

F-NT2RM1001139//Homo sapiens chromosome 19, fosmid 37502, complete sequence.//1 .2e-1 0:466:59// 
AC004755 v..^ 
25 F-NT2RM2000006//Human DNA sequence *** SEQUENCING IN' PROGRESS *** from clone 796F1 8, WORKING 

DRAFT SEQUENCE.//5.3e-150:724:98//AL031291 ^^W* V 

F-NT2RM2000013//D.melanogaster DmRP128 gene for RNAi polymerase III second-largest subunit7/1 .5e-58: 
749:69//X58826 * 

F-NT2RM2000030//Homo sapiens clone DJ0708P22, WORKING; DRAFT SEQUENCE, 11 unordered pieces.// 
30 2.1e-97:270:77//AC004863 "^p^S* ; 

F-NT2RM2000032//Human DNA sequence *** SEQUENCING IrlPROGRESS *** from clone 423B22, WORKING 
DRAFT SEQUENCE.//1 .9e-25:172:76//AL034379 f ., >J.: V " V - : 

F-NT2RM2000042//Human DNA sequence from cosmid U55E4, between markers DXS6791 and DXS8038 on 
chromosome X contains ESTs.//5.0e-05:325:65//Z7341 8 '" > ■ T : 

35 F-NT2RM2000092//Homo sapiens (D8S321 locus) DNA sequence, letranucleotide repeat polymorphism 7/0.63: 

117:68//L12269 , / .; r ■ 

F-NT2RM2000093//Mus musculus major histocompatibility locus classill'regions Hsc70t gene, partial cds; sm- 
RNP, G7A, NG23, MutS homolog, CLCP, NG24, NG25, and NG26 (jenes, complete cds; and unknown genes.// 
0.38:31 2:62//AF1 09905 
40 F-NT2RM2000101 ' ■ 

F-NT2RM2000124//Mouse cA MP -dependent protein kinase catalytic subunit mRNA, complete cds.//3.8e-58:297: 
97//M12303 : :. ; , 

F-NT2RM2000191//Homo sapiens cGMP phosphodiesterase A2 (PDE9A) mRNA, complete cds7/3.8e-1 38:653: 
98//AF067224 

45 F-NT2RM2000192//CIT-HSP-2172B3.TF CIT-HSP Homo sapiens genomic clone 2172B3, genomic survey se- 

quence.//2.2e-33:191 :95//B93289 ■ '\% i : 

F-NT2RM2000239//F rubripes GSS sequence, clone 156P04aG(2;, genomic survey sequence.//8.9e-44:445:69// 
AL018549 \ / V 

F-nnnnnnnnnnnn//Homo sapiens fibroblast growth factor 18 tFGFI 8) mRNA, complete cds.//0.00020:380:61// 
50 AF075292 . '../^ / 

F-NT2RM2000250//Homo sapiens mRNA for KIAA0590 pr6feih.^omplete cds.//3.1e-1 28:61 5:98//AB011162 
F-NT2RM2000259//Human DNA sequence *" SEQUENCING IKFJRQdRisS "* from clone 31 0O1 3, WORKING 
DRAFT SEQUENCE7/0.001 3:305:63//AL031 658 ^t'-'.^'''* 

F-NT2RM2000260//Mus musculus WW domain binding protein 15 mRNA, partial sequence.//3.0e-l 4:645:61// 
55 AF073934 ' ' : .'? : ri i 

F-NT2RM2000287//*" SEQUENCING IN PROGRESS * ** . E PM 1/AP EC E D region of chromosome 21, clones 
A68E8, B127P21, B173L3, B23N8, C1242C9, C579E2, A70B6; B15$G9", B175D10, B52C10, C124G1 Note: Se- 
quencing in this region has been discontinued by the Stanford Human Genome Center, WORKING DRAFT SE- 

, i- 
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QUENCE, 50 unordered pieces7/1 .3e-1 1 :96:86//AC003656 .; 

F-NT2RM2000322//Human DNA sequence from clone 612B18,qn chromosome 1q24-25.3 Contains exon from 
gene similar to 40S ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Island, 
complete sequence7/8.5e-115:233:97//AL031 864 \ r*^ K ' 

5 F-NT2RM2000359//Homo sapiens mRNA for KIAA0560 protein, complete cds.//8.8e-175:805:99//AB011132 

F-NT2RM2000363//RPCI11-90B10.TJ RPCI11 Homo sapiens genomic clone R-90B10, genomic survey se- 
quence7/6.7e-15:96:98//AQ285300 : 

F-NT2RM2000368//Homo sapiens protein kinase C-binding protein RACK7 mRNA, partial cds.//1 .2e-94:599:86// 
U48251 t i:. o ; 

io F-NT2RM2000371//RPCI11-57I4.TJ RPCI11 Homo sapiens genomic clone R-57I4, genomic survey sequence.// 

1.1e-52:312:91//AQ083343 ; 

F-NT2RM2000374//M. musculus nodal gene, a TGF-beta-like gene7/6.7e-31:196:91//X70514 
F-NT2RM2000395//Leishmania major chromosome 1, complete sequence.//0.99:345:58//AE001274 
F-NT2RM2000402//Arabidopsis thaliana BAC T19D16 genomic sequence.//2.1e-23:414:63//U95973 

15 F-NT2RM2000407//Mus musculus semaphorin Via mRNA, complete Cds7/1 .4e-131 :439:88//AF030430 

F-NT2RM2000420//HS_3063_B2_F11_MF ciT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3063 Col=22 Row=L, genomic survey sequence7/3.2e-25:154:95//AQ 103204 
F-NT2RM2000422//Rat orphan transporter v7-3 (NTT73) mRNA^ complete cds.//1 .7e-128:782:86//L22022 
F-NT2RM2000452//HS_3009_B2_D05_MR CIT Approved Human, Genomic Sperm Library D Homo sapiens ge- 

20 nomic clone Plate=3009 Col=10 Row=H, genomic survey sequence. //1 .2e-1 6:1 22:90//AQ 130794 

F-NT2RM2000469//HS_2019_A1_G02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2019 Col=3 Row=M, genomic survey sequence.//9.6e-22:176:85//AQ229041 
F-NT2RM2000490//Homo sapiens mRNA for KIAA0747 protein, partial cds.//7.5e-15:386:63//AB018290 
F-NT2RM2000502 *; * 

25 F-NT2RM2000504//Homo sapiens metalloprotease 1 (MP1) m^M;,corriplete cds.//5.1e-171 :824:97//AF061243 

F-NT2RM2000522 ' A'fiT- 

F-NT2RM2000540 ■ . ^rt%^: 

F-NT2RM2000556//Homo sapiens I2q13.1 PAC RPCI5-l057l20 ;f (Soswell Park Cancer Institute Human PAC li- 
brary) complete sequence 7/2. 9e-42:344:82//AC004466 : y ^; 
30 F-NT2RM2000566//Homo sapiens integrin alpha-7 mRNA, coni^liete cds7/2.8e-1 54:751 :97//AF072132 

F-NT2RM2000567//Pseudomonas aeruginosa enoyl-CoA hydratase'gene, partial cds; pilin biosynthetic protein 
(fimL) gene, complete cds: and unknown gene7/3.0e-06:664:58//AF083252 

F-NT2RM2000569//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 862K6, WORKING 
DRAFT SEQUENCE7/1 .3e-1 5:348:67//AL031 681 ^ ""^ 

35 F-NT2RM2000577//RPCI11-43G22.TJ RPCI11 Homo sapiens genomic clone R-43G22, genomic survey se- 

quence.//1.6e-1 4:1 55:80//AQ1 99391 ' " V*? m ' *' 

F-NT2RM2000581//Homo sapiens mRNA for KIAA0214 protein, complete cds7/5.4e-174:820:98//D86987 
F-NT2RM2000588//Homo sapiens 12q13.1 PAC RPCI5-1057I20 (Roswell Park Cancer Institute Human PAC li- 
brary) complete sequence7/1.1e-60:344:82//AC004466 
40 F-NT2RM2000594//Mus musculus DNA cytosine-5 methyltransferase 3B1 (Dnmt3b) mRNA, alternatively spliced, 

complete Cds7/4.9e-1 18:761 :85//AF068626 T * r" ^ 

F-NT2RM2000599//O.sativa OSr40g3 gene7/0.30:585:56//Y0898ff 
F-NT2RM2000609 

F-NT2RM2000612//Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, com- 
45 pletecds7/7.8e-102:709:83//U35776 Ca 

F-NT2RM2000623//Homo sapiens chromosome 19, cosmid; ^9847, complete sequence.//3.4e-1 7:450:65// 

AC005952 [ vi .;*|?^'-''' 

F-NT2RM2000624 

2.9e-06:231 :64//Z82061 „ v j" . faU'A 

50 F-NT2RM2000635//Homo sapiens mRNA for KIAA0729 protein ■ paAtal^dS 7/6. 3e-1 42:664:98//AB01 8272 

F-NT2RM2000636//Homo sapiens mRNA for KIAA0658 protein;vpart^l'cds7/7.4e-138:664:98//AB014558 
F-NT2RM2000639//RPCM1 -69E5.TJ RPCI11 Homo sapiens genomic clone R-69E5, genomic survey sequence.// 
3.7e-1 4:97:97//AQ267491 .' - 

F-NT2RM2000649//Homo sapiens mRNA for KIAA0676 protem; partial cds 7/1 .le-167:518:99//AB014576 
55 F-NT2RM2000669 . ' • ' I ^ . 

F-NT2RM2000691//Homo sapiens chromosome 2 clone 101B6 map 2p11, complete sequence7/1.1e-106:748: 
82//AC002038 p'^ 
F-NT2RM2000714//Human mRNA for KIAA0231 gene, partial cds7/6.8e-49:748:64//D86984 
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F-NT2RM2000718//Homo sapiens HRIHFB2436 mRNA, partial cds://2.4e-124:594:98//AB0 15342 
F-NT2RM2000735//Human ZNF43 mRNA7/8.4e-11 1 :756:82//X59244 . 

F-NT2RM2000740//Mus musculus lymphocyte specific helicase mRNA, complete cds.//1 .3e-141 :815:89//U25691 
F-NT2RM2000795//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 439F8, WORKING 
DRAFT SEQUENCE.//1 .0e-78 : 723 :76//AL02 1392 * ' , [..u;r^ i } 

F-NT2RM2000821//Rat mRNA for beta COP.//2.0e-1 50:879 :88//X57228 

F-NT2RM2000837//Homo sapiens BAC clone GS214N13 from 7^14^15 ..complete sequence.//1.1e-05:361:62// 
AC005017 ". - I.-;; - \ 

F-NT2RM2000951//Homo sapiens XYLB mRNA for xylulokinas'ei complete cds.//8.7e-1 84: 847: 99//AB0 15046 
F-NT2RM2000952 , ' ? v 

F-NT2RM2000984//Mus musculus major histocompatibility locus class 111 regions Hsc70t gene, partial cds; sm- 
RNP, G7A, NG23, MutS homolog, CLCP, NG24, NG25, and "NG26 genes, complete cds; and unknown genes.// 
7.6e-41:239:76//AF1 09905 . t ; 

F-NT2RM2001004//CIT-HSP-2333N1 8.TR CIT-HSP Homo sapiens genomic clone 2333N1 8, genomic survey se- 
quence./^ .1 e-1 1 :298:66//AQ035862 

F-NT2RM2001035//Mus musculus mCAF1 protein mRNA, complete cds.//1.4e-120:627:9l//U21855 
F-NT2RM2001065//Mus musculus COP9 complex subunit 4 (COPS4) mRNA, complete cds.//6.8e-1 18:690:88// 
AF071314 

F-NT2RM2001 1 00//Homo sapiens clone DJ0742P04, WORKING DRAFT SEQU ENCE, 6 unordered pieces.//2.3e- 
145:614:99//AC004873 

F-NT2RM2001105//Human DNA sequence *** SEQUENCING IN7PROGRESS *** from clone 50O24, WORKING 
DRAFT SEQUENCEY/2.7e-95:461 :99//AL034380 ■ 

F-NT2RM2001 131 //Kaposi's sarcoma-associated herpes-like .virus ORF73 homolog gene, complete cds.//7.2e- 
24:726: 62//U52064 -^-V^i 
F-NT2RM2001141 • ^ /'[ 

F-NT2RM2001152//Homo sapiens DNA sequence from PAC '93L7.'pn chromosome Xq21. Contains part of the 
CHM (TCD, REP1) gene coding for RAB Escort protein 1 (REP^l j RAB proteins geranylgeranyltransferase com- 
ponent A 1 , Choroideraemia protein, Tapetochoroidal Dystrophy '(tCD) : protein). Contains ESTs and an STS, com- 
plete Sequence.//0.98:300:62//AL022401 j'} \ 

F-NT2RM2001177//Homo sapiens clone NH0313P13, WORK I KlG 'DRAFT SEQUENCE, 15 unordered pieces.// 
1.2e-1 47:741 :96//AC005488 ' v f^ A 

F-NT2RM2001 1 94//Suid herpesvirus 1 UL5 gene, partial cds, UL6 and UL7 genes, complete cds, UL8 gene, partial 
CdS.//0.026:408:59//U66829 - ^ ^ 

F-NT2RM2001196//Homo sapiens clone DJ1173I20, WORKING DRAFT SEQUENCE, 5 unordered pieces V/2.2e- 
135:627:98//AC004987 rJ ■ . 

F-NT2RM2001201//Mus musculus clone OST431 , genomic survey sequence.//6.1e-80:503:86//AF046700 
F-NT2RM2001 221 //Chimpanzee (P.paniscus) involucrin, complete cds.//0.53:670:55//M265l4 
F-NT2RM2001238//Rat glutaminase mRNA, complete cds.//3:4e-128:719:90//M65150 
F-NT2RM2001243 

F-NT2RM2001247//CITBI-E1-2521M18TR CITBI-E1 Homo sapiens genomic clone 2521M18, genomic survey 
sequence.//0.0011:274:59//AQ276184 ; _ ~ : 

F-NT2RM2001256//M. musculus mRNA for 200 kD protein.//2.3e-..129:742:90//X80169 

F-NT2RM2001291//CIT-HSP-201 0I15.TR CIT-HSP Homo sapiens genomic clone 2010115, genomic survey se- 
quence.//4.6e-09: 1 56:72//B57734 • . 

F-NT2RM2001306//RPCI11-28I5TP RPCI-11 Homo sapiens genomic clone RPCI-11-2815, genomic survey se- 
quence.//0.069:234:64//B84850 5 . V '2 :.i 

F-NT2RM2001312//Homo sapiens chromosome 17, clone hRPK.142_H_19, complete sequence.//1.1e-22:111: 
81//AC005919 • \: /)/v*.Vi 

F-NT2RM2001319//Borrelia burgdorferi (section 4 of 70) of the^omplete O;enome.//O.99:340:58//AE001118 
F-NT2RM2001324//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 209H1, WORKING 
DRAFT SEQU ENCE.//3.7e-44:340:85//Z84465 . l t -. ■ , 1 

F-NT2RM2001345//HS_3005_A1_A02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3005 Col=3 Row=A, genomic survey sequencey/6:042:290:58//AQ089514 
F-NT2RM2001360//Human HeLa mRNA isolated as a false positive* in a two-hybrid-scree n.//5.0e-60:365:87// 
U56429 • ^ ; .■ ;. 

F-NT2RM2001370//Homo sapiens PAC clone DJ0815D20'frbm -7p : ir : pi3 I complete sequence.//0.98:41 5:58// 
AC004899 : : 

F-NT2RM2001393//Homo sapiens Chromosome 22qH.2 PAC Clone p_m11 In BCRL2-GGT Region, complete 
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sequence.//4.0e-54:394:75//AC004033 

F-NT2RM2001420//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 349A12, WORKING 
DRAFT SEQUENCE.//2.8e-1 69:789:99//AL033520 ' ' i 

F-NT2RM2001424//Homo sapiens mRNA for E1B-55kDa-associatecl protein 7/7.1 e-96:453:99//AJ007509 
5 F-NT2RM2001499//Rattus norvegicus mRNA for cationic amino acid transporter 3, complete cdsy/7.1 e-91 :601 : 

83//AB000113 ' * v 

F-NT2RM2001504//Homo sapiens chromosome 19, cosmid R300i7, complete sequence 7/0. 8 1:200:69// 
AC005624 u - 

F-NT2RM2001524//Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig fragment No. 27/3.8e-1 6:316: 
10 65//Z99708 >■ 

F-NT2RM2001544 

F-NT2RM2001547//Caenorhabditis elegans cosmid Y47H9C, complete sequence 7/3. 3e-24:318:67//AL032657 
F-NT2RM2001575//Human 52-kD ribonucleoprotein Ro/SSA mRNA, complete cds.//2.1e-26:582:64//M34551 
F-NT2RM2001582//M.musculus red-1 gene.//1.4e-102:581:90//X92750 
15 F-NT2RM2001588//Homo sapiens KIAA0442 mRNA, partial cds 7/7. Oe-1 0:282 :65//AB007902 

F-NT2RM2001592//Rattus norvegicus rexo70 mRNA, complete CdsV/9.6e-131 :736:90//AF032667 
F-NT2RM2001605//RBP2=retinoblastoma binding protein 2 [human, Nalm-6 pre-B cell leukemia, mRNA, 6455 
nt].//2.3e-85:749:75//S66431 

F-NT2RM2001613//Rattus rattus sec61 homologue mRNA/ complete cds,//8.6e-118:779:85//M96630 
20 F-NT2RM2001 632//Homo sapiens PAC clone DJ0740D02 frorn7p14-p15, complete sequence.//1 .5e-50:561 :71// 

AC004691 V^:. l r jk \ 

F-NT2RM2001635//Homo sapiens mRNA for KIAA0618 protein, complete cds.//9.2e-153:740:98//AB014518 
F-NT2RM2001637//F.rubripes GSS sequence, clone 155D22bD8, genomic survey sequence.//2.5e- 13:224:64// 
Z91020 : " 

25 F-NT2RM2001641//CIT-HSP-2347F23.TF CIT-HSP Homo sapiens genomic clone 2347F23, genomic survey se- 

quence.//! .3e-67:340:98//AQ0609 13 \ '%f^i : 

F-NT2RM2001648//Canis familiaris sec61 homologue mRNA, ■compiete-'cds 7/1 .4e-110:459:89//M96629 
F-NT2RM2001652//Bos taurus guanine nucleotide-exchange ; pro1iein ; (ARF-GEPl) mRNA, complete cds7/1 .2e- 
153:807:93//AF023451 ; ;V V f : 
30 F-NT2RM2001659//nbxb0002cE07f CUGI Rice BAC Library Oryzai sativa genomic clone nbxb0002J13f, genomic 

survey sequenceV/1 .0:485:56//AQ051653 f ; 

F-NT2RM2001664//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds.// 

3.7e-1 72:802:99//AF0441 95 

F-NT2RM2001668 

35 F-NT2RM2001670//Homo sapiens complete genomic sequence between D16S3070 and D16S3275, containing 

Familial Mediterranean Fever gene disease7/3.2e-1 8:279:70//AJ0p31 47 

F-NT2RM2001671//Oryctolagus cuniculus sarcolemmal associated protein -3 mRNA; complete cds7/l.6e-137: 
683:94//U21157 V 

F-NT2RM2001675//RPCI11-51J16.TJ RPCI11 Homo sapiens genomic clone R-51J16, genomic survey se- 
40 quence.//1.0:394:58//AQ053677 

F-NT2RM2001681//Arabidopsis thaliana DNA chromosome 4, BAC' clone T805 (ESSAII project) 7/0.87:220:61// 
AL021890 :H ;v< : 

F-NT2RM2001688//B.parapertussis bvg locus (transcription regulators of virulence factors) with bvgA and bvgS 
genes7/1 .0:286:62//X52948 ' " ~ 

45 F-NT2RM2001695//CIT-HSP-345H13.TVB CIT-HSP Homo sapiensfgenpmic clone 345H13, genomic survey se- 

quence 7/3. 2e-53:241:82//B59854 v v / . 

F-NT2RM2001696//Mouse DNA with homology to EBV IR3 repeatrfsegtnent 2, clone Mu27/1 .2e-05:306:58// 
M10668 -.t! "*V; * 

F-NT2RM2001698//Homo sapiens DNA sequence from PAC 163M9 bn chromosome Ip35.l-p36.2l. Contains 
so protein synthesis factor (elF-4C), D1 F15S1 A pseudogene, ESTi -Slfs/GSS, complete sequence7/6.0e-06:548: 
59//AL021920 1 j ' / 

F-NT2RM2001 699//HS_31 95_8B2_D01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3195 Col=2 Row=H, genomic survey sequence.//2.7e-07:322:61//AQ 189056 
F-NT2RM2001700//Mycobacterium tuberculosis H37Rv complete 7 genome; segment 109/1 62 7/7. 8e-05:354:58// 
55 Z95556 

F-NT2RM2001706//Homo sapiens chromosome Xp22-67-68, WORKING DRAFT SEQUENCE, 99 unordered 
pieces7/7.5e-42:335:81//AC004469 ' 
F-NT2RM2001716 - 1 ' 
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F-NT2RM2001718//Drosophila melanogaster DNA sequence (R.1/DS041 06 (D172)), complete sequence7/4.2e- 
08:536:58//AC004290 v " 
F-NT2RM2001723//Homo sapiens clone 23770 mRNA sequence7/T.4er26:163:95//AF052123 
F-NT2RM2001727//Homo sapiens mRNA for KIAA0462 protein, partial;CCls.//6.2e-111:530:98//AB007931 
5 F-NT2RM2001730//Homo sapiens chromosome 21 PAC RPCIP704E14135Q27/3.1e-102:248:95//AJ010598 

F-NT2RM2001743 . v 

F-NT2RM2001753//Caenorhabditis elegans cosmid F45E6, complete sequence.//0.11:138:66//Z68117 
F-NT2RM2001760//Canis familiaris sec61 homologue mRNA; complete cds 7/9. 4e 100:41 8:88//M 96629 
F-NT2RM2001768//HS_3064_B2_A04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
10 nomic clone Plate=3064 Col=8 Row=B, genomic survey sequence7/3.1 e-28: 153:1 00//AQ1 36993 

F-NT2RM2001771//Homo sapiens chromosome 19, BAC CIT-B-393M5 (BC301323), complete sequence7/1.3e- 
66:680:72//AC006116 

F-NT2RM2001782 i 
F-NT2RM2001784//Bovine herpesvirus type 1 (Cooper) DNA (30 kb).//0.027:384:60//Z48053 
is F-NT2RM2001785//Homo sapiens chromosome 11, BAC CIT-HSP-3He8 (BC269730) containing the hFEN1 

gene, complete sequence.//1 .6e-l 8:229:65//AC004770 

F-NT2RM2001797//HS_3045_AT_D01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3045 Col=1 Row=G, genomic survey seduence.//1 :4e-74:381 :97//AQ129456 
F-NT2RM2001800 

20 F-NT2RM2001803//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cdsV/ 

8.3e-178:827:99//AF044195 • " : \ V* 

F-NT2RM2001805//Malus domestica leucine-rich receptor-like protein kinase (LRPKml) gene, 5' flanking region 
and5'UTR7/1.0:290:58//AF053126 ^'0*\t 1 

F-NT2RM2001813//CIT-HSP-2169F21 TR CIT-HSP Homo sapiens genomic clone 2169F21 , genomic survey se- 
25 quence.//3.3e-16:109:95//B89870 ^'^if^tl/ " 

F-NT2RM2001823//Drosophila melanogaster DNA sequence';^ (D133)), complete sequence 7/5. 8e- 

62:81 9:68//AC004274 " ; ] \ \ 

F-NT2RM2001839//Homo sapiens calumein (Calu) mRNA, complete cds.//3.6e-1 31: 738:90//AF0 13759 
F-NT2RM2001840//Homo sapiens chromosome 17, clone' 297N7,*' complete sequence .//1.1e-57:422:79// 

30 AC002347 " I 

F-NT2RM2001855//HS_3224_A1_H07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3224 Col=13 Row=0, genomic survey sequence.//0.00012:68:91//AQ205285 
F-NT2RM2001867//Human DNA sequence from clone 889N15 bnchromosome Xq22.1 -22.3. Contains part of the 
gene for a novel protein similar to X. laevis Cortical Thymocyte Marker CTX, the possibly alternatively spliced gene 

35 for 26S Proteasome subunit p28 (Ankyrin repeat protein), a novel gene and exons 36 through 45 of the COL4A6 

for Collagen Alpha 6(IV). Contains ESTs, STSs, GSSs and a' putative CpG island, complete sequence 7/0.068: 
102:70//AL031177 

F-NT2RM2001879//Human DNA sequence from cosmid cU72E5,. between markers DXS366 and DXS87 on chro- 
mosome X.//0.0029:500:59//Z68328 . \ : . 

40 F-NT2RM2001886//Homo sapiens mRNA for KIAA0710 proteirV,' complete cds.//1 .9e-187:866:97//AB01461 0 

F-NT2RM2001896//S.cerevisiae chromosome III complete DNA sequence.//8.6e-30:613:63//X59720 
F-NT2RM2001903//Homo sapiens mRNA for KIAA0462 protein, partial cds.//2.9e- 176: 859: 97//AB007931 
F-NT2RM2001930//M.musculus mRNA for semaphorin G7/4.7eM17:730:85//X97818 
F-NT2RM2001935//Sequence 11 from Patent WO 96 10637 7/1 .0:356: 60//A'50028 

45 F-NT2RM2001 936//Homo sapiens clone 614 unknown mRNA, complete sequence7/6.9e-138:653:98//AF091 080 

F-NT2RM2001950//RPCI11-24L12.TP RPCI-11 Homo sapiens^genomic clone RPCI-11-24L12, genomic survey 
sequence.//2.7e-19:188:81//B86700 v ^^Ifeaiy [ 

F-NT2RM2001982//Arabidopsis thaliana chromosome II BAC T2'4i 2<fcge nom ic sequence, complete sequence.// 
0.42:1 79:65//AC005825 J, - . 

so F-NT2RM2001983//Homo sapiens RGS-GAIP interacting protein;£'lPC mRNA, complete cds.//3.8e-20: 123:98// 

AF089816 

F-NT2RM2001989//Sequence 3 from patent US 57473177/1 .9e-167:786:98//AR004981 
F-NT2RM2001997//Human HepG2 partial cDNA, clone hmd1b08m57/9.6e-25:160:95//D16955 
F-NT2RM2001998//Homo sapiens DNA, chromosome 21q22.2^PAC clone 25P16 complete sequence, encoding 
55 carbonyl reductase and carbonyl reductase 3 (complete cds)7/0.88:380:60//AB003l5l 

F-NT2RM2002004//Human Chromosome X, complete sequence.//5.0e-88:831:77//AC002407 
F-NT2RM2002014 : V ! 

F-NT2RM2002030//Mus musculus g!utamine:fructose-6-phosphate amidotransferase mRNA, complete cds.// 
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1.5e-89:822:74//U00932 ' "~ : \ - '/ r - 

F-NT2RM2002049//Bovine elastin mRNA, partial cds.//8.8e-11 :1 25:81 //M26 132 
F-NT2RM2002055 ' * / 

F-NT2RM2002088//Mus musculus WW domain binding protein .17. mRNA, partial sequence. //1 .4e- 15:42 1:63// 
5 AF073936 * y 'T" j! ' ' • 

F-NT2RM2002091 //Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 50O24, WORKING 
DRAFT SEQUENCE.//4.6e-1 60:771 :98//AL034380 

F-NT2RM2002100//Homo sapiens mRNA for ATP-dependent RNA helicase, partial.//7.7e-i64:776:98//AJ0i0840 
F-NT2RM2002109//Homo sapiens glioma amplified on chromosome 1 protein (GAC1) mRNA, complete cds.// 
10 2.4e-143:684:98//AF030435 

F-NT2RM2002128//Mesocricetus auratus guanine nucleotide-bindirig protein beta 5 (Gnb5) mRNA, complete 
cdS.//7.0e-27:330:73//U 1 31 52 

F-NT2RM2002142//Danio rerio gastrulation specific (G12) mRNA, complete cds7/6.3e-10:135:80//U27121 
F-NT2RM2002145//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds .//4.2e- 143:800: 
15 92//AF084928 

F-NT2RM2002178//Homo sapiens mRNA for KIAA0467 protein, partial cds.//5.2e-164:787:97//AB007936 
F-NT2RM2002580//Drosophila melanogaster DNA sequence (P1 DS02110 (D147)), complete sequence7/7.4e- 
13:337:62//AC004423 \>. 

F-NT2RM4000024//D.melanogaster DmRP128 gene for RNA polymerase III second-largest subunit7/l.2e-62: 
20 801:70//X58826 

F-NT2RM4000027//Caenorhabditis elegans cosmid F09E57/0.36:336:60//U37429 

F-NT2RM4000030//H.sapiens CpG island DNA genomic Mset fragment, clone 56h10, forward read 
cpg56h10.ft1a7/9.3e-22:127:100//Z55685 - t ^ 

F-NT2RM4000046//Curcurbita maxima 25S - 18S rDNA intergehTc^ 
25 F-NT2RM4000061 . . 

F-NT2RM4000085//B.taurus mRNA for nuclear DNA helicaseJI7/1\9e-i 0:485 :59//X82829 
F-NT2RM4000086 . ..: 'j^:. , 

F-NT2RM4000104//Homo sapiens chromosome 16 zinc finger protein ZNF21 0 (ZNF21 0) mRNA, complete cds.// 
4.2e-23:345:69//AF060865 
30 F-NT2RM40001 39//R.norvegicus trg mRNA.//1 .4e-56:708:69//X681 01 

F-NT2RM4000155//CIT-HSP-2282N15.TR CIT-HSP Homo sapiens genomic clone 2282N15, genomic survey se- 
quence .//3.0e-09 : 88 :90//AQ000070 

F-NT2RM4000156//H.sapiens HPBRII-7 gene.//2.0e-21 :586:6u//X67336 

F-NT2RM4000167//Mouse kif4 mRNA for microtubule-based motor protein KIF4, complete cds7/2.7e-l 43:810: 
35 90//D12646 

F-NT2RM4000169//Plasmodium falciparum 3D7 chromosome : 1 2 V P FYAC293 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces.//0.0054:746:57//AQ004157 

F-NT2RM4000191//Mus musculus cathepsin S (CatS) geneV promoter region and exons 1 and 27/0.00018:468: 
60//AF051726 ■ :! - v 

40 F-NT2RM4000197 

F-NT2RM40001 99//Human DNA sequence **• SEQUENCINGS PROGRESS *** from clone 620E11 , WORKING 
DRAFT SEQUENCE.7/0.67:461 :60//AL031 667 ; 
F-NT2RM4000200 / " 6h "] { 

F-NT2RM4000202//H.sapiens CpG island DNA genomic Msel fragment; clone 34c2, forward read cpg34c2.ftla7/ 
45 1.7e-27:190:90//Z65361 ; . : • - 

F-NT2RM4000210//Homo sapiens mRNA for KIAA0712 protein! complete cds7/1 .4e-182:856:98//AB01 8255 
F-NT2RM400021 5//S.cerevisiae MAK16 protein gene, complete cds, and LTE1 protein gene, 3' end7/3.1 e-31 :731 : 
62//J03852 * • ? v 1 

F-NT2RM4000229//Homo sapiens chromosome 10 clone CIT987SK-114£G6 map 10q25.1 , complete sequence.// 
50 4.6e-102:233:94//AC005383 s ' ' ' 

F-NT2RM4000233//Mus musculus semaphorin Via mRNA, complete cds.//1.6e-135:835:86//AF030430 
F-NT2RM4000244//RPCI11-24P15.TV RPCI-11 Homo sapiens.-genbmic clone RPCI-11-24P15, genomic survey 
sequence.//5.5e-08:422:62//B86757 '.; ' 

F-NT2RM4000251//Mus musculus clone UWGC:mbac92 from 14QVD2 (T-Cell Receptor Alpha Locus), complete 
55 sequence7/0.98:207:60//AC005855 ' ''' <r ' 7 * 

F-NT2RM4000265//Homo sapiens Chromosome I1q12.2 PAC clone pDJ108lb4 containing human mRNA forT- 
cell glycoprotein CD6, complete sequence7/5.2e-41:707:65//AC003689 

F-NT2RM4000290//Human transducin-like enhancer protein (TLE3) mRNA, complete cds7/7.9e-1 53:609:93// 

.V* . » 
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F-NT2RM4000324 . v ... s ; K 

F-NT2RM4000327//Rattus norvegicus guanine nucleotide binding protein beta 4 subunit mRNA, partial cds7/3.9e- 
44:727:68//AF022085 

5 F-NT2RM4000344//Mus musculus ATP-dependent metal lop rotease FtsH1 mRNA, complete cdsV/1 .Oe-1 43:801 : 

90//AF090430 

F-NT2RM4000349//Mus musculus clone OST431 , genomic survey sequence .//6. 1 e-80:503:86//AF046700 
F-NT2RM4000354//HS_2221_A2_C07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2221 Col=14 Row=E, genomic survey sequence.//l.0e-20:180:83//AQ253449 
10 F-NT2RM4000356 

F-NT2RM4000366//Homo sapiens mRNA for KIAA0642 protein rpartial cds.//1 .6e-133:628:99//AB0 14542 
F-NT2RM4000368//RPCI11-91B5.TJ RPCI11 Homo sapiens genomic clone R-91B5, genomic survey sequence.// 
5.0e-12:431 :61//AQ28321 7 A i; . 

F-NT2RM4000386//MUS musculus DOC4 (Doc4) mRNA, complete cds.//7.4e-86:845:72//AF059485 
15 F-NT2RM4000395//Saccharomyces cerevisiae chromosome VI cos mid 9965.//2.5e-34:767:61//D44597 

F-NT2RM4000414//Homo sapiens XYLB mRNA for xylulokinase -complete cds.//1 .5e-1 5:1 14:94//AB0 15046 
F-NT2RM4000421 

F-NT2RM4000425//Homo sapiens chromosome 17, clone hRPK:294iJ_22, complete sequence7/l.5e-37:295: 
82//AC005921 ■ - ' ■: .; : : > 

20 F-NT2RM4000433//Mus musculus retinoic acid-responsive protein (Stra6) mRNA, complete cds7/3.9e-94:740: 

78//AF062476 ■ V ; ; 

F-NT2RM4000457//CIT-HSP-2346B1 7.TR CIT-HSP Homo sapiens genomic clone 2346B1 7, genomic survey se- 
quence.//l.5e-22:149:92//AQ062Hl ' '** ' : !? 

F-NT2RM4000471//Homo sapiens mRNA for putative tRNA splicing protein, partial.//1.3e-76:386:97//AJ010952 
25 F-NT2RM4000486//Homo sapiens mRNA, complete cds, clone: RES4-22A, //1 .1e-22:356:67//AB000459 

F-NT2RM4000496//Homo sapiens 12p13.3 BAG RPCI11-476M19 (Roswell Park Cancer Institute Human BAC 

Library) complete sequence 7/0.53:1 98 :70//AC005908 „; J 

F-NT2RM4000511 

F-NT2RM4000514 :'{ < f : ~ \ 

30 F-NT2RM4000515//CIT-HSP-2285L3.TR CIT-HSP Homo sapiens genomic clone 2285L3, genomic survey se- 

quence.//0.001 2:200:66//AQ0001 1 3 

F-NT2RM4000520 ^ 

F-NT2RM4000531//Human zinc finger protein 42 (MZF-1) n^RNATicbmplete cds.//2.9e-31 :732:64//M58297 
F-NT2RM4000532//HS_3231_B1_C05_T7 CIT Approved Hum&n;Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=3231 Col=9 Row=F, genomic survey sequenbe.//1 .3e-59:362:90//AQ1 92093 

F-NT2RM4000534 y ' 

F-NT2RM4000585//CITBI-E1-2508I18.TR CITBI-E1 Homo sapiens -genomic clone 250811 8, genomic survey se- 
quence.//1.1e-34:208:93//AQ260706 * 

F-NT2RM4000590//CIT-HSP-2291 M14.TF CIT-HSP Homo sapiens genomic clone 2291 M1 4, genomic survey se- 
40 quence.//8.3e-34:180:99//AQ004125 ^ V- 

F-NT2RM4000595//Homo sapiens chromosome 1 7, clone hCITI 3i jCj 1 , complete sequence .//1 .2e-09:203:66// 
AC005288 \CiV^i : : 

F-NT2RM4000603//Human mRNA for KIAA0392 gene, partial Cds7/5.3e-1 4:305 :68//AB002390 
F-NT2RM400061 1//CIT-HSP-21 69F21 TR CIT-HSP Homo sapiens genomic clone 21 69F21 , genomic survey se- 
45 quence.//8.4e-16:109:94//B89870 "] ' • 

F-NT2RM4000616//D.melanogaster mRNA for acetyl-CoA synthetaset//2.3e-59:721 :68//Z46786 
F-NT2RM4000674 

F-NT2RM4000689//CIT-HSP-2381O13.TF CIT-HSP Homo sapiens genomic clone 2381013, genomic survey se- 
quence.//2.6e-31:174:97//AQ110303 . 
50 F-NT2RM4000698 

F-NT2RM4000700 ■ '. ] I J [, t 

F-NT2RM4000712//Homo sapiens ubiquitin hydrolyzing enzyme I (UBH1) mRNA, partial cds.//1.le-89:744:77// 
AF022789 

F-NT2RM4000717 .,'h£r 
55 F-NT2RM4000733//Human DNA sequence "* SEQUENCING ^PROGRESS — from clone 423B22, WORKING 

DRAFT SEQUENCE.//2.1e-140:299:99//AL034379 '* ^.;-V. [ 

F-NT2RM4000734//Homo sapiens mRNA for KIAA0760 proteih? partial Cds7/3.8e-1 58:743 :98//AB0 18303 
F-NT2RM4000741 . 
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F-NT2RM4000751//Human zinc finger protein 20 (ZNF20) pentanucleotide repeat polymorph ism 7/7.1 e-95: 754: 
77//M99593 

F-NT2RM4000764 : 
F-NT2RM4000778//Caenorhabditis elegans cosmid F36H12.//0.:3b:523:60//AF078790 
5 F-NT2RM4000779//Homo sapiens mRNA for KIAA0451 protein, complete cds.//5.5e-1 72:81 0:98//AB007920 

F-NT2RM4000787//Human DNA sequence from PAC 370M22 on chromosome 22q12-qter. contains GRB2 ADAP- 
TOR LIKE PROTEIN, UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT PRECURSOR 
(UQCRFS1) exon, ESTs, STS, CA repeat and CpG island.//0.0057:i63:69//Z82206 

F-NT2RM4000790//Homo sapiens chromosome 19, cosmid .R2721 6, complete sequence .//6.9e-39:237:94// 
10 AC005306 

F-NT2RM4000795//Rattus norvegicus neuroligin 3 mRNA, complete cds.//5. 9e-97: 857: 74//U4 1663 
F-NT2RM4000796//HS_3214_B1_F11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3214 Col=21 Row=L, genomic survey sequence7/1.1e-14:254:68//AQ1 75988 
F-NT2RM4000798//Bos taurus guanine nucleotide-exchange protein (ARF-GEP1) mRNA, complete cds7/6.2e- 
15 78:81 6:72//AF023451 t 

F-NT2RM4000813//Leishmania major glycoprotein 96-92 (GP 96-92) gene, partial cds7/0.33:276:63//M63l09 
F-NT2RM4000820//, complete sequence7/2.6e-142:450:97//AC005406 

F-NT2RM4000833//Drosophila melanogaster DNA sequence (P1 DS05273 (D80)), complete sequence7/i .9e-52: 
501:71//AC004373 

20 F-NT2RM4000848//Homo sapiens chromosome 17, clone hRPK A i:67JN_20, complete sequence.//1 .0:477:56// 

AC005940 
F-NT2RM4000852 

F-NT2RM4000855//Homo sapiens chromosome 1 7, clone hCIT/457_L_1 6, complete sequence 7/3. 4e-29:229:83// 
AC003957 

25 F-NT2RM4000887 ' ,s . 

F-NT2RM4000895//Homo sapiens HuUAPl mRNA for UDP-N-acfetylcjlucosamine pyrophosphorylase, complete 
cdS.//2.1e-20:407:64//AB01 1004 

F-NT2RM4000950//Homo sapiens clone DJ0917G04, WORKING: DRAFT SEQUENCE, 35 unordered pieces.// 
0.41:311:64//AC004929 . */* V? 

30 F-NT2RM4000971//RPCI11 -53H3.TJ RPCI11 Homosapiens'geH6mic cl6ne R-53H3, genomic survey sequence.// 

1 .0:208:64//AQ053735 ■ 1 i "V 

F-NT2RM4000979//Homo sapiens chromosome 17, clone hRPK.642_C_21, complete sequence7/1 .3e-1 9:207: 
78//AC005245 ■'■ "f^^ " 

F-NT2RM4000996//CITBI-E1 -2506B1 0.TF CITBI-E1 Homo sapiens ^enbrnic clone 2506B1 0, genomic survey se- 

35 quence.//1.4e-73:361:98//AQ263651 ;r - i: ; ^ ! * 

F-NT2RM4001002//Homo sapiens mRNA for KIAA0729 protein; partial cds 7/5.1 e-170:803:98//AB0 18272 
F-NT2RM4001016//Homo sapiens mRNA for KIAA0639 protein ..partial cds.//3.3e-1 25 :584:99//AB0 14539 
F-NT2RM4001 032//Gallus gallus chicken brain factor-2 (CBF-2) mRNA, complete cds 7/0. 00034: 777 :58//U47276 
F-NT2RM4001047//MO25 gene [mice, embryos, mRNA, 2322 nt]7/2:5e-92:776:74//S51 858 

40 F-NT2RM4001054//Canis familiaris sec61 homologue mRN'A, 'complete cds7/3.1e-102:859:76//M96629 

F-NT2RM4001084//CIT-HSP-2330F9.TR CIT-HSP Homo sapiens genomic clone 2330F9, genomic survey se- 
quence. //4.6e-78: 379 :99//AQ044479 

F-NT2RM4001 092//cSRL-71 bl -u cSRL flow sorted Chromosome 1 1 specific cosmid Homosapiens genomic clone 
cSRL-71b1, genomic survey sequence .//1.1e-1 2:1 52 :75//B05776,,; 
45 F-NT2RM4001116 ,Ms 

F-NT2RM4001 140//Homo sapiens PAC clone DJ0964C1 1 from 7p1 4-p1 5, complete sequence.//1 .9e-1 36:71 7:93// 
AC004593 ; -j r; r: 

F-NT2RM4001151//Streptomyces antibioticus ATP -binding protein' and membrane protein (oleC-ORFi, oleC- 
ORF2, oleC-ORF3, oleC-ORF4, and oleC-PRF5) genes, completers; 3427 base-pairs 7/0. 0083 :368:60//L06249 
50 F-NT2RM4001155//Bos taurus 50 kDa protein (adp50) mRNA.^cohiplete cds7/3.9e-120:764:85//U04706 

F-NT2RM4001160 s i 

F-NT2RM4001 187 • "V. ^:|. t 

F-NT2RM4001191//CIT-HSP-2010E7TF CIT-HSP Homo sapiens genomic clone 201 0E7, genomic survey se- 
quence.//6.2e-12:181:72//B53378 ' ; . 

55 F-NT2RM4001200//H.sapiens HZF10 mRNA for zinc finger ' i^liYA\^S:799:B9fn(7B^ 

F-NT2RM4001203//Homo sapiens rab3-GAP regulatory domain^mRNA, complete cds 7/4.2e-l 52:707:99// 
AF004828 . ' 

F-NT2RM4001204 * " " ^ v 
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F-NT2RM4001 21 7//Homo sapiens ectoderm-neural cortex-1 protein (ENC-1 ) mRNA, complete Cds.//1 .6e-62:71 5: 
70//AF005381 

F-NT2RM4001256//Human Notl linking clone 924A058R, genomic survey sequence7/7.6e-l4:l09:907/U49884 
F-NT2RM4001258//HS_3171_B2_G09_T7 CIT Approved HumaVOenomic Sperm Library D Homo sapiens ge- 
5 nomic clone Plate=3171 Col=18 Row=N, genomic survey sequerice7/2.5e-1 8:21 5: 77//AQ1 49676 

F-NT2RM4001309//Human DNA sequence from clone 551 E1 3 on chromosome Xp11. 2-11.3 Contains farnesyl 
pyrophosphate synthetase pseudogene, VT4 protein pseudogene, EST, GSS, complete sequence7/4.9e-28:526: 
66//AL022163 

F-NT2RM4001313//H.sapiens mRNA for phosphatidylinositol 3 ; kinase.//2.5e-77:474:89//246973 
10 F-NT2RM4001316//Caenorhabditis elegans cosmid K09H11 7/i'.2e-16:230:73//U97002 

F-NT2RM4001320//Homo sapiens mRNA for Neuroblastoma, complete cds.//1.1e-41:642:66//D890l6 
F-NT2RM4001340//EP(3)0614 Drosophila melanogaster EP line 'Drosophila melanogaster genomic Sequence 
recovered from 5* end of P element, genomic survey sequence.//0.0040:141:68//AQ025l27 
F-NT2RM4001 344//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y1 E3, WORK- 
'S ING DRAFT SEQUENCE7/5.5e-06:469:60//AL021 388 f ' -V • ' ' 
F-NT2RM4001347 . 

F-NT2RM4001371//Arabidopsis thaliana chromosome II BAC T20K9 genomic sequence, complete sequence.// 
0.10:400:61//AC004786 

F-NT2RM4001382//Homo sapiens RanBP7/importin 7 mRNA, complete cds.//2.2e-167:790:98//AF098799 
20 F-NT2RM4001384//Homo sapiens DNA sequence from BAC 747E2 on chromosome 22ql2.l. Contains ESTs, 

STSs and GSSs and genomic marker D22S56, complete sequence7/0.99:255:59//AL021393 
F-NT2RM4001410//Homo sapiens genomic DNA, chromosome 21q11.1, segment 1/5, WORKING DRAFT SE- 
QUENCE7/0.027:336:58//AP000023 

F-NT2RM4001411//Mus musculus Pro-rich, PH, SH2 domain-containing signaling mediator (PSM) mRNA, com- 
25 pletecdS.//5.9e-124:783:85//AF020526 /; ^i"*; 

F-NT2RM4001412//Rattus norvegicus GTPase activating protein SynGAP-c mRNA, complete cds7/2.2e-34:418: 
71//AF050183 ^V^'y ■ 

F-NT2RM4001414//Homo sapiens full-length insert cDNA clbne 2Er6Ci 17/9.1 e-76:363:100//AF086563 
F-NT2RM4001437//Homo sapiens chromosome 5, BAC clone 31 3n8 (LBNL H146), complete sequence 7/2.0e- 

30 47:623:69//AC004226 

F-NT2RM4001444//Streptococcus pneumoniae penicillin-biriding.jprpteih 2b (pbp2b), RecM (recM), D-Ala-D-Ala 
ligase (ddl), D-Ala-D-Ala adding enzyme (murF), MutT (mutT), cell division protein FtsA (ftsA), cell division protein 
FtsZ (ftsZ), YlmE (ylmE), YlmF (ylmF), YlmG (ylmG), YlmH'(ylmH)Ycell division protein DivlVA (divlVA), and iso- 
leucine-tRNA synthetase (ileS) genes, complete cds; and uhkndvyn , gene.//3.6e-09:566:58//AF06890i 

35 F-NT2RM4001454 ' ; 

F-NT2RM4001455 . • ^'^ 

F-NT2RM4001483//Human zinc finger protein ZNF1367/3,2e-36:329:78//U09367 

F-NT2RM4001489//Homo sapiens mRNA for KIAA0685 protein/complete cds.//1 .2e-155:724:99//AB0 14585 
F-NT2RM4001519//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
40 DRAFT SEQUENCE, 4 unordered pieces7/0.00019:41 8:59//AC004688 

F-NT2RM4001522//Human HepG2 3' region Mbol cDNA, clone hmd6a08m3.//1.4e-16:130:88//D17274 
F-NT2RM4001557 

F-NT2RM4001565 '/ : 

F-NT2RM4001566 - 

45 F-NT2RM4001569//HS_2050_B1_C08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2050 Col=15 Row=F, genomic survey sequenqe.//2.7e-09:109:84//AQ234720 
F-NT2RM4001 582//Mus musculus COP9 complex subunit 7b (COPS7b) mRNA, complete cds.//1 .2e-l 27:740:89// 
AF071317 ' 
F-NT2RM4001 592//M.musculus mRNA of enhancer-trap-locus47/7.3e-1 1 7:71 0:88//X69942 

50 F-NT2RM4001 594//Homo sapiens chromosome 9q34, clone 1 07.G20lWORKING DRAFT SEQUENCE, 2 ordered 

pieces7/0.34:388:59//AC002355 ' tJ : '\'''^-/' ■ 

F-NT2RM4001597//M.musculus red-1 gene7/6.2e-139:788:90//X927£0;j 

F-NT2RM4001 605//Homo sapiens mRNA for KIAA0791 protein^mplete cds.//3.3e-1 62:750:99//AB01 8334 
F-NT2RM4001611//Synechocystis sp. PCC6803 complete genome,/1 2/27, 1 4304 1 9- 1576592 7/2. 5e-05: 490:5 8// 

55 D90910 ■ 'yxr'.: r > 

F-NT2RM4001629//Mus musculus palmytoylated protein p55 m'RNlAf^com'plete cds7/0.65:186:64//U38196 
F-NT2RM4001650//*" SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0435P1 2; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 10 unordered.pieces7/0.99:422:59//AC004689 
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F-NT2RM4001 662//Human mRNA for Kl AA0322 gene, partial cds 7/2. 6e-81 :449:93//AB002320 
F-NT2RM4001666 ; : * f *" 

F-NT2RM4001682//Mus musculus clone OST9187, genomic survey , sequence.//3.2e-35:240:87//AF046699 
F-NT2RM4001710//Human DNA sequence *** SEQUENCINGS PROGRESS from clone 126A5, WORKING 
DRAFT SEQUENCE.//1 .9e-151 :564:97//AL031447 . r 

F-NT2RM4001714//Human mRNA for KIAA0202 gene, partial cds7/7.0e-85:748:74//D 86957 

F-NT2RM4001 71 5//Human DNA sequence from clone 931 K24 on chromosome 20p1 2 Contains ESTs and GSSs, 

complete sequence7/1.2e-91:488:94//AL034430 

F-NT2RM4001731//Orang-utan in volucrin gene, complete cds7/o:40:530:59//M25312 
F-NT2RM4001741//Mouse mRNA for talin7/1 .1e-129:737:90//X56123 

F-NT2RM4001 746//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 31 6G1 2, WORKING 
DRAFT SEQUENCE.//2.3e-49:320:89//AL031 709 

F-NT2RM4001754//Homo sapiens 12p13.3 PAC RPCI5-1180pi,2-j[Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence.//6.3e-64:379:76//AC005831 ^4 

F-NT2RM4001758//R.norvegicus mRNA for serine/threonine. kinase- MARK1 7/3.7e-1 46:871 :87//283868 
F-NT2RM4001776//Homo sapiens mRNA for KIAA0727 protein; partial cds.//2.3e-1 73 : 803 :99//AB0 18270 
F-NT2RM4001783//Homo sapiens clone DJ0981007, complete:sequencey/2.0e-1 65:593:99// AC00601 7 
F-NT2RM4001810 ' V 

F-NT2RM4001813//Homo sapiens BAC clone NH0364H22 /from; 2, . complete sequence.//7.le-3l: 176:84// 
AC005036 ■ 

F-NT2RM4001819//Human p58/GTA (gal actosy [transferase associated protein kinase) mRNA, complete cds.// 
4.4e-34:195:95//M37712 ; ^> v\ '\ 

F-NT2RM4001823//Mus musculus zinc finger protein (Zfp64)'-jf|RNA^cHmplete cds.//3.3e-51 :490:75//U49046 
F-NT2RM4001 828//Human zinc finger containing protein ZNR157;'(ZNFi57) mRNA, complete cds.//5.6e-74:688: 
72//U28687 fc ^ ^ ^ " 

F-NT2RM4001836//Homo sapiens Chromosome 22q11.2 Cosmid^Clone 2h In DGCR Region, complete se- 
quence 7/1 .0:406 :60//AC000 076 • ;r; - 

F-NT2RM4001841//Mus musculus A kinase anchor protein (AkAP-KL) mRNA, alternatively spliced isoform 2, 
complete CdsV/1 .6e-131 :831 :86//AF033275 

F-NT2RM4001842//HS_3163_A2_G10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3163 Col=20 Row=M, genomic survey sequenceV//1 .5e-05:355:60//AQ1 68513 
F-NT2RM4001856//Caenorhabditis elegans cosmid K08F117/4. : be : 23:823:60//U70855 
F-NT2RM4001858//Notophthalmus viridescens NvTboxl mRNA, partial cds 7/6. 4e- 11 :266:66//U 64433 
F-NT2RM4001865//Homo sapiens mRNA for atopy related autoantigen CALC7/6.9e-149:704:98//Y17711 
F-NT2RM4001876//F.rubripes GSS sequence, clone 060E22bA4; genomic survey sequence 7/5. 7e-48: 600:68// 
Z88651 ;j 

F-NT2RM4001880//CIT-HSP-2348J1.TF CIT-HSP Homo sapient cjehomic clone 2348J1, genomic survey se- 
quence.//0.0025:61:88//AQ060809 - .' r?^?--; 

F-NT2RM4001905//R.norvegicus CYP3A1 gene, 5' flanking7egipn;//2.5e-29:535:6 

F-NT2RM4001922//HS_2237_A1_C10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2237 CoM 9 Row=E, genomic survey sequence7/2.2e i 73:364:98//AQ033732 
F-NT2RM4001930//Arabidopsis thaliana genomic DNA, chromosome' 5' S P1 clone: MXI10, complete sequence7/ 
4.9e-10:269:63//AB005248 - "^iV 

F-NT2RM4001938//Homo sapiens chromosome 17, clone hRPCj6.81-P_3, complete sequence7/7.6e-1 52:311: 
100//AC005207 " 'v ^^ ffi' T 

F-NT2RM4001940//Homo sapiens timeless homolog mRNA, complete cds.//l .Ie-170:808:98//AF098162 
F-NT2RM4001953//*** SEQUENCING IN PROGRESS ***. Homo sapiens chromosome 4, BAC clone B13E4; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 10 unordered pieces.//2;7e-45:310:86//AC004046 
F-NT2RM4001965//Homo sapiens genomic DNA of 8p2l.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 11/117/1 .6e-107:622:90//AB020868 
F-NT2RM4001969//R.norvegicus mRNA for IP63 protein 7/3.9e-24:221 :76//X99330 
F-NT2RM4001 979//Homo sapiens mRNA for KIAA0798 protein, complete cds7/1 .Oe-61 :527:76//AB01 8341 
F-NT2RM4001984//Human DNA sequence from cosmid U151 E3, between markers on chromosome xy/5.8e-07: 
502:607/Z82253 /J j'^T . i 

F-NT2RM4001987//RPCI11-49L11.TJ RPCI11 Homo sapiens geridmic clone R-49L11, genomic survey se- 
quence 7/2. 6e-33:177:99//AQ05 1701 y> 

F-NT2RM4002013//Homo sapiens chromosome 17, clone hRPFC!294_J_22, complete sequence7/0.01 9:65:90// 
AC005921 . - , 
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F-NT2RM4002018//Human high molecular weight B cell growth factor mRNA sequence7//l .0:527:57//L15344 
F-NT2RM4002034//Human DNA sequence from PAC 84F12 on .chromosome Xq25-Xq26.3. Contains glypican-3 
precursor (intestinal protein OCI-5) (GTR2-2), ESTs and CA repeat7/0.11:322:60//AL0087l2 
F-NT2RM4002044//Homo sapiens SS-A/Ro autoantigen 52 kda component gene, complete cds.//0.01 5:51 3:61// 
U01882 

F-NT2RM4002054//Homo sapiens clone DJ1039L24, WORKING DRAFT SEQUENCE, 3 unordered pieces7/2.0e- 
44:473;76//AC005283 , 

F-NT2RM4002055//Homo sapiens mRNA for KIAA0640 protein, partial. cds. //1 .Oe-171 :803:98//AB0 14540 
F-NT2RM4002062//Drosophila melanogaster; Chromosome.2L; Region 36B1-36B3; P1 clone DS02528, WORK- 
ING DRAFT SEQUENCE, 8 unordered piecesy/0.0031:298:59//AC005122 

F-NT2RM4002063//Oryctolagus cuniculus sarcosine oxidase (SOX) mRNA, complete cds 7/1. le- 147: 705:98// 
U82267 : if^ 

F-NT2RM4002066//Human mRNA for KIAA0192 gene, partial I cds 7/3. 4e-73:889:69//D 83783 
F-NT2RM4002067//Homo sapiens chromosome 5, BAC clone 282B7 (LBNL H192), complete sequence7/l .le- 
53:295:76//AC005216 

F-NT2RM4002073//MUS musculus fatty acid transport protein 3 mRNA, partial cdS.//7.8e-25:277:75//AF072758 
F-NT2RM4002075//Homo sapiens actin binding protein MAYVEN mRNA, complete cds.//9.0e-23:588:61// 
AF059569 

F-NT2RM4002093//Rat PYBP1 mRNA for pyrimidine binding prptein;i 7/3.1 e-68:544:69//X60789 
F-NT2RM4002109//Mouse kif4 mRNA for microtubule-based motor protein KIF4, complete cds7/2.0e-l 21:762: 
86//D12646 :■- 

F-NT2RM4002128//HS_3084_A1_D04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3084 Col=7 Row=G, genomic survey sequence.//7.7e-18:117:95//AQ186312 
F-NT2RM4002140 -./ " ^ 

F-NT2RM4002145//Homo sapiens chromosome 19, fosmid "37308," complete sequence7/1.8e-49:736:65// 
AC004152 ) t' 1 :i: 

F-NT2RM4002146//Homo sapiens MAG OH mRNA, complete cds.//6.5e-70:454:85//AF035940 
F-NT2RM4002161//Homo sapiens mRNA for LAFPTPase, isoform 1, partial 7/4.2e-1 5 1:763:96//AJ 130763 
F-NT2RM4002174//Helicobacter pylori 26695 section 18 pf'l34 of the complete genome7/2.le-1 6:580:60// 
AE000540 - : ■„ 

F-NT2RM4002189//Homo sapiens DNA sequence from BAC : 722E9 on chromosome 22q1 3.2-1 3.33. Contains 
ESTs.//1.0e-07:792:61//AL008636 : " '" 

F-NT2RM4002194//MUS musculus semaphorin Via mRNA, complete cds7/3.2e-132:782:87//AF030430 
F-NT2RM4002205//Rattus norvegicus nuclear-encoded mitochondrial elongation factor G mRNA, complete cds.// 
1.5e-40:292:84//L14684 

F-NT2RM4002213 ' '^f^'T A 

F-NT2RM4002226//Mus musculus p190-B gene, complete cdS.//0.0.99:350:59//U671^ 

F-NT2RM4002251//Homo sapiens chromosome 17, clone "HCIT187M2, complete sequence.//1 .0:428:58// 
AC004448 * ' ;'* ' r ' : y , ' 

F-NT2RM4002256//Mouse genomic DNA, chromosome 1 7, clone cosmid 49.1 , genomic survey sequence7/9.4e- 
60:294:81//AB005959 • ; ^ * . 

F-NT2RM4002266//Fugu rubripes GSS sequence, clone 0061.1 8aGT2', genomic survey sequence7/3.3e-12:217: 
67//AL024779 •. ./ ■ 

F-NT2RM4002278//HS_3089_A1_E05Jv1F CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3089 Col=9 Row=l, genomic survey sequence7/1.:9e-64:38l:92//AQ121653 
F-NT2RM4002281 Z ; 

F-NT2RM4002287//CIT-HSP-2327E14.TF CIT-HSP Homo sapiens genomic clone 2327E14, genomic survey se- 
quence7/9.0e-49:336:86//AQ042515 

F-NT2RM4002294//Human mRNA for KIAA0281 gene, complete cds.//2.le-48:5n :72//D87457 
F-NT2RM4002301//Human Notl linking clone 924A053D, genomic survey sequence7/8.9e-05:62:91//U49881 
F-NT2RM4002323//Human DNA sequence from clone 59B16 on chromosome 6p22. 1-22.3. Contains a pseudo- 
gene similar to GPISG20 and other exonucleases). Contains ESTs, STSs, GSSs, genomic markers D6S1691 and 
D6S299 and a ca repeat polymorphism, complete sequence.//4.9e-T15:729:87//AL032822 
F-NT2RM4002339//Homo sapiens PAC clone DJ0728D04, complete sequence7/l .le-97:457:93//AC004865 
F-NT2RM4002344//Caenorhabditis elegans cosmid K04A87/2.2e-06:190:69//U64849 
F-NT2RM4002373//Homo sapiens mRNA for KIAA0649 protein, Complete cds7/2.8e- 1 49:708 :98//AB01 4549 
F-NT2RM4002374//Homo sapiens I2q24 PAC P336P3 (Research Park Cancer Institute Human Genome PAC 
library) complete sequence7/0.00040:3l2:63//AC002978 \ - 
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F-NT2RM4002383//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 469D22, WORKING 

DRAFT SEQUENCEV/6.8e-29:378:66//AL031 284 

F-NT2RM4002390 .': 

F-NT2RM4002398//CIT-HSP-2288N22.TR CIT-HSP Homo sapiens genomic clone 2288N22, genomic survey se- 
5 quence.//3.4e-35:1 84:1 00//AQ001 110 

F-NT2RM4002409//Archaeoglobus fulgidus section 15 of 172. of the complete genome.//2.0e-l 6:468:59// 
AE001092 

F-NT2RM4002438//Human HLA class III region containing NOTCH4 gene, partial sequence, homeobox PBX2 
(HPBX) gene, receptor for advanced glycosylation end products (RAGE) gene, complete cds, and 6 unidentified 
10 cds, complete sequence.//i .6e-i 6:123:91//U89336 

F-NT2RM4002446//Human DNA sequence from cosmid 443D9 from a contig from the tip of the short arm of chro- 
mosome 16, spanning 2Mb of 16p13.3 Contains ESTs, STS and'CpG islands ,V/9.6e-64:467:84//Z92845 
F-NT2RM4002452 r^k'A-j' - 

F-NT2RM4002457//Human DNA sequence from PAC 151B14 oh.'chromosome 22, complete sequence Y/2.2e-24: 
15 201 :86//Z85988 . 

F-NT2RM4002460//Homo sapiens PAC clone DJ0630C24 from 7q31 ?q32, complete sequence.//1 .3e-45:487:70// 
AC004690 

F-NT2RM4002479//Homo sapiens RNA helicase-related protein mRNA, complete cds.//2.7e- 163:777:98// 
AF083255 . ; l 

20 F-NT2RM4002482//Homo sapiens mRNA for KIAA0691 protein, complete cds.//2.3e-93:464:97//AB01 4591 

F-NT2RM4002493 '\ '. . 

F-NT2RM4002499//Homo sapiens clone DJ0847008, WORKING DRAFT SEQUENCE, 3 unordered pieces7/3.5e- 
41 :442:75//AC005484 f ; l V ' 

F-NT2RM4002504//Human DNA sequence from clone 391 022 on chromosome 6p21 .2-21 .31 Contains pseudo- 
25 genes similar to ribosomal protein, ESTs, GSSs, complete sequericey/3.8e-31 :233:87//AL031 577 

F-NT2RM4002527//Fugu rubripes GSS sequence, clone 096Gl7aC8, genomic survey sequence7/7.7e-08:274: 

62//AL027162 ^ ■ 

F-NT2RM4002532 ' 1f : ■;. 

F-NT2RM4002534 . • ; : . 

30 F-NT2RM4002558//Mus musculus fatty acid transport protein. 4* mRNA, partial cds.//3.8e-53:394:81//AF072759 

F-NT2RM4002565//MUS musculus Sec8 mRNA, complete cds:'//6.4e-160:902:89//AF022962 

F-NT2RM4002567//CITBI-E1-2503J7.TR CITBI-E1 Homo sapiens genomic clone 2503J7, genomic survey se- 

quence.//8.5e-31:220:88//AQ263402 4 'V^ 1 ?, 

F-NT2RM4002571//Rattus norvegicus UDP-GalNAc:polypeptitie^ T5 mRNA, 

35 complete cds7/5.2e-05:199:65//AF049344 Y% [ I . 

F-NT2RM4002593//Homo sapiens PAC clone DJ0745K66 I .frbm'7q31, complete sequence.//0.89:275:61// 
AC004875 ji ' r :\ * v . 

F-NT2RM4002594//Drosophila melanogaster, chromosome'2R, regional C1-31 D6, P1 clone DS08879, complete 
sequence.//3.7e-44:768:64//AC005454 * 

*o F-NT2RM4002623//Drosophila melanogaster; Chromosome 2L; Region 36B1 -36B3; P1 clone DS02528, WORK- 

ING DRAFT SEQUENCE, 8 unordered piecesy/7.8e-34:574:65//AG005122 
F-NT2RP1 00001 8//Homo sapiens mRNA for NIK, partial cdsy/3.9e-llf:582:95//AB013385 
F-NT2RP1000035//Homo sapiens mRNA for NS1-binding protein (NS1 : BP).//1.1e-153:747:96//AJ01 2449 
F-NT2RP1000040//Homo sapiens genomic DNA, chromosome 21qf1 flVsegment 18/28, WORKING DRAFT SE- 

45 QUENCE7/1.6e-125:243:88//AP000047 

F-NT2RP1000063//Caenorhabditis elegans cosmid F3lC3, compiete ; sequence.//9.6e-09:4l4:59//Z92784 

F-NT2RP1000086//H .sapiens mRNA for zinc finger protein, Hsal2y/2.8e- 183:548: 9 1//X98834 

F-NT2RP1 0001 01//H .sapiens CpG island DNA genomic Mse1 fragment, clone 28b4, forward read cpg28b4.ft1 a.// 

6.0e-27:163:95//Z60555 

so F-NT2RP1000111//CIT-HSP-2307O14.TR CIT-HSP Homo sapiens genomic clone 2307O14, genomic survey se- 

quence.//1.2e-11:128:81//AQ016069 

F-NT2RP1 00011 2//Human kinase (TTK) mRNA, complete cdsy/r:;ofc38!324:81//M86699 
F-NT2RP1 0001 24//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING 
DRAFT SEQUENCE.//0.59:476:59//AL034557 : Jvj} 
55 F-NT2RP1000130//DNA encoding human Hepato ma-derived Growth Factory/2. 7e-35:535:681/E 08546 

F-NT2RP1 0001 63//Homo sapiens cell cycle progression 2 protein:(bPR2) mRNA, complete cds .//6.7e-05: 77:90// 
AF011792 , . . 

F-NT2RP1000170//Homo sapiens clone NH0001P09, WORKING DRAFT SEQUENCE, 1 unordered pieces.// 

A- 
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1.9e-20:431:64//AC006030 

F-NT2RP1000174//Homo sapiens Clone 24432 mRNA sequence7/2.5e-138:679:97//AF070535 
F-NT2RP1000191 

F-NT2RP1000202//Porcine mRNA for M1 30 of smooth muscle myosin phosphatase, partial cds.//5.3e-05:220:61// 
5 D89496 ' ' ", " f 

F-NT2RP1000243//Drosophila metanogaster DN A sequence (Pi DS05273 (D80)), complete sequence7/4.7e-5l : 
508:69//AC004373 ' "* ' 

F-NT2RP1 000259 

F-NT2RP1000272//Mus musculus TLS-associated protein with' SF! repeats mRNA, complete cds 7/7. 8e- 142:866: 
10 88//AF042383 -.^ .1- ( 

F-NT2RP1000324//RPCI11-81O21.TJ RPCI11 Homo sapiens genomic clone R-81021, genomic survey se- 
quence. //2.8e-29: 182 :92//AQ285 136 ;. , ;>i: ; : 

F-NT2RP1000326//Homo sapiens metaxin 2 (MTX2) mRNA, nuclear gene encoding mitochondrial protein, com- 
plete CdS 7/4. 2e- 147: 693:9 8//AF053551 "■' " 
?5 F-NT2RP1 000333//Caenorhabditis elegans cosmid C03D6, complete sequence.//1 .4e-08:281 :61//Z75525 

F-NT2RP1000348//H .sapiens CpG island DNA genomic Msel fragment, clone 12f1 , reverse read cpgl2fl .rtlc.// 

1.7e-09:71:100//Z56610 . }. : 

F-NT2RP1 000357 • • , - 

F-NT2RP1 000358 5.7e-1 6:403 :61//AC005456 i 
20 F-NT2RP1000363//Homo sapiens mRNA for KIAA0638 protein, partial 'cds.//9.8e-125:497:86//AB01 4538 

F-NT2RP1000376//Homo sapiens calcium-independent phospholipase A2 mRNA, complete cds7/1.8e-176:877: 

96//AF064594 v I \ \ 

F-NT2RP1000409//Homo sapiens repetitive sequences, alphoid DNA, 2482bp.//4.6e-1 06:700 :84//AJ00 1558 
F-NT2RP1 00041 3//Homo sapiens mRNA for KIAA0587 protein, complete cds.//9.4e-178:710:98//AB011159 

25 F-NT2RP1000416 

F-NT2RP1 00041 8//Oryctolagus cuniculus troponin T cardiac isoform mRNA, 3' end of cds7/1 .0:198:60//L40178 
F-NT2RP1000439//HS_2182_A1_D06_MF CIT Approved Humarv Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2182 Col=11 Row=G, genomic survey sequence^/2.ie-68:44l :87//AQ024305 
F-NT2RP1 000443//Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 1 8/28, WORKING DRAFT SE- 

30 QUENCE7/3.8e-57:185:88//AP000047 ; 

F-NT2RP1 000460//Homo sapiens PAC clone DJ0844F09 from'7p&Tp13, complete sequence.//2.7e-1 32:204:99// 
AC004453 'I * 

F-NT2RP1000470//Human DNA from chromosome 19-specific cosmid R27090, genomic sequence, complete se- 

quence7/4.9e-80:196:95//AC002985 >/•, ^ 

35 F-NT2RP1 000478//Human beta-tubulin class III isotype (beta-3) : rnRNA; : complete cds.//1 .9e-55:440:80//U47634 

F-NT2RP1 000481 //Homo sapiens DNA sequence from PAC 262D12 oh chromosome lq23.3-24.3. Contains a 

Tenascin (Hexabrachion, Cytotactin, Neuronectin, Myotendinous ; antigen)-LIKE gene and a mitochondrial/chloro- 

plast 30S ribosomal protein S14-LIKE gene preceeded by a CpG island; Contains ESTs, genomic marker D1 S2691 

and STSs.//2.6e-92:562:88//Z99297 .! . * 

40 F-NT2RP1000493//Homo sapiens mRNA for KIAA0017 protein, complete cds.//2.0e-130:622:98//D87686 

F-NT2RP1 00051 3//Xanthomonas campestris campestris xpsD, xpsM; andxpsN genes, complete cds's 7/0.1 1 :360: 

58//M81648 • u tr - ; ' : "'** 

F-NT2RP1000522//Homo sapiens clone DJ0810E06, WORKING D RAFTS EQUENCE, 8 unordered pieces7/4.9e- 
34:209:93//AC004895 ; • / " 

45 F-NT2RP1000547//Cricetulus griseus COP-coated vesicle membrane protein CHOp24 mRNA, partial cds7/1 .2e- 

08:331 :63//U26264 

F-NT2RP1000574//Homo sapiens homeobox protein MEIS2 ; (MEIS2) mRNA, partial cds.//4.4e-81:295:92// 
AF017418 f? ' 

F-NT2RP1000577//HS_2228_B2_C05_MR CIT Approved Human, : Genomic Sperm Library D Homo sapiens ge- 
so nomic clone Plate=2228 CoMO Row=F, genomic survey sequence.7/T.9e-31 :179:75//AQ185128 

F-NT2RP1000581//Pan troglodytes von Willebrand factor (vWF) gene, partial cds7/4.7e-34:223:90//U31620 
F-NT2RP1 000609//Homo sapiens chromosome 1 1 , BAC CIT-HSP;3.1 1 e8 (BC269730) containing the hFENi gene, 
complete sequence7/l.6e-18:229:65//AC004770 •; 

F-NT2RP1000629//Mouse clathrin-associated protein (AP47) mRNA, complete cds.//9.3e-89:584:84//M62419 
55 F-NT2RP1000630//Human DNA sequence from PAC 151 B14 drv.chVonSosome 22 Contains EST, complete se- 
quence7/1 .0:203:63//Z85989 . ".;W£f; ;{ ., 

F-NT2RP1000677//Homo sapiens chromosome 19, cosmid' r R30538, complete sequence.//0.0034:350:61// 
AC005943 : '; / : 
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F-NT2RP1 000688//H. sapiens gene for mitochondrial ATP synthase c.subunit (P1 form).//5.2e-i 0:1 20:80//X69907 
F-NT2RP1 000695 - ,i 

F-NT2RP1000701//Sequence 1 from patent US 5580968//2.4e-99:624:86//l30536 

F-NT2RP1 000721//Homo sapiens clone DJ0943F02. WORKING DRAFT SEQUENCE. 3 unordered piecesV/1 .1 e- 
5 19:188:81//AC004932 /"V 

F-NT2RP1 000730 7*v*$M'i : 

F-NT2RP1000733//Human chromosome 16p13-1 BAC clone 'GIT987SK-551G9 complete sequence7/1.3e-30: 
315:75//U95742 " * 

F-NT2RP1000738//Homo sapiens Wolf-Hirschhorn syndrome candidate 2 protein (WHSC2) mRNA, complete 

10 cds.//8.0e-i22:604:96//AF101434 

F-NT2RP1000746//HS_3084_A1_H03_MF CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3084 Col=5 Row=0, genomic survey sequence.//1 .5e-83:466:92//AQ 186344 
F-NT2RP1000767//Homo sapiens full-length insert cDNA clone ZD81 B04.//2.8e-21 :1 44:91 //AF086442 
F-NT2RP1000782//Homo sapiens tetraspan TM4SF (TSPAN-3) n mRNA, complete Cds7/2.1e-1 21:591:97// 

is AF054840 .* r 

F-NT2RP1000796//T.thermophilus phosphofructokinase 1 (PRK1) gene, complete cds.//0.76:263:64//M71213 
F-NT2RP1 000825//Human DNA sequence from clone 1 1 6F5 on chromosome 22ql 3. Contains part of an unknown 
gene and part of a RhoGAP (CDC42 GTPAse Activating Protein) LIKE gene. Contains ESTs, STSs, GSSs, genomic 
marker D22S1168 and a CA repeat polymorphism, complete sequenced .5e-77:163:96//Z93244 

20 F-NT2RP1000833//Homo sapiens cGMP-specific phosphodiesterase (PDE9A2) mRNA, complete cds7/1 .3e-147: 

424:96//AF048837 * y ' < . 

F-NT2RP1000834//Homo sapiens alpha-methylacyl-CoA racemas'e mRNA, complete cds.//l.9e-89:702:79// 
AF047020 % ,.' . 

F-NT2RP1000836//Homo sapiens DNA sequence from PAC 43401 4* on chromosome 1q32.3.41. Contains the 
25 HSD11B1 gene for Hydroxysteroid (11-beta) Dehydrogenase l , .the ADORA2BP adenosine A2b receptor LIKE 

pseudogene, the IRF6 gene for Interferon Regulatory Factor GfcKcftwo novel genes. Contains ESTs and GSSs, 
complete sequence y/8.7e-1 69: 842:96//AL022398 ' • , 

F-NT2RP1000846//Human chromosome 8 BAC clone CIT987SK^2A8 complete sequence.//3.3e-1 5: 196:76// 

U96629 * -'['i^J"*''* 

30 F-NT2RP1000851//Homo sapiens PAC clone 267D11 from 12, complete sequence Jft. 6e-144:724:96//AC0048 12 

F-NT2RP1000856//Homo sapiens tetraspan TM4SF (TSPAN-'3)^mRNA, complete cds.//2.le-1 21:59 1:97// 

AF054840 ;;. 0 ..." 

F-NT2RP1000860//Homo sapiens KL04P mRNA, complete cdsy/6-7&-1 06:551 :95//AF064094 

F-NT2RP1000902//Human DNA sequence *** SEQUENCING I Kl PROGRESS *** from clone 316D5, WORKING 
35 DRAFT SEQUENCE.//0.0097:55: 1 00//Z821 99 !. 7^:/. 

F-NT2RP1 00091 5//H.sapiens genomic DNA fragment (clone ji2A032R)7/1 .3e-30:174:97//Z94761 

F-NT2RP1000916 \ - 

F-NT2RP1000943//Hylobates lar huntingtin gene, partial exony/o:j9:103:72//L49362 

F-NT2RP1000944//HS_2179_B2_C12_MR CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=21 79 Col=24 Row=F, genomic survey seq uence.//0. 032:1 40 :63//AQ065269 

F-NT2RP1000947//Mus musculus ubiquitin conjugating enzyme (ubc4) mRNA, complete cds.//3.7e-53:461:78// 
U62483 ■ 

F-NT2RP1000954//cSRL-143G4-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic 
clone CSRL-143G4, genomic survey sequence7/0.030:89:78//B01950 
45 F-NT2RP1000958//Caenorhabditis elegans cosmid K01C8,pom'pfete;sequence.//3.9e-11:445:61//Z49068 

F-NT2RP1 000959//Homo sapiens PAC clone 278C1 9 from 12q'; complete sequence V/3.3e-57:326:92//AC004263 
F-NT2RP1000966//Human nucleolin gene, complete cds7/3.4e^64:l 97:981/M60858 

F-NT2RP1000980//CIT-HSP-2314B10.TF CIT-HSP Homo sapient. genomic clone 2314B10, genomic survey se- 
quence. //0. 32: 137: 68//AQ0 171 26 - J:^. / k . 
so F-NT2RP1 000988//Human chromosome 3p21 .1 gene sequenq^//8.0e-72:665:80//L1 3435 

F-NT2RP1001011//Drosophila melanogaster DNA repair protein (mei-41) gene, complete cds, and TH1 gene, 
partial CdS.//1.3e-31:497:65//U34925 ; 

F-NT2RP1001013//HS_3068_B1_809_MR CIT Approved Human'fienomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3068 Col=17 Row=D, genomic survey seq uence7/1.0e-24:41 4: 66//AQ 127667 
55 F-NT2RP1001014//HS_3252_B1_B05_MR CIT Approved Human;'Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3252 Col=9 Row=D, genomic survey sequence.'//o:d0052:83:81//AQ304711 
F-NT2RP1 001 033//Homo sapiens chromosome 1 7, clone hRPC-1 073^F_1 5, complete sequence 7/1 .3e-1 34:241 : 
99//AC004686 ; ^ ' 

»1- • 
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F-NT2RP1001073//Homo sapiens PAC clone DJ1194E14 from 7p2l; complete sequence.//2.5e-59:45l :83// 
AC004993 'V 

F-NT2RP1001079//Oryctolagus cuniculus sarcosine oxidase (SOX) mRNA, complete cds.//4.5e-93:476:96// 
U82267 

5 F-NT2RP1001080//Homo sapiens clone DJ0971C03, WORKING DRAFT SEQUENCE, 18 unordered pieces.// 

6.6e-54:217:89//AC004938 
F-NT2RP1001113 
F-NT2RP1001173 

F-NT2RP1001177//Rattus norvegicus histone macroH2A1 .2 mRNA, complete cds.//8.1e-26:373:681/U79139 
10 F-NT2RP1 001 185//Homo sapiens clone NH0319F03, WORKING DRAFTSEQUENCE, 3 unordered pieces7/3.5e- 

32:388:73//AC006039 

F-NT2RP1001199 - , 

F-NT2RP1001247//Homo sapiens signaling molecule LEFTY-A gene, exon 1Y/2.0e-29:166:96//AF081508 
F-NT2RP1001248//Homo sapiens Chromosome 11 q23 PAC clone pDJ356d6, complete sequence.//7.3e-50:128 : 

15 99//AC002036 

F-NT2RP1001253//Homo sapiens oscillin (hLn) mRNA, complete.ccJs.//4-3e-91 :344:93//AF029914 
F-NT2RP1001286//Homo sapiens chromosome X region from filamin (FLN) gene to glucose-6-phosphate dehy- 
drogenase (G6PD) gene, complete cds's-//0.54:292:63//L4414u^7/ 
F-NT2RP1001294 /■J/C^ ' 

20 F-NT2RP1001302 ';. • ' 

F-NT2RP1001310//Rabbit skeletal muscle mRNA for ryanodine ; receptor.//1 .5e-07:335:64//X15750 
F-NT2RP1001311//RPCI11-67O14.TK RPCI11 Homo sapiens, genomic clone R-67014, genomic survey se- 
quence.//0.26:80:75//AQ239291 ' ■■■ "; : 

F-NT2RP1 001 31 3//Homo sapiens Chromosome 1 1 q1 2.2 PAC clone pDJ51 9o1 3 containing human gene for ferritin 
25 heavy chain (FTH), complete sequence7/8.8e-75:304:98//AC004228> 

F-NT2RP1001361//B.taurus CI-B14.5P mRNA for NADH dehydrogenase (ubiquinone).//2.7e-57:4l2:84//X68647 
F-NT2RP1001385 

F-NT2RP1001395//Mus musculus COP9 complex subunit 7a (COPS7a) mRNA, complete cds.//1.4e-72:535:83// 
AF071316 

30 F-NT2RP1001410//Homo sapiens DNA sequence from PAC 257I20 on chromosome 22ql3.l-l3.2. Contains cy- 

tochrome P450 pseudogenes CYP2D7P, CYP2D8P, CYP2D6(D),TCF20, NADH ubiquinone oxidoreductase B14 
subunit, ESTs, CA repeat, STS, GSS.//5.8e-105:570:94//AL021878 

F-NT2RP1001424 

35 F-NT2RP1001432 V ' : • & '} ' 

F-NT2RP1001449//Homo sapiens clone 24733 mRNA sequenced .7e-84:422:97//AF0521 49 
F-NT2RP1001457//Xenopus laevis notchless (nle) mRNA, complete cds.//1 .3e-47:471 :73//AF069737 
F-NT2RP1001466//HS_3006_A2_D08_T7 CIT Approved Human'Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3006 Col=16 Row=G, genomic survey sequence'.//0.56:289:60//AQ1 54336 

40 F-NT2RP1001475//H.sapiens genomic DNA fragment (clone NLMA194R).//0.00011:91 :79//Z95375 

F-NT2RP1001482//Mouse oncogene (ect2) mRNA, complete cds.1/4-0e-87:563:85//L11316 
F-NT2RP1001494 ' ; 

F-NT2RP1 001 5431 /Drosophiia melanogaster DNA sequence '(Pi ' DS0 1142 (D148)), complete sequence 7/1 .9e- 
27:387: 67//AC004280 . -\ 

45 F-NT2RP1001546//Homo sapiens tetraspan TM4SF (TSPAN-3) mRNA, complete cds.//8.0e-63:3 14:98// 

AF054840 

F-NT2RP1001569//Mus musculus signal recognition particle receptor beta subunit mRNA, complete cds//1 .2e- 
68:514:81//U17343 \ \. , 

F-NT2RP100T616//Human clone 23665 mRNA sequence y/7.6e : 40:496:74//U9091 3 
so F-NT2RP1001665//CIT-HSP-2059N5.TF CIT-HSP Homo sapiens genomic clone 2059N5, genomic survey se- 

quence.//2.4e-45:305:88//B69912 

F-NT2RP2000001//Homo sapiens clone 617 unknown mRNA, complete seq uence V/1 . 5e - 135: 685 :96//AF09 1081 
F-NT2RP2000006//HS_3061_B2_C03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3061 Col=6 Row=F, genomic survey seq ue nee . //1.9e-1 7:394 :67//AQ 178856 
55 F-NT2RP2000007//Human mRNA for Kl AA0392 gene, partial cds7/3.5e-1 4:241 :68//AB002390 

F-NT2RP2000008//Human DNA sequence "* SEQUENCING IN PROGRESS from clone 257E24, WORKING 
DRAFT SEQUENCE.//1 .7e-34:147:99//AL034424 

F-NT2RP2000027//Homo sapiens BAC clone RG118P15 from 8q21, complete sequence.//1 .4e-32:345:75// 

*.'.* 

« - .v. 
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AC005066 : . . . , 

F-NT2RP2000032//F.rubripes GSS sequence, clone 060E22aGl'6, genomic survey sequence.//5.0e-41 :445:72// 
Z88655 * ' 

F-NT2RP2000040//Homo sapiens mRNA for KIAA0747 protein, partial cds7/1.9e-76:383:97//AB0 18290 
5 F-NT2RP2000045//Homo sapiens tumorous imaginal discs protein Tid56 homolog (TID1 ) mRNA, complete cds.// 

2.4e-95:467:97//AF061 749 

F-NT2RP2000054//CIT-HSP-2328J24.TF CIT-HSP Homo sapiens genomic clone 2328J24, genomic survey se- 
quence7/3.3e-39:236:91//AQ043092 

F-NT2RP2000056//Rat mRNA for protein tyrosine phosphatase epsilon C, partial cds7/3.2e-50:311 :90//D7861 0 
10 F-NT2RP2000067//Mus musculus DOC4 (Doc4) mRNA, complete cds7/3.0e-55:766:66//AF059485 

F-NT2RP2000070//Homo sapiens chromosome 5, BAC clone 34j1 5 (LBNL H1 69), complete sequence 7/2.0e-1 1 8: 
597:95//AC005754 

F-NT2RP2000076//Homo sapiens clone NH0263G22, complete sequence V/0.0017:423:60//AC006037 
F-NT2RP2000077//Homo sapiens growth arrest specific 11 (GAS 1 1 ) mRNA, complete cds.//2.1e-77:278:97// 
15 AF050079 

F-NT2RP2000079//H.sapiens CpG island DNA genomic Mse1 .fragment, clone 40c2, forward read cpg40c2.ft1 k.// 
3.2e-33:197:95//Z55440 : fi \i ; : : . , ; 

F-NT2RP2000088//Homo sapiens mRNA for KIAA0795 protein,' partial cds7/2.2e-158:752:98//AB018338 
F-NT2RP2000091//HS_2228_A2_B02_MR CIT Approved HumamGenomic Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=2228 Col=4 Row=C, genomic survey sequence Y/0.26:55:90//AQl 46363 
F-NT2RP2000097 

F-NT2RP2000098//Homo sapiens clone DJ1098J04, WORKING;DRAFTSEQUENCE, 2 unordered pieces7/2.5e- 
05:482:60//AC004961 •"' / ; 

F-NT2RP20001 08//Homo sapiens DNA from chromosome 1 9, BAC 331 52, complete sequence 7/1 ,0e-22:274:69// 
25 AC003973 

F-NT2RP2000114//Homo sapiens mRNA for GM3 synthase, complete Cds.//4.9e-1 14:551 :97//AB018356 
F-NT2RP2000120//HSJ3000_B1_E03Jv1R CIT Approved Humah'Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3000 Col=5 Row=J, genomic survey sequence7/1 .8e-21 :129:97//AQ090365 
F-NT2RP20001 26//Homo sapiens chromodomain-helicase-DNA-binding protein mRNA, complete cds7/4.2e-1 1 9: 
30 607:96//AF054177 

F-NT2RP2000133//Homo sapiens PAC clone DJ044L15 from Xq23, complete sequence7/1.3e-07:339:63// 
AC004827 <• V 

F-NT2RP2000147//Mouse clathrin -associated protein (AP47) mRNA', complete cds7/9.0e-101 :638:85//M6241 9 
F-NT2RP2000153//Human DNA sequence from clone 218J18 on chromosome XpH.3-11.4. Contains the NDP 
35 (Norrie Disease (Pseudoglioma)) gene and a CC1 .3 Splicing Factor pseudogene. Contains ESTs, STSs and GSSs, 

complete sequence7/0.45:377:58//AL034370 >V; 

F-NT2RP2000157//Homo sapiens Chr.14 PAC RPCI4-794B2 (Roswell Park Cancer Institute Human PAC Library) 
complete sequence7/4.0e-73:3l7:87//AC005924 ; ' 

F-NT2RP2000161//CIT-HSP-2353L5.TF.1 CIT-HSP Homo sapiens genomic clone 2353L5, genomic survey se- 
40 quence7/3.0e-14:123:90//AQ263431 

F-NT2RP2000173 '/"V^': V 

F-NT2RP2000175 *:-r*rV?n 

F-NT2RP2000183//F.rubripes GSS sequence, clone l68M02aC2,, genomic survey sequence 7/3. 7e-06: 152:66// 
AL007295 : 
45 F-NT2RP2000195//Human DNA sequence from clone 45 14 on chromosome 6q24.1-24.3. Contains two putative 
unknown genes, ESTs, STSs and GSSs, complete sequence7/7-6e-62:170:99//AL023581 
F-NT2RP2000205 

F-NT2RP2000208//Homo sapiens chromosome 19, overlapping^cosmids R29828 and F25496, complete se- 
quence7/7.2e-80:170:90//AC003030 
so F-NT2RP2000224//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-152E5, complete sequence7/5.5e- 

64:400:85//AC004382 

F-NT2RP2000232//Human DNA sequence from PAC 196E23 on.chromosome Xq26.l-27.2. Contains the TAT- 
SF1 (HIV-1 transcriptional elongation factor TAT cofactorTAT-SFi) gene, the BRS3 (Bombesin Receptor subtype- 
3 (Uterine Bombesin Receptor, BRS-3) gene, an unknown gene coding for two isoforms, a predicted CpG island, 
55 ESTs and STSs7/2.2e-07:280:66//Z97632 ; >'? 

F-NT2RP2000233//Mus musculus tumor metastasis associated gerie^ product (MAG) mRNA, complete cds7/8.8e- 
30:508:67//U88401 

F-NT2RP2000239//Homo sapiens chromosome 4 clone B353C18 map 4q25, complete sequence 7/4.0e-79:504: 
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F-NT2RP2000248 

F-NT2RP2000257//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y1 E3, WORK- 
ING DRAFT SEQUENCEy/0.0078:286:60//AL021 388 ""V - . 
5 F-NT2RP2000258//CIT-HSP-2349P21 TF CIT-HSP Homo sapiens genomic clone 2349P21 , genomic survey se- 
quence.//5.7e-82:416:97//AQ059184 

F-NT2RP2000270//Homo sapiens chromosome 19, BAC CIT-B-393i15 (BC301323), complete sequence7/4.5e- 
29:31 0:73//AC0061 16 

F-NT2RP2000274 ; ; . 

io F-NT2RP2000283//G.gallus mRNA for LRP/alpha-2-macroglobulin teceptor.//6.3e-20:260:73//X74904 

F-NT2RP2000288 
F-NT2RP2000289 

F-NT2RP2000297//Figure 2. Nucleotide and translated protein sequences of HPF1 , -2, and - 9 Y/4.6e-69: 744:70// 
M27877 

?5 F-NT2RP2000298//Streptomyces coelicolor cosmid 2E9.//4.4e-05:502:59//AL021 530 

F-NT2RP2000310//WORKING DRAFT SEQUENCE, 6 unorde/ed pieces 7/2.1 e-1 3:1 73: 76//AC 006082 
F-NT2RP2000327//Homo sapiens DNA sequence from PAC 434014 on chromosome 1q32.3.-41 . Contains the 
HSD11B1 gene for Hydroxysteroid (11-beta) Dehydrogenase V the ADORA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and two novel genes. Contains ESTs and GSSs, 

20 complete sequence7/8.3e-i 44:731 :95//AL022398 ,/ . . ; 

F-NT2RP2000328//Human DNA sequence from clone 931 K24 on chromosome 20pl2 Contains ESTs and GSSs, 
complete sequenced .9e-102:555:90//AL034430 % ; r^ - • 

F-NT2RP2000329//Bovine mitochondrial GTP:AMP phosphotransferase mRNA, complete cds.//6.4e-1 05:639:87// 
M25757 ' 
25 F-NT2RP2000337//HS_2060_B1_E01_MR CIT Approved HumatfGehqmic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2060 Col=1 Row=J, genomic survey sequencey/0,78:218:60//AQ243333 
F-NT2RP2000346//Homo sapiens apoptosis associated protein (GADD34) mRNA, complete cds.//3.6e-1 29:627: 
97//U83981 

F-NT2RP2000369//HS_2182_B1_B11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
30 nomic clone Plate=2182 Col=21 Row=D, genomic survey sequence://2.5e-87:421 :99//AQ024835 

F-NT2RP2000412//Human DNA sequence from PAC 12409 on chromosome 6q21 . Contains DNAJ2 (HDJ1) like 
pseudogene, ESTs, STSs and GSSs.//0.72:170:65//AL021327 r?: * 1 

F-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, complete cds7/5.0e-66:375:93//L28010 
F-NT2RP2000420//Homo sapiens full-length insert cDNA YQ86E07.//9.2e-77:423:93//AF075093 
35 F-NT2RP2000422//Homo sapiens N-acety!glucosamine-phosphate mutase mRNA, complete cdsV/2.1 e-1 26:609: 

96//AF102265 % 

F-NT2RP2000438//CITBI-E1 -251 901 9.TR CITBI-E1 Homo sapiens genomic clone 251 9019, genomic survey se- 
quence. 110. 96:61 :78//AQ276878 " ; r * 

F-NT2RP2000448//Homo sapiens PAC clone DJ0740D02 from7p14-p15, complete sequence.//7.1e-17:341:67// 
40 AC004691 J :■■ ' 

F-NT2RP2000459//H.sapiens mRNA for Imogen 387/5 Je-21 : 158: 87//Z68747 

F-NT2RP2000498//Human DNA sequence from PAC 435C23 pn.chromosome X. Contains ESTs.//3.2e-11:160: 
73//Z92844 ' * ' c v 

F-NT2RP2000503//Homo sapiens PAC clone DJ1136G13 from 7q3'5-q36, complete sequence.//0.0031 : 187:66// 
« AC005229 ' ' ' \ 

F-NT2RP2000510//Fugu rubripes GSS sequence, clone 066G04aQl, genomic survey sequence7/8.8e-07:l79: 
64//AL026277 > i,! ^' J 

F-NT2RP200051 6//Mus musculus t complex testis-specific pro'tein^(Tctex2) gene, wild type, promoter sequence.// 
0.19:72:81//U21671 M» 
50 F-NT2RP2000523//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 150C2, WORKING 

DRAFT SEQUENCE.//5.0e-115:570:96//AL022318 , J 

F-NT2RP2000603//Homo sapiens mRNA for MCM3 import factor, complete cds.//8.4e-37:196:98//AB005543 
F-NT2RP2000617//Homo sapiens chromosome 19, cosmidvp27377, complete sequence.//0.8 1:354:60// 
AC005321 

55 F-NT2RP2000634//Homo sapiens mRNA for KIAA0614 protein, partial cds.//1 .3e-149:732:97//AB014514 

F-NT2RP2000644//HS_3211_A1_F06_T7 CIT Approved Hum£n;Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3211 Col=11 Row=K, genomic survey sequence'!//3.6e-42:282:86//AQ 175486 
F-NT2RP2000656 .v.-;. 

" .? 

'*> '*1 •*.! V 
. . - .»*-» ir% 
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F-NT2RP2000658//CITBI-E1-2518N15.TFCITBI-E1 Homo sapiens genomic clone 251 8N1 5, genomic survey se- 
quence. //0. 57: 141 :66//AQ278386 
F-NT2RP2000668 

F-NT2RP2000678//Homo sapiens clone DJ0891L14, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
5 4.3e-22:433:62//AC004916 . . ' \ 

F-NT2RP2000704//Homo sapiens Xp22-175-176 BAC GSHBr484017 (Genome Systems Human BAG Library) 
complete sequenceV/2.7e-22:270:75//AC00591 3 

F-NT2RP2000710//Drosophila melanogaster; Chromosome 2L; Region 36B1-36B3; P1 clone DS02528, WORK- 
ING DRAFT SEQUENCE, 8 unordered pieces7/1.4e-32:574:64//ACp05122 
10 F-NT2RP2000715//Homo sapiens PAC clone DJ1066K24 from-TpIS, complete sequence.//4.8e-1 13:546:98// 

AC004540 . X • ■ 

F-NT2RP2000731//Homo sapiens clone DJ1106H14, WORKING -DRAFT SEQUENCE, 42 unordered pieces.// 
0.97:11 5:70//AC004965 

F-NT2RP2000758//Human LIM-kinase1 and alternatively spliced LI M-kihase1 (LIMK1 ) gene, complete cds.//9.7e- 
15 16:162:77//U62293 ; [ r 

F-NT2RP2000764//HS_2254_B2_D07JVIF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2254 Col=14 Row=H, genomic survey sequehce://0.071 :45:95//AQ068887 
F-NT2RP2000809 

F-NT2RP2000812//Egernia stokesii clone EST3 microsatellite.//0lp4p:1*58:64//AF069698 
20 F-NT2RP2000814 
F-NT2RP2000816 

F-NT2RP2000819 " ' ' ' f 

F-NT2RP2000841 //Human mRNA for KIAA0294 gene, complete cds7/1-?1e-26:390:70//AB002292 
F-NT2RP2000842//H.sapiens mRNA for G protein-coupled receptor Edg-27/1 .2e-44:255:93//Y09479 
25 F-NT2RP2000845 

F-NT2RP2000863//Human partial cDNA sequence, clone x874;.//5.9e-29:173:94//Z47045 
F-NT2RP2000880//Homo sapiens mRNA for KIAA0741 protein, complete cds.//2.4e-1 40 : 732 :94//AB0 18284 
F-NT2RP2000892 ,l . 0 '£ : J ' 

F-NT2RP2000931//Homo sapiens mRNA for KIAA0723 protein, complete cds . //3. 4e-1 29 :610:98//AB0 18266 
30 F-NT2RP2000932//Homo sapiens BAC clone GS166A23 from 7p21, complete sequence .//1 .8e-37:2 12:84// 

AC005014 * 

F-NT2RP2000938//Human DNA sequence from cosmid RJ14 from a contig from the tip of the short arm of chro- 
mosome 16, spanning 2Mb of 16p13.3. Contains ESTs and .CpG jslapd.//1.6e-126:682:93//Z69890 
F-NT2RP2000943//Homo sapiens mRNA for KIAA0755 proteiri^cbm'plefe cds.//5.8e-11 2:533: 98//AB0 18298 

35 F-NT2RP2000965 

F-NT2RP2000970//Homo sapiens DNA sequence from BAC 747E2 'oh chromosome 22q12.1. Contains ESTs, 
STSs and GSSs and genomic marker D22S56, complete sequence.//9.2e-101 :505:96//AL021393 
F-NT2RP2000985//Homo sapiens chromosome 17, clone hRPK. ? 5§7_jVM2, complete sequencey/1 .6e-72:498: 
82//AC005277 V :' ' ' ' 

40 F-NT2RP2000987//Human Chromosome 16 BAC clone CIT987SK-A-211C6, complete sequence7/7.4e-12:171: 

77//AC002394 ; V :. '>'- 

F-NT2RP2001036//Homo sapiens chromosome 17, clone HRPC1096F1, complete sequence.//1 .2e-37:390:76// 
AC004167 ." ■ " : " -y 

F-NT2RP2001044//HS_2253_B1_G01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2253 Col=1 Row=N, genomic survey sequence 7/0 :21 :276:61//AQ069224 

F-NT2RP2001056//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488.//3.2e-1 44:696:97// 
AB007957 

F-NT2RP2001065 ' r ► 1 

F-NT2RP2001070//Rattus norvegicus pyridoxine S'-phosphateoxidase mRNA, complete cds.//4.3e-1 04:775:81// 
so U91561 ' ' *' 

F-NT2RP2001081//Rattus norvegicus synaptotagmin XI mRNA, complete cds.//3.7e-69:488:82//AF000423 
F-NT2RP2001 094//Human DNA sequence from PAC 41 0B1 1 on chromosome X contains STS.//7.4e-1 1 : 490:61 // 
Z86063 • * J 

F-NT2RP20011 19//Human DNA sequence *" SEQUENCING IN PROGRESS *" from clone 745C22, WORKING 
55 DRAFT SEQUENCE.//5.1 e-30:316:76//AL031596 ' 

F-NT2RP2001127//Human mRNA for KIAA0234 gene, complete ^ 

F-NT2RP2001137//HS_2193_B2_D12_MR CIT Approved Human;Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2193 Col=24 Row=H, genomic survey sequehce://1.8e : 11:136:78//AQ032187 
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F-NT2RP2001149//Homo sapiens Chromosome 22qll.2 Cosmid Clone 2h In DGCR Region, complete se- 
quence.//6.2e-29:247:78//AC000076 \ ;> ' / . 

F-NT2RP2001168//Human DNA sequence from clone 431P23on chromosome 6q27. Contains the first coding 
exon of the MLLT4 gene for myeloid/lymphoid or mixed-lineage leukemia (trithorax (Drosophila) homolog); trans- 
5 located to, 4 (AF-6, Afadin, MLLT-4, ALL-1 fusion partner), and a Serine Palmitoyltransferase 2 (EC 2.3.1 .50, Long 

Chain Base Biosynthesis protein 2, LCB-2, SPT-2) pseudogene.Contains ESTs, STss, GSSs, and a putative CpG 
island, complete sequence.//0.23:207:66//AL009l 78 

F-NT2RP2001173//Homo sapiens mRNA for KIAA0480 protein /'complete cdS.//2.3e-112:567:96//AB007949 
F-NT2RP2001174//RPCI11-58L2.TK RPCI11 Homo sapiens'genqmic clone R-58L2, genomic survey sequence.// 
10 7.6e-07:196:64//AQ237306 . 

F-NT2RP2001196 -v .■•^ 0, 

F-NT2RP2001218 

F-NT2RP2001226//Homo sapiens LERK-6 (EPLG6) gene, exon 1 7/1 .1e-09:320:65//U92893 
F-NT2RP2001233//Human ZFP-36 mRNA for a zinc finger protein.//6.1e-71:681:72//X51760 
'5 F-NT2RP2001245//HS_3062_B1_F07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3062 Col=13 Row=L, genomic survey sequenceY/1 .5e-05:268:63//AQ143177 
F-NT2RP2001268//Homo sapiens mRNA for KIAA0810 protein, partial cds.//2.5e-1 06:51 4: 97//AB0 18353 
F-NT2RP2001 277//Plasmodium falciparum chromosome 2, section 67 of 73 of the complete sequence 7/0 .32:1 83: 
64//AE001430 

20 F-NT2RP2001290//M.musculus mRNA for I47 clone.//8.6e-1 02:641 :86//X61455 

F-NT2RP2001295//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y105E8, 
WORKING DRAFT SEQUENCE.//0.20:1 71 :63//AL022594 

F-NT2RP2001312//Bovine synaptophysin mRNA, complete cds7/0.98:253:58//M22967 
F-NT2RP2001327//Human B12 protein mRNA, complete cds7/5.8e.-29:359:71//M80783 
25 F-NT2RP2001328//CIT-HSP-2335A5.TF CIT-HSP Homo sapiens genomic clone 2335A5, genomic survey se- 

quence.//1 .3e-65:366:94//AQ038539 

F-NT2RP2001347//Homo sapiens complete genomic sequence, between D16S3070 and D16S3275, containing 
Familial Mediterranean Fever gene disease7/3.8e-31:325:77//AJ0u3l47 

F-NT2RP2001366//H.sapiens CpG island DNA genomic Mset fragment, clone 4ell , forward read cpg4e1l.fla.// 

30 1 .7e-1 2:98:92//Z61305 

F-NT2RP2001378//HS_3054_B2_A03_MR CIT Approved Humah v> Gehomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3054 Col=6 Row=B, genomic survey seque'nce://9.8e-17:131 :89//AQ1 00721 
F-NT2RP2001381//Arabidopsis thaliana BAC T2L5.//0.080:434:59//AF096371 
F-NT2RP2001392//S.pristinaespiralis snbC gene & amp; snbDE gene.//0.019:267:59//Y11548 

35 F-NT2RP2001 394//Human DNA sequence from PAC 389A20 on chromosome X contains ESTs STS, CpG islands 

and polymorphic C A repeat 7/1. 9e-1 6: 133:78//Z93242 * l ; 

F-NT2RP2001397//BOS taurus cyclin B2 (CYCB2) mRNA, cbmplete'cds7/1 .3e-63:419:84//AF080219 
F-NT2RP2001420//Mus musculus nuclear protein NIP45 mRNA', compete cds.//3.1e-98:747:79//U 76759 
F-NT2RP2001423//Xenopus laevis ER1 mRNA, complete cds7/3:7d : 34:269:85//AF015454 
40 F-NT2RP2001427//Homo sapiens Chromosome 2p13 BAC Clone hi 73, complete sequence 7/3. 2e-1 3: 164:78// 

AC003065 . - 

F-NT2RP2001436//Mus musculus clone OST1784, genomic survey sequence.//3.0e-06:136:71//AF046702 
F-NT2RP2001440//CDNA sequence coding for gamma protein 7/7. 9e-83:553:86//E02350 
F-NT2RP2001445//P.falciparum complete gene map of plastid-like DNA (IR-A).//1 .5e-09:829:57//X95275 
45 F-NT2RP2001449//B.taurus mRNA for cleavage and polyadenylation specificity factor7/1 .3e-l 36:766:90//X75931 

F-NT2RP2001450 ' ' * * T 

F-NT2RP2001467 . 

F-NT2RP2001506//CIT-HSP-2374H21 TF CIT-HSP Homo sapiens genomic clone 2374H21 , genomic survey se- 
quence 7/7.9e-1 4:1 51 :80//AQ1 09561 s . -^il 
so F-NT2RP2001511//Oryctolagus cuniculus translation initiation factor elF2C mRNA, complete cds7/2.6e-22:462: 
64//AF005355 • 

F-NT2RP2001520//Homo sapiens mRNA for mitochondrial carrief protein ARALAR1 7/2.0e-136:657:97//Yl4494 
F-NT2RP2001526//Homo sapiens chromosome 17, clone hCIT175iE_5, complete sequence.//1 .2e-37:357:64// 

AC004596 * ' :t,%kt %*V£* 

55 F-NT2RP2001536//Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds.// 

1.6e-103:384:94//AF035586 ''; :'j-MK? 
F-NT2RP2001560 v \ \ ' 

F-NT2RP2001569//Homo sapiens mRNA, chromosome 1 specific, transcript KIAA04887/4.4e- 123:590:98// 
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AB007957 

F-NT2RP2001576//Schistocerca americana Antennapedia honhebtic protein (Antp) mRNA, complete cds7/0.038: 
580:58//U32943 ; Y- f * 

F-NT2RP2001581//Mus musculus semaphorin Via mRNA, complete;cds.//6.5e-09:222:66//AF030430 
F-NT2RP2001597//Homo sapiens atpha2-C4-adrenergic receptor gene; complete cds 7/0. 0057: 36 1:60//U 72648 
F-NT2RP2001601//Homo sapiens mRNA for KIAA0797 protein l 'partiafcds.//7.2e-137:647:98//AB018340 
F-NT2RP2001613 . m > ; 

F-NT2RP2001628//H.sapiens (XS128) mRNA, 380bp7/1.7e-15:279:68//Z36784 

F-NT2RP2001634//Homo sapiens alpha-catenin-like protein (CTNNAL1) mRNA, complete cds7/5.4e-1 23:606: 
96//AF030233 . r< , y 

F-NT2RP2001660//Homo sapiens putative 13 S Golgi transport complex 90kD subunit brain-specific isoform mR- 
NA, complete cds.//4.2e-l44:687:97//AF05871 8 *- \ 

F-NT2RP2001 663//H.sapiens mRNA for 2-phosphopyruvate-hydratase-alpha-enolase.//1 .0e-36:372:74//X84907 
F-NT2RP2001675//S.pombe chromosome I cosmid C2G11 7/0.070:507:59//Z54354 

F-NT2RP2001677//Mouse BAC CitbCJ7 2i9m7, genomic sequence, complete sequence.//2.0e-60: 232:96// 
AC005259 

F-NT2RP2001678//HS_2007_A2_A04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2007 Col=8 Row=A, genomic survey sequerice7/7.3e-62:370:91//AQ269699 
F-NT2RP2001699//RPCI11-57B17.TK RPCI11 Homo sapiens genomic clone R-57B17, genomic survey se- 
quence.//0.99:1 41 :63//AQ1 15592 

F-NT2RP2001720//Homo sapiens PAC clone DJ0167F23 from 7p15, complete sequence.//9.4e-1 1 7:604:95// 
AC004079 

F-NT2RP2001721//Homo sapiens DNA sequence from clone 466I8 on chromosome Xq11. 1-13.2. Contains an 
unknown gene similar to Coagulation Factor V (Activated FJrotein C. Cofactor), Coagulation Factor VIII (Procoag- 
ulant Component) and Ceruloplasmin (EC 1.16,3.1, Ferroxidase). Contains ESTs and an STS, complete se- 
quence.//1.0:273:61//AL030998 " 'i^Tj?'' 

F-NT2RP2001740//Homo sapiens Chromosome 22q11.2 Cpsmid-blpne 8c In DGCR Region, complete se- 
quence.//1.0:356:62//AC000090 r . ^'f^v5 ' 

F-NT2RP2001748//Human mRNA for KIAA0003 gene, complete cds.//3:7e-1 8:151 :86//D14697 
F-NT2RP2001762//Homo sapiens chromosome 1 , BAC CIT-HS£-2V2g8(BC262482), complete sequence7/6.0e- 
1 45:71 5:97//AC004783 "'"! * 

F-NT2RP2001813//Plasmodium falciparum chromosome 2, sectiop 15 of 73 of the complete sequence 7/0. 38:340: 
60//AE001378 ' " t »* "^-"*" 

F-NT2RP2001839//HS_3000_B1_C07_MR CIT Approved Human Genomic Sperm Library D_ Homo sapiens ge- 
nomic clone Plate=3000 CoI=13 Row=F, genomic survey sequence .7/0.026:253 :60//AQ090347 
F-NT2RP2001861//Homo sapiens mRNA for paraplegin.//0.89:l46:71//Y16610 

F-NT2RP2001869//Homo sapiens ZNF202 beta (ZNF202) mRNA; complete Cds7/0.040:174:62//AF027219 
F-NT2RP2001876//Cyprinus carpio mRNA for allograft inflammatory factoM, complete cds.//2.8e-44:483:7l// 
AB012309 

F-NT2RP2001883//Human DNA sequence from clone 612B1*8 on chromosome 1q24-25.3 Contains exon from 
gene similar to 40S ribosomal protein, first coding exon of dynami'n 2*(DYNII). ESTs, STS, GSS, CpG Island, 
complete sequence7/i .8e-87:496:92//AL03i 864 

F-NT2RP2001898//Human inositol polyphosphate 5-phosphatase ! (5ptase) mRNA, 3* end.//9.2e-1 12:633:90// 
M74161 .-^ 

F-NT2RP2001900//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone R08A5, 
WORKING DRAFT SEQUENCE.//0.0026:360:62//Z82281 \ ;< . * 

F-NT2RP2001 907//H,sapiens CpG island DNA genomic Msei fragment, clone 97fH , forward readcpg97f11 .ftla.// 
4.2e-26:206:84//Z64125 "* "l^ '^ ' 

F-NT2RP2001926//Plasmodium falciparum 3D7 chromosome' 12fPFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//5.5e-06:621 :59//AC 004688^ 

F-NT2RP2001936//cSRL-47D9-u cSRL flow sorted Chromosome ii specific cosmid Homo sapiens genomic clone 
CSRL-47D9, genomic survey sequence.//3.1e-50:282:93//B04856^ - ^ ' 7 
F-NT2RP2001 943//Drosophila melanogaster cosmid 25E87/O.00q36:248:60//AL0091 96 
F-NT2RP2001946//Homo sapiens clone NH0140K04, completeiseq'ue nee 7/3. 8e-78: 232 :99//AC 005033 
F-NT2RP2001947//Homo sapiens full-length insert cDN A clone ZD81B04.//2.0e-28:172:94//AF086442 
F-NT2RP2001969//H.sapiens CpG island DNA genomic Msef" fragment, clone I52a8, reverse read 
cpg152a8.rt1a7/1 .0e-20:123:99//Z59378 1 l| * 3 ^; . 

F-NT2RP2001976 * " ~ .' 
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F-NT2RP2001 985//Homo sapiens mRNA for KIAA0545 protein , partial CdS.//0.0023:235:62//AB01 1 1 1 7 
F-NT2RP2001991//Rat orphan transporter v7-3 (NTT73) mRNA, complete cds.//3.1e-35:180:80//L22022 
F-NT2RP2002025//Homo sapiens mRNA for KIAA0756 protein, partial cds.//9.8e-61 :314:97//AB0 18299 
F-NT2RP2002032//Homo sapiens chromosome 5, Bac clone 5m9 (LBNL H220), complete sequence.//0.76:189: 
5 65//AC005895 

F-NT2RP2002033//Homo sapiens clone DJ0292L20, WORKING DRAFT SEQUENCE, 2 unordered pieces7/2.9e- 
12:160:79//AC004825 

F-NT2RP2002041 //Human BAC clone RG035E18 from 7q31 , complete sequence.//0.0014:123:73//AC004029 
F-NT2RP2002046//Homo sapiens Xp22 BAC GSHB-184P14 (Genome Systems Human BAC library) complete 

10 sequence.//2.2e-86:722:77//AC004552 

F-NT2RP2002047//Human DNA sequence from clone 21 F7 on chromosome 6q16.1 -21 . Contains part of an exon 
of a putative new gene and STSs and GSSs, complete sequence : ://0.l3:350:6l//AL033375 
F-NT2RP2002058//S.cerevisiae chromosome XII reading frame ORF YLR129w7/9.7e-1 1:480 :60//Z73301 
F-NT2RP2002066//Rattus norvegicus transmembrane recept6r:ync5H2 mRNA, complete cds.//6.5e-97:6 10:86// 

75 U87306 [ 

F-NT2RP2002070//beta -ADD=adducin beta subunit 63 kdajsofofm/membrane skeleton protein, beta -ADD=ad- 
ducin beta subunit 63 kda isoform/membrane skeleton protein {alternatively spliced, exon 10 to 13 region} [human, 
Genomic, 1851 nt, segment 3 of 3] 7/0.0059:1 07 :73//S8 1083 ;. : Vr./ V ; i: 
F-NT2RP2002076//Homo sapiens clone 24804 mRNAsequence)/i t ^127:643:96//AF052183 

20 F-NT2RP2002078//F12O16-T7.1 IGF Arabidopsis thaliana genomic clone F12016, genomic survey sequence.// 

0.14:191 :64//AQ249805 : ]i&rt.k,<Sr . 

F-NT2RP2002079//Homo sapiens clone DJ0892G19, complete sequence.//0.0094:325:60//AC00491 7 
F-NT2RP2002099//Homo sapiens mRNA for E1 B-55kDa-assdciated protein7/9.8e-111 :533:97//AJ007509 
F-NT2RP20021 05//H.sapiens CpG island DNA genomic Mse1 fragment, clone 1 0h8, forward read cpgl 0h8.ft1 a.// 
25 2.4e-29:178:94//Z58857 - ^ /; * 

F-NT2RP2002124//CIT-HSP-2023E9.TF CIT-HSP Homo sapiens' genomic clone 2023E9, genomic survey se- 
quence.//2.5e-32:202:92//B64468 

F-NT2RP2002137//Human plasma membrane calcium ATPase (hPMCA4) mRNA, complete Cds.//0.095:319:59// 
M25874 ; 

30 F-NT2RP2002154//MUS musculus mRNA for myosin, compl(Bte cd^//1 .0:258 :63//D85923 

F-NT2RP2002172//HS_3020_B1_H02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3020 Col=3 Row=P, genomic survey sequence.//1.2e-11:124:82//AQ093169 
F-NT2RP2002185//RPCI11-67B15TJ RPCI11 Homo sapiens genomic clone R-67B15, genomic survey se- 
quence. //2.8e-1 8: 109:1 00//AQ20 1833 " :V £* ; ';:' 

35 F-NT2RP2002192//Human PM-Scl-75 autoantigen (PM-sct) mRNA; complete cds7/2.7e-36:363:78//U09215 

F-NT2RP2002193//Rattus norvegicus potassium channel regulatory protein KChAP mRNA, complete cds//9.5e- 
82:477:89//AF032872 \ . . „ 

F-NT2RP2002208 ' i^fff&f** 

F-NT2RP200221 9//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING 
40 DRAFT SEQUENCE.//1 .0:378 :58//AL034557 -Cfcv; 

F-NT2RP2002231//Plasmodium falciparum 3D7 chromosome : 12;PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.60:560:56//AC005308^* : ; . 

F-NT2RP2002235//P.falciparum glutamic acid-rich protein gnen,*'domple'te cds.//0.59:341 :60//J03998 
F-NT2RP2002252//MUS musculus mSin3A (sin3A) mRNA, complete cds.//3.5e-81 :398:87//U22394 
45 F-NT2RP2002256//Homo sapiens retinoic acid hydroxylase 'mRNA, complete cds.//6.6e-50:31 5:89//AF0054l 8 

F-NT2RP2002259//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 118J21, WORKING 
DRAFT SEQUENCE.//9.7e-67:340:89//AL033527 \- * [■ J, 

F-NT2RP2002270//RPCI11-77C23.TV RPCI11 Homo sapiens genomic clone R-77C23, genomic survey se- 
quence.//2.9e-1 8:79:93//AQ268098 
50 F-NT2RP2002292//Human DNA sequence *** SEQUENCINGS PROGRESS *** from clone 321 D2, WORKING 

DRAFT SEQUENCE.//1 .0:290:60//AL031033 - v ( , 

F-NT2RP2002312//Homo sapiens CDP-diacylglycerol synthase 2; (&DS2) mRNA, partial cds.//1.5e-93:467:96// 
AF069532 ' ' ■'" 

F-NT2RP2002316//HS_2171_B2_D11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=2171 Col=22 Row=H, genomic survey sequenW.//7.3e-94:463:97//AQl1 9673 

F-NT2RP2002325//Homo sapiens mRNA for Pex11p, complete cds7/3.9e-123:640:95//AB01 5594 
F-NT2RP2002333 ": " .. 

F-NT2RP2002373//F.rubripes GSS sequence, clone 026F10aB8^ genomic survey sequence.//0.46:234:61// 
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F-NT2RP2002385//Homo sapiens synaptic glycoprotein SC2 spliced variant mRNA, complete cds 7/9 .4e-l 38:673: 
97//AF038958 

F-NT2RP2002394//P.falciparum complete gene map of plastid-like DNA ( I R- A) 7/0.79:421 :56//X95275 
5 F-NT2RP2002408//F.rubripes GSS sequence, clone 080GHaA8, genomic survey sequence7/5.7e-l 5:220:71// 

AL015615 

F-NT2RP2002426//SUS scrota SCAMP1 gene, exon 97/7.1 e-71:582:80//AJ223742 
F-NT2RP2002439//Caenorhabditis elegans cosmid T07D37/0.001 8:21 0:67//AF01 6682 
F-NT2RP2002442//Caenorhabditis elegans cosmid T03Fl7/2.8e-18:295:67//U88169 
io F-NT2RP2002457//Homo sapiens Chromosome 16 BAC clone CIT987SK-44M2, complete sequence7/1 .9e-06: 

281:66//AC004381 ' /V m 

F-NT2RP2002464//Human mRNA for KIAA0086 gene, complete cds.//0,039:207:63//D42045 
F-NT2RP2002475 . : : % \ 

F-NT2RP2002479//Homo sapiens mRNA for ABC transporter 7 protein, complete cds.//2.4e-1 23:607:96// 
15 AB005289 f'-V/" 

F-NT2RP2002498//ArabidOpSiS thaliana BAC F3D137/0.73:395:57//AF069300 

F-NT2RP2002503//Homo sapiens, clone hRPK.15_A_1 , complete sequence.//7.2e-1 8:1 34 :90//AC0062 13 
F-NT2RP2002504//Homo sapiens mRNA for KIAA0791 protein, complete cds.//1 .2e-1 57:76 1:97//AB0 18334 
F-NT2RP2002520 \ 
20 F-NT2RP2002537 "['-••"•/'K 

F-NT2RP2002546//Homo sapiens Chromosome 11q12 pac pDJ74lnl.5, WORKING DRAFT SEQUENCE, 7 un- 
ordered pieces7/0.83:252:60//AC0041 27 ^ , 1 ' 

F-NT2RP2002549//Human Chromosome 15q26.1 PAC clone pDJ457j1t containing DNA polymerase gamma 
(polg) gene, complete sequence.//5.9e-93:186:99//AC00531 7 ' ' 
25 F-NT2RP2002591//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 54B20, WORKING 

DRAFT SEQUENCE.//4.0e-38:1 75:78//Z98304 

F-NT2RP2002595//Sequence 2 from patent US 57632207/1 .5e-84:430:95//AR012155 
F-NT2RP2002606//Rattus norvegicus Rabin3 mRNA, complete cds.//1.9e-43:282:87//U19181 
F-NT2RP2002609//Mus musculus defender against death 1 (DADI^gene, partial cds7/1 .5e-11:99:90//AF051310 
30 F-NT2RP2002618//H. sapiens mRNA for arginine methyltransferase,' 'splice variant, 1316 bp7/5.6e-27:460:63// 

Y10806 

F-NT2RP2002621 , vfei:-' 

F-NT2RP2002643//Rat calmodulin III gene for calmodulin, promoter region and exon 1 7/0.023:322:60//D90397 
F-NT2RP2002672//Homo sapiens chromosome 10 clone CIT-HSP^'1 326H7 map I0q24.3-10q25.1 , complete se- 
35 quence.//3.9e-149:794:94//AC005384 "'' 

F-NT2RP2002701//Human DNA sequence *** SEQUENCINGJN PROGRESS *** from clone 50O24, WORKING 
DRAFT SEQUENCE.//9.2e-1 0:1 29:75//AL034380 ' \ J;.,/ 

F-NT2RP2002706//S.griseus secA gene7/1.3e-05:311:63//Y10980' ?A ' " 

F-NT2RP2002710//Homo sapiens mRNA for KIAA0672 protein, : 'c6mplete CdS.//2.5e-40:631 :65//AB014572 
40 F-NT2RP2002727//Rattus norvegicus tulip 2 mRNA, complete . ; cds7/4.8^65:600:73//AF041 107 

F-NT2RP2002736//S.pombe chromosome II cosmid c8877/0.17:352:58//AL033388 

F-NT2RP2002740//Absidia glauca ORF, 3' end; (+) mating type surface protein (PSSP15) gene, complete cds; 
ORF, 5' e nd 7/0. 0073 :274:66//M94861 ; - y / ■ ;» 

F-NT2RP2002741//Homo sapiens mRNA for Neuroblastoma, complete cds.//7.5e-29:628:62//D89016 
45 F-NT2RP2002750//Homo sapiens Xp22 Bins 35-37 BAC GSHB-214D1 8 (Genome Systems Human BAC Library) 
complete sequence7/3.6e-31:568:67//AC005296 

F-NT2RP2002752//Human BAC clone RG317M02 from 7p15-p21, complete sequence7/1 .7e-08:206:63// 
AC002433 

F-NT2RP2002753//Human DNA sequence from cosmid B11B7 f 6n'chromosome 22 contains ESTs7/2.8e-71:195: 
50 89//Z82171 . . : ) j. ; 

F-NT2RP2002769//Streptomyces fradiae tylactone synthase, starter'module and modules 1-7, (tylG) gene, com- 
plete Cds7/0.001 6:41 2:60//U78289 

F-NT2RP2002778//CIT-HSP-2059C5.TF CIT-HSP Homo sapiens genomic clone 2059C5, genomic survey se- 
quence.//6.8e-18:186:79//B69837 l V'\ 
55 F-NT2RP2002800 \ i , 

F-NT2RP2002839//Homo sapiens Chromosome Hql2.2 PACfcTorie/pDJ688pl2 containing uteroglobin gene, 
WORKING DRAFT SEQUENCE, 11 unordered pieces7/1 .2e-41:1 34: :94//AC006078 

F-NT2RP2002857//Rat T-cell receptor active beta-chain V-region (V-beta6-J-beta2.5) mRNA, partial cds, clone 
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TRB-47/0.85:93:68//M18845 

F-NT2RP2002862//HS_3084_A1_H03Jv1F CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3084 Col=5 Row=0, genomic survey sequence.//5.0e-67:390:9l//AQ1 86344 
F-NT2RP2002880 , 

5 F-NT2RP2002891//CIT-HSP-2310O14.TF CIT-HSP Homo sapiens genomic clone 2310O14, genomic survey se- 

quence. //0. 11 :53:90//AQ01 9792 . S : iK\i.. 

F-NT2RP2002925//Pig mRNA for carbonyl reductase, complete cds://0.66:1 94: 65//D 16511 
F-NT2RP2002928//Homo sapiens pre-mRNA splicing factor (PRP17) mRNA, complete cds.//2.3e- 135:628:99// 
AF038392 * 

10 F-NT2RP2002929//Frubripes GSS sequence, clone 123l23aAt, genomic survey sequence.//3.9e-06:66:83// 

aloi7246 . 

F-NT2RP2002939 iPj* '"A 

F-NT2RP2002954 ! ;'V^'.-. 

F-NT2RP2002959//Mus musculus ubiquitin conjugating enzyme (ubc4) mRNA, complete cds.//l.3e-47:411:79// 
15 U62483 '[J i 2 

F-NT2RP2002979//CIT-HSP-2340D12.TF CIT-HSP Homo sapiens genomic clone 2340D12, genomic survey se- 
quence .//4.6e-96:476:97//AQ057233 / 
F-NT2RP2002980//Sequence 20 from Patent EP07058427/4.0e-13:100:94//A52230 

F-NT2RP2002986//Homo sapiens actin binding protein MAYVEN • mRNA, complete cds.//2.4e-09:272:61// 
20 AF059569 

F-NT2RP2002987//Homo sapiens (subclone 6_d9 from P1 H21 ) DNA sequence, complete sequence7/l .Oe-22: 
293:67//AC000958 . - - - " 

F-NT2RP2002993//Rattus norvegicus RN A polymerase 1 127 kDasubunit mRNA, complete cds7/4.0e-74:502:84// 
AF025424 

25 F-NT2RP2003000//Homo sapiens chromosome 12p1 3.3, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 

2.3e-46:474:76//AC004765 

F-NT2RP2003034//Homo sapiens chromosome 17, clone hRPk;849_N_15, complete sequence.//4.2e-23:202: 
82//AC005703 . " ■.. 

F-NT2RP2003073//Human DNA sequence from PAC 306D1 on chromosome X contains ESTs.//3.4e-59:330:82// 
30 Z83822 , Jv /- 

F-NT2RP2003099//HS_3008_B2_C09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3008 Col=18 Row=F, genomic survey sequencer/1 .4e-71 :362:96//AQ089786 
F-NT2RP2003108//Sequence 59 from patent US 57735777/0:95: 123:69//AR014362 

F-NT2RP2003117//HS_2034_B2_D12_T7 CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=2034 Col=24 Row=H, genomic survey seque'nce'7/1 .5e-88:461 :96//AQ230797 

F-NT2RP2003121//Mus musculus enhancer of polycomb (Ep^ry^rhRNA, complete cds.//4.3e-46:470:72// 
AF079765 . ; • ; . 

F-NT2RP2003125//Homo sapiens chromosome 19, cosmid R34382, complete sequence.//5.7e-1 0:436:61// 
AC005329 

40 F-NT2RP2003129//P.thunbergii cab gene7/0.00044:541:60//X6j9'l5;; :; ' 

F-NT2RP2003137//CIT-HSP-2300J6.TR CIT-HSP Homo sapiens genomic clone 2300J6, genomic survey se- 
quence.//5.0e-78:393:97//AQ012976 \ 

F-NT2RP20031 57//Human DNA sequence from cDNA 1 6pHQ"G; 1 6 f romchromosome 1 6p1 3.37/5.4e-07: 1 37:71 // 
284716 

<5 F-NT2RP20031 58//Homo sapiens mRNA for proteasome subunit s p58, complete cds7/1 .Se-11 1 :581 :93//D67025 

F-NT2RP20031 61//CITBI-E1 -2506E20.TR CITBI-E1 Homo sapiens genomic clone 2506E20, genomic survey se- 
quence.//0.0025:156:67//AQ262657 

F-NT2RP2003164 : \ 

F-NT2RP2003165//Human hereditary haemochromatosis region', histbne 2A-like protein gene, hereditary haemo- 
50 chromatosis (HLA-H) gene, RoRet gene, and sodium phosphate transporter (NPT3) gene, complete cds7/1 .4e- 

43 :334:79//U91328 

F-NT2RP2003177//Human signaling inositol polyphosphate 5 phosphatase SIP-110 mRNA, complete cds7/0.91 : 
346:62//U50040 .,'?V.\ 

F-NT2RP2003194//Human DNA sequence * # * SEQUENCING. IN PROGRESS *" from clone 996D20, WORKING 
55 DRAFT SEQUENCE7/1.7e-1 08:51 1:90//AL031 597 ' ^f -/ '* 

F-NT2RP2003206 T Uli V ; 

F-NT2RP2003228//H.sapiens P1-Cdc21 mRNA7/2.9e-1 36:726:93/^74794 

F-NT2RP2003230//Rattus norvegicus endo-alpha-D-mannosidas^(Enman) mRNA, complete cds7/2.6e-51 :348: 
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86//AF023657 

F-NT2RP2003237//Human DNA sequence * ## SEQUENCING IN PROGRESS *" from clone 126A5, WORKING 
DRAFT SEQUENCE7/2.6e-56:41 5:83//AL031 447 , r ' 

F-NT2RP2003243//RPCI11-36J1.TP RPCI-11 Homo sapiens.genpmic clone RPCI-11-36J1, genomic survey se- 
5 quence.//2.le-16:112:93//AQ047107 

F-NT2RP2003265//Muridae sp. (mouse-rat, neuroblastoma-glioma hybrid cell line NGD5) mRNA, complete cds7/ 
6.0e-114:696:87//L38481 

F-NT2RP2003272//RPCI11-67B15.TJ RPCI11 Homo sapiens. .genomic clone R-67B15, genomic survey se- 
quence.//3.8e-16:110:94//AQ201833 *! ' O ; : > 

10 F-NT2RP2003277//Homo sapiens mRNA for KIAA0625 protein, partial cds.//1 .5e-1 45:71 4:96//AB01 4525 

F-NT2RP2003280//RPCI11-14I2.TVB RPCI-11 Homo sapiens,genomic clone RPCI-11-1412, genomic survey se- 
quence.//6.4e-77:400:95//B85286 * ~. 

F-NT2RP2003286//CIT-HSP-2336D3.TF CIT-HSP Homo sapiens genomic clone 2336D3, genomic survey se- 
quence.//5.3e-29:287:73//AQ041024 v 
is F-NT2RP2003293//Homo sapiens DNA from chromosome 1 9, BAC 331 52, complete sequence.//1 .5e-54:508:74// 

AC003973 i. ■ ■ 

F-NT2RP2003295//Homo sapiens RMP mRNA for RPB5 meidating protein, complete cds.//6.1e-85:4 16:97// 
AB006572 

F-NT2RP2003297//S.pombe pho2 gene for specific p-nitrophenylphdsp,hatase.//0.60:309:64//X62722 
20 F-NT2RP2003307//Mus musculus kinesin light chain 2 (Klc2) mRNA, complete cds.//1 .0e-45:442:75//AF055666 

F-NT2RP2003308//D.melanogaster cm mRNA.//1 .1e-63:697:70//X58374 

F-NT2RP2003329//Homo sapiens chromosome 17, clone hCIT.131_K_11, complete sequence 7/0.040: 145:64// 

AC005288 

F-NT2RP2003339 

25 F-NT2RP2003347//Plasmodium falciparum MAL3P7, complete sequence 7/0.1 2:275:60//AL034559 

F-NT2RP2003367//Homo sapiens chromosome 4 clone B3|68A9 s map 4q25, complete sequence 7/0. 83:225:63// 

AC005510 

F-NT2RP2003391 

F-NT2RP2003393//HS_3218_A2_B09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
30 nomic clone Plate=3218 Col=1 8 Row=C, genomic survey sequen : ceWo.021 :93:79//AQ204356 

F-NT2RP2003394 H ; - ' 

F-NT2RP2003401 ■ v - .f ?: 

F-NT2RP2003433//Rattus rattus sec61 homologue mRNA, compfeie % Cds7/4.2e-61 :533:75//M 96630 
F-NT2RP2003445//Homo sapiens genomic DNA, chromosome ;2Sq'11.,1, segment 1/5, WORKING DRAFT SE- 
35 QUENCE7/2.1e-49:301:72//AP000023 ; :i '!' : f: M : ' 

F-NT2RP2003446 i 

F-NT2RP2003456//Rickettsia prowazekii strain Madrid E, complete 1 genome; segment 3/47/0.0018:366:60// 
AJ235272 ' - • 

F-NT2RP2003466//Homo sapiens chromosome 1 1 , BAC CIT-HSP-31'1 e8 (BC269730) containing the hFEN1 gene, 
40 complete sequence 7/7.5e-1 6:1 89:68//AC004770 ^ 

F-NT2RP2003480//Mouse interieukin 2 receptor (p55 IL-2R) mRNAfs' end.//1.9e-25:197:85//M21977 
F-NT2RP2003499 2.1 e-08:408:61//AB000826 

F-NT2RP2003506//Homo sapiens clone NH0479C13, WORKING DRAFT SEQUENCE, 12 unordered pieces7/ 
1 .9e-33:192:96//AC005236 
« F-NT2RP2003511//Ceratopteris richardii mRNA for CRHB11 , partial cds7/1 .0:328:60//AB0 13801 

F-NT2RP2003513//Human mRNA for KIAA0270 gene, partial cds7/7.3e-76:403:93//D87460 
F-NT2RP2003517//Human osteosarcoma cell line U-2 OS mRNA' fragment for PDGF-B chain (PDGF= platelet- 
derived growth factor)7/1 .5e-24:1 51 :95//X03702 * ■ : * '* 

F-NT2RP2003522//Mouse interieukin 2 receptor (p55 IL-2R) mRNA, 5' end.//1.3e-101:564:91//M21977 
50 F-NT2RP2003533//Human DNA sequence from cosmid F1121 oh chromosome 67/2. Oe-40:315:75//Z80899 

F-NT2RP2003543 i: 1 J;* 

F-NT2RP2003559//H .sapiens CpG island DNA genomic Mse1\fragmeht, clone 90a5, reverse read cpg90a5.rtl a.// 
1.1e-20:122:99//Z56144 ,^'V*^L 

F-NT2RP2003564//Human 52-kD ribonucleoprotein Ro/SSA mRN^, complete cds7/8.8e-27:664:63//M34551 
55 F-NT2RP2003567//Homo sapiens mRNA for KIAA0462 proteihVpartiaTcils7/4.1e-1 13:541 :98//AB007931 

F-NT2RP2003581 % 'f 3 s : 

F-NT2RP2003596//F.rubripes GSS sequence, clone 036L10aF1 2, genomic survey sequence.//J1 .9e-1 1 :21 0:65// 
AL012756 
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F-NT2RP2003604//Homo sapiens alpha-catenin-like protein (CTNNAL1) mRNA, complete cds7/1.9e- 123:587: 
98//AF030233 

F-NT2RP2003629 _ 

F-NT2RP2003643//Mus musculus mRNA for CMP-N-acetylneuraminic acid synthetase. //7.8e-88:582:84// 
5 AJ006215 . 

F-NT2RP2003668//Homo sapiens clone RG270D13, WORKING' DRAFT SEQUENCE, 18 unordered pieces.// 
5.6e-47:335:83//AC005081 </ . ^ 

F-NT2RP2003687//Homo sapiens Xp22 BAC GSHB-SigES'fGenome'Systems Human BAC library) complete se- 
quence./^ .2e-06:133:74//AC003684 v , .' 
10 F-NT2RP2003691//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 525L6, WORKING 
DRAFT SEQUENCE.//1 .7e-47:337:81//AL023807 . " 

F-NT2RP2003702//Rattus norvegicus ovarian-specific protein mRNA, complete cds.//1 .3e-65:458:82//U44803 
F-NT2RP2003704//H.sapiens CpG island DNA genomic Msel fragment, clone 2a9, reverse read cpg2a9.rt1e.// 
3.8e-17:170:84//Z60615 

15 F-NT2RP2003706//Homo sapiens mRNA for KIAA0525 protein, partial cds.//2.6e-1 08:51 8:98//AB01 1 097 

F-NT2RP2003713//HS_2016_B1_B05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2016 Col=9 Row=D, genomic survey sequence.//1 .3e-11 :102:90//AQ226895 
F-NT2RP2003714//Homo sapiens DNA from chromosome 1 9, BAC 331 52, complete sequence.//1 .4e-27:249:78// 
AC003973 

20 F-NT2RP2003727//RPC1 1 1 -771 1 9.TV RPC1 1 1 Homo sapiens genomic clone R-771 1 9, genomic survey sequence.// 

3.4e-26:294:74//AQ268303 - 

F-NT2RP2003737//Homo sapiens clone DJ1022I14, WORKING DRAFT SEQUENCE, 14 unordered pieces7/2.6e- 
74:194:91//AC004951 ; : v <A ' 

F-NT2RP2003751//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-911 E12, complete sequence.//1 .7e- 
25 92:165:96//AC003964 }:<:>. 

F-NT2RP2003760//B.primigenius mRNA for coat protein gamma : copy/4.5e-76:696:73//X92987 
F-NT2RP2003764//Homo sapiens gene for MTG1 6, exon 1 b; ji : artiaLsequence.//1 .0:1 09:69//AB0 13275 
F-NT2RP2003769 : ^ ir \ 

F-NT2RP2003770//Homo sapiens chromosome 17, clone hRRC.1050-D_4, complete sequence.//3.0e-96:467: 
30 98//AC004771 Z " 

F-NT2RP2003777 V/- 1^' 

F-NT2RP2003781//tricarboxylate carrier [rats, liver, mRNA Partial; 2986nt].//7.2e-1 07:73 1:82//S700 11 
F-NT2RP2003793//CIT-HSP-2326L12TF CIT-HSP Homo sapiens genomic clone 2326L12, genomic survey se- 
quence .//7.0e-20:124:95//AQ038761 
35 F-NT2RP2003825//Homo sapiens BAC clone RG139P11 from 7qll L q2l , complete sequence.//8.9e-06:l5l :74// 

AC004491 

F-NT2RP2003840//Arabidopsis thaliana chromosome II BAC F12A24 genomic sequence, complete sequence.// 
0.018:145:69//AC005167 ' " ' 

F-NT2RP2003857//HS_3227_A2_G04_T7 CIT Approved Human 'Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3227 Col=8 Row=M, genomic survey sequence.//0.96:257:61//AQ303467 

F-NT2RP2003859 

F-NT2RP2003871//Homo sapiens I2q24 PAC RPCI1-74B13 (Ros we II Park Cancer Institute Human PAC library) 
complete sequence7/2.0e-12:369:65//AC002375 , ; 

F-NT2RP2003885//CITBI-E1-2514D6.TF CITBI-E1 Homo sapiens genomic clone 2514D6, genomic survey se- 
45 quence.//0.13:167:64//AQ265722 

F-NT2RP2003912//nek1=serine/threonine- and tyrosine-specific protein kinase [mice, erythroleukemia cells, mR- 
NA, 4263 nt].//1 .3e-1 36:838:86//S45828 ^ ; \ 
F-NT2RP2003952 "V-V^V" 

F-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquitiri specific protease, complete cds.//2.1e-28: 165:96// 

50 AB014458 ^:",T.'. 

F-NT2RP2003976//Human DNA sequence from clone 283E3 6h]cJJromo^ome 1p36.21 -36.33. Contains the alter- 
natively spliced gene for Matrix Metalloproteinase in the Female Reproductive tract MIFR1, -2, MMP21/22A, -B 
and -C, a novel gene, the alternatively spliced CDC2L2 gene for Cell-Division Cycle 2-Like 2 (PITSLRE, p58/GTA, 
Galactosyltransferase Associated Protein Kinase) beta 1, beta'2-1; beta 2-2 and alpha 2-4, a 40S Ribosomal 

55 Protein S7 pseudogene, part of the KIAA0447 gene, a novel alternatively spliced gene similar to many (archae) 

bacterial, worm and yeast hypothetical genes, and the GNB1. gene for Guanine Nucleotide Binding Protein (G 
protein), Beta polypeptide 1 (Transducin Beta chain 1). Contains putative CpG islands, ESTs, STSs and GSSs, 
complete sequenceV/2.6e-24:298:74//AL031 282 
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F-NT2RP2003981//Homo sapiens mRNA for KIAA0804 protein, partial cds.//9.9e-1 60 :783:96//AB0 18347 
F-NT2RP2003984 * : ' *;\ 

F-NT2RP2003986//Hurnan Chromosome 11 pacpDJ197h17, WORKING DRAFT SEQUENCE, 11 unordered piec- 
es.//! .7e-26:260:77//AC000382 
5 F-NT2RP2003988//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 862K6, WORKING 

DRAFT SEQUENCE7/9.1 e-61 :701 :70//AL031 681 ' 

F-NT2RP2004013//Human DNA sequence from clone 372K1 on chromosome 6q24 Contains EST, STS, GSS and 

CpG Island, complete sequence7/3.0e-l 23:693:91 //AL023580 

F-NT2RP2004014 

10 F-NT2RP2004041//Horno sapiens chromosome 19, cosmid F17127, complete sequence 7/5. 8e-83:427: 87// 

AC004780 

F-NT2RP2004042 . ./ : -\ ( . 

F-NT2RP2004066//Human DNA sequence *** SEQUENCINGIn PROGRESS *** from clone 134019, WORKING 
DRAFT SEQUENCE.//5.6e-1 1 0:528 :98//AL034555 

15 F-NT2RP2004081 

F-NT2RP2004098//HS_2216_A1_B12_MF CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2216 Col=23 Row=C, genomic survey sequei nee;// 1.pe-07: 86 :84//AQ 145694 
F-NT2RP2004124//HS_3064_B2_A04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=8 Row=B, genomic survey sequence7/3 ; 0e-25:1 55 :94//AQ 136993 

20 F-NT2RP2004142//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K8K14, complete sequence.// 

1.0:220:62//AB007645 K ^ ^ 

F-NT2RP2004l52//DrosophilamelanogasterDNAsequence(Pl!DS0^252 (D97)), complete sequence7/0.93:480: 
56//AC002493 / , / 

F-NT2RP2004165//Plasmodium falciparum 3D7 chromosome 1 2 PFYACB8-420 genomic sequence, WORKING 

25 DRAFT SEQUENCE, 1 4 unordered pieces.//0.051 :265:61//A(^05l40 C ; 

F-NT2RP2004170//Homo sapiens distal-less homeobox protein (DLX7) gene, complete cds 7/1 .0:1 62:66// 
AF028235 ' I l> ' '/ 

F-NT2RP2004172//S.pombe chromosome II cosmid c24E97/1.7e-06:466:59//AL021816 
F-NT2RP2004187//Homo sapiens full-length insert cDNA YQ86E077/3:5e-17:354:64//AF075093 

30 F-NT2RP20041 94//Rattus norvegicus Golgi SNARE GS1 5 mRNA, complete cds.//9.4e-53:397:82//AF003998 

F-NT2RP2004196 

F-NT2RP2004207//Human von Willebrand factor pseudogene corresponding to exons 23 through 347/0.0023: 
386:61//M60676 

F-NT2RP2004226//HS_2186_A1_D03_MF CIT Approved Hurnan- Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=2l86 Col=5 Row=G, genomic survey sequence"//7.8e-58:370:87//AQ0638l3 
F-NT2RP2004232//H.sapiens mRNA for protein kinase C mu.//1 ,2e<34:448:67//X75756 
F-NT2RP2004239//Homo sapiens lok mRNA for protein kinase, complete cds.//5.2e-108:510:99//AB015718 
F-NT2RP2004240//Pyrococcus horikoshii OT3 genomic DNA,. C 1 166001 -1485000 nt. position (6/7)7/1 .1e-1 2:489: 

61//AP000006 V 

40 F-NT2RP2004242 ' & A ^ ty [ : ' 

F-NT2RP2004245 : ^vtv#| 

F-NT2RP2004270//Streptomyces coelicolor cosmid 1 A9.y/7:5e^7^62:62//AL034446 

F-NT2RP2004300//Homo sapiens chromosome 19, cosmid R33632 v complete sequence.//3.5e-11 :299:64// 
AC005781 . - 

45 F-NT2RP2004316//Homo sapiens EXT-like protein 2 (EXTL2) mRNA; i :completecds7/4.5e-150:735:97//AF000416 

F-NT2RP2004321//Drosophi!a melanogaster DNA sequence (P1;;DS021 1 0 (D147)), complete sequence7/0.98: 
267:59//AC004423 * v £ ' " 

F-NT2RP2004339//Human Chromosome 16 BAC clone CIT987SK-A-355G7, complete sequence7/1.6e-40:419: 
75//AC002519 ' ' . ' / , 

50 F-NT2RP2004347//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 1 01 8D1 2, WORKING 

DRAFT SEQUENCE7/1 .2e-72 : 439 :82//AL03 1650 } 
F-NT2RP2004364 
F-NT2RP2004365 

F-NT2RP2004366//Human DNA sequence from clone 612B18 on chromosome 1q24-25.3 Contains exon from 
55 gene similar to 40S ribosomal protein, first coding exon of dy nam in 2 (DYNII). ESTs, STS, GSS, CpG Island, 

complete sequence7/0.92:427:57//AL031864 ; - ' 

F-NT2RP2004373//Homo sapiens cosmids Qc15C1 and 94B6 from Xq28, complete sequence.//2.6e-26: 493:65// 
AF035397 
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F-NT2RP2004389//HS_2183_B2_H04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2183 Col=8 Row=P, genomic survey sequence 7/2.9e-11:83:96//AQ063969 
F-NT2RP2004392 

F-NT2RP2004396//Homo sapiens BAC clone RG135C18 from 7q21, complete sequence.//1.1e- 171:875:95// 
5 AC005164 . ;v \ 

F-NT2RP2004399//Homo sapiens SYBL1 gene.//1 .4e-24:467:64//AJ004799 

F-NT2RP2004400//Arabidopsis thaliana BAC T19B17 from chromsome IV, near 19.3 cM, complete sequence.// 
0.00074:455:59//AF069441 

F-NT2RP2004412//H.sapiens CpG island DN A genomic Msel fragment, clone 34g4, reverse read cpg34g4.rtla.// 

10 5.0e-27:154:98//Z65369 

F-NT2RP2004425 " ^ , 

F-NT2RP2004463//Streptomyces coelicolor cosmid 2E9.//0.0053:1 96:65//AL021530 
F-NT2RP2004476//Drosophila melanogaster cosmid 67A97/5.2e-15:377:63//AL034388 
F-NT2RP2004490//Homo sapiens chromosome 1 6, P1 clone 94-1 OH (LANL), complete sequence.//4.3e-1 00:497: 

15 97//AC005591 \ 

F-NT2RP2004512//Plasmodium falciparum MAL3P5, complete sequence.//2.3e-07:815:57//AL034556 
F-NT2RP2004523//Homo sapiens clone DJ0800G07, complete sequence7/8.5e-1 38:71 8 :95//AC 004890 
F-NT2RP2004538//Homo sapiens mRNA for KIAA0591 protein, partial cds 7/1 .4e-137:687:96//AB011163 
F-NT2RP2004551//CIT-HSP-2387G7.TF.1 CIT-HSP Homo sapiens genomic clone 2387G7, genomic survey se- 

20 quence.//2.1e-85:484:91//AQ239555 -A " 

F-NT2RP2004568//H.vulgare GAA-satellite DNA7/2.0e-07:292:6#/Z56lOO 

F-NT2RP2004580//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 968D22, WORKING 
DRAFT SEQUENCE.//4.5e-44:512:72//AL023755 : * y}^ : f ; r 

F-NT2RP2004587//Candida albicans cytoskeleton assembly control protein (SLA2) gene, partial cds. //1 .0:344: 
25 56//AF092908 

F-NT2RP2004594//nbxb0019H13r CUGI Rice BAC Library Oryza seitiya genomic clone nbxb0019H13r, genomic 

survey sequence7/0.053:324:60//AQ258020 " _ • { - 

F-NT2RP2004600 

F-NT2RP2004602//Homo sapiens chromosome 19, cosmid F21431, complete sequence.//0. 12: 109:73// 

30 AC005176 

F-NT2RP2004614 *' * * 

F-NT2RP2004655//Homo sapiens mRNA for leucine rich protein7/2.6e-1 02:496 :98//AJ006291 
F-NT2RP2004664//Homo sapiens mRNA for KIAA0460 protein, partial cds.//1.6e-153:728:98//AB007929 
F-NT2RP2004675//Homo sapiens chromosome 1 2q24.1 , WORKING DRAFT SEQUENCE, 33 unordered pieces.// 

35 0.092:239:61//AC005805 

F-NT2RP2004681//Human DNA sequence from clone 51 J23.on chromosome Xq26.3-27.3. Contains an EST and 
GSSs, complete sequence.//1.0:236:61//AL031312 •.' 

F-NT2RP2004689//Homo sapiens mRNA for KIAA0625 protein rpartfkl cds.//1 .3e-59:327:94//AB014525 
F-NT2RP2004709//HS_2033_B2_E04_MR CIT Approved HumanrGenomic Sperm Library D Homo sapiens ge- 

40 nomic clone Plate=2033 Col=8 Row=J, genomic survey sequence^iy9e l 15:187:74//AQ230714 

F-NT2RP2004710//HS_3185_82_D07_T7 CIT Approved Human'Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3185 Col=14 Row=H, genomic survey sequeViceV/9.9e-1 0:11 0:84//AQ1 72885 
F-NT2RP2004736//Homo sapiens mRNA for KIAA0478 protein,;compiete cds.//6.4e-117:582:96//AB007947 
F-NT2RP2004743//Human DNA sequence from PAC 37M 17 chromosome X.//0. 14:1 38:71 //Z78022 

« F-NT2RP2004767//H,sapiens CpG island DNA genomic" Msel' fragment, clone 65C11, reverse read 

Cpg65c11.rtla7/1.3e-24:217:81//Z62210 ■ ' " r 

F-NT2RP2004768//Homo sapiens STE20-like kinase 3 (mst-3).mRNA, complete cds7/1 .6e-45:541 :71//AF024636 
F-NT2RP2004775//Plasmodium falciparum chromosome 2,. section 35 of 73 of the complete sequence7/5.8e-13: 
697:59//AE001398 ' * : 

so F-NT2RP2004791//Human HeLa mRNA isolated as a false positive in a two-hybridscreen.//5.0e-53:353:84// 

U56252 

F-NT2RP2004799//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds.// 
1.5e-116:594:95//AF058953 F-NT2RP2004802 ^ * 

F-NT2RP2004816//Homo sapiens H beta 58 homolog mRNA, complete cds.//2.1e-101:495:97//AF054179 
55 F-NT2RP2004841//Human DNA sequence from cosmid J13801 7, between markers DXS6791 and DXS8038 on 

chromosome X contains EST CA repeat and an endogenous retroviral like element7/7.6e-82:53l :84//Z725l 9 
F-NT2RP2004861//Fugu rubripes GSS sequence, clone 040O17bA3, genomic survey sequence.//0.96: 183:64// 
AL025645 - ; - 
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F-NT2RP2004897//Human Chromosome X clone bWXD187, complete sequence 7/4.8e- 142: 71 0:96//AC004383 
F-NT2RP2004933//Homo sapiens mRNA for ZIP-kinase, complete cds.//2.0e-82:418:95//AB007l44 
F-NT2RP2004936 

F-NT2RP2004959//HS_3197_A2_G11_MR CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
5 nomic clone Plate=3i97 Col=22 Row=M, genomic survey sequence.//3.5e-25:2l8:83//AQl50l83 

F-NT2RP2004961//Rattus norvegicus KRAB/zinc finger suppressor protein 1 (KS1) mRNA, complete cds7/2.5e- 
59:339:79//U56732 

F-NT2RP2004962//Human hereditary haemochromatosis region, histbne 2A-like protein gene, hereditary haemo- 
chromatosis (HLA-H) gene, RoRet gene, and sodium phosphate .transporter (NPT3) gene, complete cds.//3.6e- 
w 19:187:72//U91328 

F-NT2RP2004967//Plasmodium falciparum MAL3P6, complete sequence.//0.0020:297:61//Z98551 
F-NT2RP2004978//Chlamydomonas reinhardtii VSP-3 mRNA, complete cds7/0.22:162:69//L29029 
F-NT2RP2004982//F26D4-Sp6 IGF Arabidopsis thaliana genomic clone F26D4, genomic survey sequence 7/0.1 3: 
273:61//B12642 

15 F-NT2RP2004985//Human mRNA for KIAA0144 gene, complete cds.//1 .5e-2 0:431 :65//D63478 

F-NT2RP2004999 

F-NT2RP2005000//R.rattus gene for beta- 1 subunitof Na,K-AtPase.//0 ; 019:240:63//X63375 
F-NT2RP2005001//Homo sapiens mRNA for KIAA061 5 protein, complete cds.//6.0e-159:782:97//AB014515 
F-NT2RP2005003//H.sapiens Staf50 mRNA.//3.1e-42:430:75//X82200 " 
20 F-NT2RP2005012//Homo sapiens SEC63 (SEC63) mRNA, complete cds7/1.4e-98:501 :96//AF100141 

F-NT2RP2005018//Homo sapiens PAC clone DJ0659J06 Jrorm 7q33-q35, complete sequenceV/1 .0:209:63// 
AC004849 

F-NT2RP2005020 v ~ : 

F-NT2RP2005022//Human Chromosome 3 pac pDJ70i1 1 , WORKING DRAFT SEQUENCE, 2 unordered pieces.// 

25 3.0e-43:98:93//AC000380 

F-NT2RP2005031//HS_2052_B2_G10Jv1R CIT Approved Humari dehbmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2052 Col=20 Row=N, genomic survey sequence.//0.019:363:61//AQ231464 
F-NT2RP2005037//Human 3' of immunoglobulin heavy chain locus (IGHA2) gene7/0.70:174:65//U64454 
F-NT2RP2005038//Homo sapiens chromosome 17, clone hRPK.74_E_22, complete sequence.//0.20:519:57// 

30 AC005696 

F-NT2RP2005108 " ; :\'L' 

F-NT2RP2005116//Homo sapiens mRNA for KIAA0664 protein, partial cdS.//2.0e-103:495:98//AB014564 
F-NT2RP2005126//H.sapiens mRNA for RNA helicase (Myc^regulated dead box protein) 7/2. 9e-27: 157:98// 
X98743 ,; ''v* 

35 F-NT2RP2005139//Amycolatopsis mediterranei genes encoding- rifamycin polyketide synthases, ORFs 1 to 5.// 

0.00024:547:59//AJ223012 .. . 

F-NT2RP2005140//Homo sapiens chromosome 21, Neurofibrofrlatosis 1 (NF1) related locus, complete se- 
quence.//0.95:191:62//AC004527 , . , ' ; : 

F-NT2RP2005144//Homo sapiens tubby like protein 3 (TULP3) hiRN : A; complete cds7/2.6e-89:447:96//AF045583 
40 F-NT2RP2005147//HS_3184_A1_E01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3184 Col=1 Row=l, genomic survey sequencev//0.10:294:60//AQ252226 
F-NT2RP2005159//H.sapiens CpG island DNA genomic Msel^ fragment, clone I32g6, forward read 
cpg132g6.ft1a7/1.1e-13:93:97//Z59162 :": 
F-NT2RP20051 62//Caenorhabditis elegans cosmid F01 F1 7/2,6e-20.!394:64//U 13070 
45 F-NT2RP2005168//Homo sapiens mRNA for ElB-55kDa-assbciated protein 7/1. 4e-l 25 :633:96//AJ007509 

F-NT2RP2005204//Arabidopsis thaliana ubiquitin activating eniy me '(UBAi) gene, complete Cds7/0.00016:316: 
60//U80808 " • : ; ,4 ' 

F-NT2RP2005227//Homo sapiens PAC clone DJ0905J08 fronV 7p12-p14, complete sequence.//0.5 1:52:92// 
AC005189 

so F-NT2RP2005239//S.pombe chromosome II cosmid c21D10.//l'.3e-22:356:67//AL031536 

F-NT2RP2005254 

F-NT2RP2005270//H.sapiens genomic DNA (chromosome 3; clone : NL197R)7/0.58:132:65//X87513 
F-NT2RP2005276//Rat mRNA for brain acyl-CoA synthetase II, complete cds7/9.0e-l 03:656 :85//D30666 
F-NT2RP2005287//Cavia porcellus zinc finger protein (zfoC1) mRNA, complete cds.//3.4e-37:302:84//L26335 
55 F-NT2RP2005288//Homo sapiens RCCMike G exchanging factor RLG mRNA, complete cds.//7.1e- 122:604:96// 

AF060219 , 2 : J, 

F-NT2RP2005289//Homo sapiens mRNA for XRP2 protein#4f6e-U0:670:98//AJ007590 
F-NT2RP2005293//HS_3245_B1_E10_T7 CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 

. . ; .*■;' t ". 
*- i\ ' " 

i 
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nomic clone Plate=3245 CoI=19 Row=J, genomic survey sequence7/8.2e-37:223:92//AQ2l7454 
F-NT2RP2005315//Homo sapiens mRNA for KIAA0676 protein, partial CdS.//1.1e-95:483:96//AB014576 
F-NT2RP2005325//Human LIM-homeobox domain protein (hLH-2) mRNA, complete cds.//8.2e-22:1 66:90// 
U11701 

5 F-NT2RP2005336//Homo sapiens snRNA activating protein complex 1 90kD subunit (SNAP1 90) mRNA, complete 

CdS.//0.39:353:62//AF032387 \ ■. : V'-% i . 

F-NT2RP2005344//Homo sapiens mRNA for KIAA0566 protein, partial cds.//8.8e-29:456:66//AB011138 
F-NT2RP2005354//Human DNA sequence from PAC 435C23 on. chromosome X. Contains ESTs.//0. 72:431:61// 
Z92844 '""\ 
10 F-NT2RP2005358//Homo sapiens methyl-CpG binding protein MBD3 (MBD3) mRNA, complete cdsV/4.7e-99:489: 

96//AF072247 .V^*..'Vv, ' 

F-NT2RP2005360//Pan troglodytes huntingtin gene, partial exon 7/0.93:1 05 :67//L49358 
F-NT2RP2005393//Rat parathyroid hormone receptor mRNA, complete cdsV/2.4e-08:97:83//M77184 
F-NT2RP2005407 

i5 F-NT2RP2005436//Homo sapiens chromosome 16, cosmid clone;2H2 (LANL), complete sequence7/0.01 4:235: 

62//AC005346 

F-NT2RP2005441//CIT-HSP-2338P5.TR CIT-HSP Homo sapiens genomic clone 2338P5, genomic survey se- 
quence .//4.0e- 107: 532 :97//AQ055548 

F-NT2RP2005453//F21C16TFC IGF Arabidopsis thaliana genomic clone F21C16, genomic survey sequence.// 
20 1.0:239:61//B97865 V 

F-NT2RP2005457//B.taurus Cl-B14.5b mRNA for NADH dehydrogenase (ubiquinone).//4.7e-25:245:79//X68647 
F-NT2RP2005464//Human DNA sequence from clone 836E8 on chromosome 20p12 Contains EST, CA repeat, 
STS, GSS, retroviral sequence, complete sequence.//4.6e-111:724:86//AL031679 

F-NT2RP2005465//Homo sapiens chromosome 19, BAC CIT-B-393i15 (BC301323), complete sequence.//6.5e- 

25 18:152:75//AC006116 

F-NT2RP2005472//Human DNA sequence from clone 1118D24on chromosome 1p36.1 1-36.33. Contains part of 
a novel gene similar to worm genes T08G11 .1 and C25H3.9 , 1 part of a 60S Ribosomal Protein L10 LIKE (pseudo) 
gene and two 3' exons of the TNFR2 gene for Tumor Necrosis Factor-Receptor 2 (75 kD) (TNF Binding Protein 2, 
TBPII, TNF-R2, CD120B, TNFBR). Contains ESTs, STSs, GSSs, genomic marker D1S434 and a ca repeat poly- 

30 moronism, complete sequence.//4.4e-12:89:97//AL031 276 ■ 

F-NT2RP2005476//Homo sapiens BAC clone RG293F17 from ^lS^l , complete sequence.//4.3e-40:463:73// 
AC004130 * : ' .¥& : H- 

F-NT2RP2005490//Homo sapiens clone NH0001P09, WORKING DRAFT SEQUENCE, 1 unordered pieces.// 
3.2e-115:228:99//AC006030 *' Ki ]y't.'. 

35 F-NT2RP2005491//HS_2253_A2_G10_MR CIT Approved Humaff6enbmic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2253 Col=20 Row=M, genomic survey sequence;//4.6e-23:234:80//AQ1 16847 
F-NT2RP2005495 ; J 

F-NT2RP2005496//HS_3064_A1_F08_MR CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=15 Row=K, genomic survey sequence^/5;3e 1 90:436:98//AQ 143097 
40 F-NT2RP2005498//Rabbit protein phosphatase 2A beta subunit mRNA, complete cds.//1 .4e-63:503:78//M64931 

F-NT2RP2005501//Homo sapiens chromosome 10 clone CIT987SK-T143A11 map 10q25, complete sequence.// 
0.86:1 83:63//AC005880 ; 
F-NT2RP2005509//Homo sapiens cosmid LM1937 from Xq28*Jyt.6:i60:lB5//U82695 

F-NT2RP2005520//Homo sapiens chromosome-associated protein-E.(hCAP-E) mRNA, complete cds7/3.9e-8l: 

45 444:92//AF092563 

F-NT2RP2005525//Homo sapiens mRNA for KIAA0764 protein, complete cds.//6.9e-1 8:1 12:99//AB01 8307 
F-NT2RP2005531//Human structural protein 4.1 mRNA, complete cds.//1 .1 e-0 6:282 :60//M 14993 
F-NT2RP2005539//Homo sapiens mRNA for NS1 -binding protein' (NSl-BP).//2.9e-1 53: 747:97//AJ01 2449 
F-NT2RP2005540//Homo sapiens mRNA for KIAA0494 proteih^opntpjete Cds.//5.9e-1 30:61 8:98//AB007963 

so F-NT2RP2005549//Mus musculus clone OST142, genomic survey sequence .//3.le-43:277:89//AF046734 

F-NT2RP2005555//HS_2188_A2_D04JVIR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2188 Col=8 Row=G, genomic survey sequence .//8.0e-05:195:65//AQ086723 
F-NT2RP2005557//Homo sapiens clone 486790 diphosphoinositpl . polyphosphate phosphohydrolase mRNA, 
complete cdsy/2.5e-44:473:71//AF062529 V V. ' 

55 F-NT2RP2005581//Homo sapiens BAC clone GS180J15 from 7q34 r^mplete sequence./0.99:21 3:65//AC0050l 6 

F-NT2RP2005600//H.sapiens CpG island DNA genomic Msei, fragment, clone I72di2, reverse read 
Cpg172d12.rt1a7/0.32:134:63//Z57359 ^" X* " 

F-NT2RP2005605 '''^fk'f;'! 

» • .'. 
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F-NT2RP2005620//Homo sapiens epsin 2a mRNA, complete CdS,7/9, 8e-9 1:447: 97//AF062085 
F-NT2RP2005622 ' ^ . . r . 

F-NT2RP2005635//Saccharomyces cerevisiae chromosome VHft&smid 92057/8.6e-1 7:41 1:61//U 10556 
F-NT2RP2005637//NATI (NATI*10)=acetyltransferase 1 {3' region ;-polyadenylati on polymorphism) [human, unre- 
5 lated Caucasians, mRNA Partial Mutant, 300 nt]7/0.22:l56:65//S^882? 

F-NT2RP2005640//Mouse U6 RNAgene.//5.5e-19:249:76//X06980 r ' * 

F-NT2RP2005645//HS_2201_B2_D07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=220l CoI=14 Row=H, genomic survey Sequence7/0.30:159:65//AQ066763 
F-NT2RP2005651//H.sapiens DNA sequence.//0.00037:150:66//Z22493 
10 F-NT2RP2005654//Homo sapiens mRNA for KIAA0288 gene, completecds.//4.7e-07:351 :62//AB006626 

F-NT2RP2005669//Homo sapiens KE05 protein mRNA, complete cds.//8.2e-98:472:98//AF064605 
F-NT2RP2005675//Homo sapiens growth suppressor re lated' (DOC-/IR) mRNA, complete cds7/2.4e-94:462:98// 
AF089814 : : . * 

F-NT2RP2005683//HS-1 024-B1 -H05-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
15 Plate=CT 803 Col=9 Row=P, genomic survey sequence 7/0.99:1 56 :64//B34405 

F-NT2RP2005690//Human pyrroline 5-carboxylate reductase mRNA, complete cds.//7.7e-1 0:328:61 //M 77836 
F-NT2RP2005694 . j > ■ 

F-NT2RP2005701//Homo sapiens I2p13.3 BAC RPCI11 -288K12 (Roswell Park Cancer Institute Human BAC Li- 
brary) complete sequence7/0.72:160:65//AC0051 83 ; 
20 F-NT2RP2005712//Homo sapiens mRNA for KIAA0799 protein, partial cds.//1 .6e-124:599:97//AB018342 

F-NT2RP2005719//R.norvegicus mRNA for metallothionein-lll.//0.86:117:64//X89603 
F-NT2RP2005722//Human zinc finger protein ZNF136y/2.6e-44:415:77//U09367 

F-NT2RP2005723//Human BAC clone GS542D18 from ' 7q31^q3^, complete sequence7/6.9e-1 5: 153:81// 
AC002528 . . ^\ : , v ti> .;. 

25 F-NT2RP2005726//Homo sapiens clone DJ0577P23, WORKING. DRAFT SEQUENCE, 28 unordered pieces.// 

5.1 e-41 :1 38:95//AC005627 \ ^''C'^'' 

F-NT2RP2005732//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 291J10, WORKING 
DRAFTSEQUENCE.//0.61:303:60//Z93017 * ^ :jK • 

F-NT2RP2005741//Homo sapiens PALM gene, exon 1 and joined CDS;//0.52:116:67//Y16270 
30 F-NT2RP2005748//Human Kox11 mRNA for zinc finger p rote i n f^p art i^tj 7/0 . 1 1 :136:66//X52342 

F-NT2RP2005752//Homo sapiens TNFR-related death recepto t-6.( D R6) mRNA, complete cds.//7.8e-22: 134:96// 
AF068868 \ . \ \ \ \ 

F-NT2RP2005753//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds7/1.2e- 100:486:98// 
AF082516 • ■ / • 

35 F-NT2RP2005763//Human mRNA for KIAA0111 gene, complete cds.//0.00073:425:56//D21 853 

F-NT2RP2005767//G.gallus PB1 gene7/2.1e-73:544:80//X90849 

F-NT2RP2005773//Human pyrroline 5-carboxylate reductase mRNA, complete cds.//6.2e-1 5:1 53 :82//M 77836 
F-NT2RP2005775//Sus scrofa mRNA for soluble angiotesin-binding protein, complete cds7/1.2e-l 21:649:88// 
D11336 

40 F-NT2RP2005781//Pseudomonas aeruginosa gene for MexX fend-MexY, complete cds//0.96:1 84: 60//AB0 15853 

F-NT2RP2005784//Human DNA sequence *" SEQUENCING IN PROGRESS "* from clone 1 1 85N5, WORKING 
DRAFT SEQUENCE7/1 .9e-63:222:96//AL034423 

F-NT2RP2005804//Oryza sativa glycine-rich protein (OSGRRIi) mRNA, complete cds.//2.6e-07:232:64// 
AF010579 - 

45 F-NT2RP2005812 : "'^ 

F-NT2RP200581 5//Streptomyces sp. gene for alkaline serine protease 17/0.031 :358:59//X741 03 
F-NT2RP2005835//Rattus norvegicus mRNA for p47, comp^te;ids|^:5e-1 07:449:9 1//AB002086 
F-NT2RP2005841 //Human DNA sequence from cosmid U209G1 dn-jinrompsome X.//5.le-05:l44:73//Z68873 
F-NT2RP2005853//RPCI11-24D4.TKBF RPCI-11 Homo sapiens ^hbmicxlone RPCI-11-24D4, genomic survey 

50 sequence.//6.4e-13:130:85//AQ013490 

F-NT2RP2005857//Homo sapiens chromosome-associated pcoteinrQ .(hCAP-C) mRNA, partial cds7/1.7e-174: 
829:98//AF092564 : . Vr; fh jr > \ 

F-NT2RP2005859//Human DNA sequence *" SEQUENCING IN PROGRESS from clone 914P20, WORKING 
DRAFT SEQUENCE7/0.25:174:62//AL034553 / 
55 F-NT2RP2005868//Fugu rubripes GSS sequence, clone 1 03l24aF4, genomic survey sequence.//7.8e-06:92:79// 

AL027276 

F-NT2RP2005886//HS_3187_A2_D08_T7 CIT Approved Human'Gehomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3187 Col=16 Row=G, genomic survey sequence.//7.1e-95:494:95//AQ 155885 
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F-NT2RP2005890//Mouse oncogene (ect2) mRNA, complete cds.//2.7e-32:660:66//L1 131 6 
F-NT2RP2005901//H.sapiens CpG island DNA genomic Mset fragment, clone 15b5, reverse read cpgl5b5.rt1a.// 
0.0026:66:84//Z54729 , } > • * \ 

F-NT2RP2005908//Homo sapiens 12ql3.1 PAC RPCI3-197B17 (Roswell Park Cancer Institute Human PAC li- 
5 brary) complete sequence7/6.4e-49:48l :75//AC00424l ' 5 

F-NT2RP2005933//Rattus norvegicus nucleoporin p54 mRNA, complete cds7/6.6e-61 :657:73//U63840 
F-NT2RP2005942//H.sapiens PAPmRNA7/1.6e«46:618:67//X76770; li 

F-NT2RP2005980//Homo sapiens chromosome 17, clone hRPC:i08l_P_3, complete sequence7/l.0e-48:533: 
71//AC005207 , " J :' ' ' y 

10 F-NT2RP2006023//HS_3048_A1__A11 JvlF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3048 Col=21 Row=A, genomic survey sequence.//2:'le-25:167:91//AQ126553 
F-NT2RP2006038//CIT-HSP-384K4.TR CIT-HSP Homo sapiens genomic clone 384K4, genomic survey se- 
quence.//3.9e-06:102:74//B51912 

F-NT2RP2006043//Human intercrine-alpha (hIRH) mRNA, complete cds7/1.9e-05:418:59//U19495 
is F-NT2RP2006052//Peromyscus polionotus ammobates dinucleotide microsatellite Ppa55.//0.0035:226:65// 

AF016861 

F-NT2RP2006069//Human HepG2 partial cDNA, clone hmd3g02m57/3.9e-11 :121 :85//D1 7047 
F-NT2RP2006071 ' ' . 

F-NT2RP2006098//Homo sapiens chromosome 21q22.2, cosmid D13C2, complete sequence.//0.46:264:59// 

20 AF027207 . 

F-NT2RP2006100//Human Chromosome X, complete sequence://32e-94:488:95//AC004073 
F-NT2RP2006103//HS_2254_A2_D02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2254 Col=4 Row=G, genomic survey se9uence.//5.7e-27:156:96//AQ1 29602 
F-NT2RP2006106//Human Chromosome 11 pac pDJ1173a5, 'complete sequence711.2e-62:655:71//AC000378 

25 F-NT2RP2006141//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 537K23, WORKING 

DRAFT SEQUENCE.//1 .2e-69:316:98//AL034405 'I'^'^j - 

F-NT2RP2006166//Homo sapiens chromosome 4 clone B32I8, complete sequence7/3.1e-45:387:81//AC004063 
F-NT2RP2006184//Cricetulus griseus beta-1 ,6-N-acetylglucosaminyltransferase Lec4Acell line point mutant mR- 
NA, complete cds.//0.99:111 :73//U62587 ; ;"f$^ \ 

30 F-NT2RP2006186//Homo Sapiens mRNA for KIAA0654 prbteifr^ 

F-NT2RP2006196//Homo sapiens Clone DJ1189D06, complete sequence .//2.8e-28:718:62//AC005232 
F-NT2RP2006200//Homo sapiens chromosome 1 2p1 3.3 clone"RPCI1 -96H9, WORKING DRAFT SEQUENCE, 66 
unordered pieces.//6.5e-83:239:94//AC006057 % i? * v -- 

F-NT2RP2006219//H.sapiens mRNA for DGCR6 protein.//1.4e : 1 16:61 8:93//X96484 

35 F-NT2RP2006237//CIT-HSP-2300P9.TR CIT-HSP Homo sapiens genomic clone 2300P9, genomic survey se- 

quence.//2.0e-1 8:1 1 8:97//AQ01 2480 

F-NT2RP2006238//Rattus norvegicus CTD-binding SR-like protein rA8 mRNA, complete cds.//7.6e-1 02:635:86// 
U49055 

F-NT2RP2006258//RPCI11-9N9.TP RPCI-11 Homo sapiens genomic clone RPCI-11-9N9, genomic survey se- 

40 quence.//8.6e-05:181:63//B71615 

F-NT2RP2006261//H.sapiens mRNA for serine/threonine protein kinase EMK.//0.44:111:71//X97630 
F-NT2RP2006275//Pseudorabies virus UL[5,6 ,7,8,8.5,9,10,11 ,12,1 3] genes.//2.0e-05:501 :59//X97257 
F-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, complete cds.//2.7e-138:679:97//AF035262 
F-NT2RP2006320//P.falciparum pfmdrl geney/0.00013:425:60//X56^5i; 

45 F-NT2RP2006321//Homo sapiens DNA from chromosome 1 9,'B^C 331 52, complete sequence.//4.1e-1 9:545:62// 

AC003973 ' * : ;f £* J \\ ; 

F-NT2RP2006323//Human DNA sequence *** SEQUENCINGJN PROGRESS *** from clone 745114, WORKING 
DRAFT SEQUENCE7/8.9e-1 8:1 31 :90//AL033532 * 

F-NT2RP2006333//Homo sapiens PAC clone DJ0808A01 from : 7q2t.1-q31 .1 , complete sequence7/6.2e-125:602: 
50 98//AC004893 . 

F-NT2RP2006334//Homo sapiens chromosome 19, cosmid R27139; complete sequence.//2.1e-06:241:65// 
AC005514 \'>- 'r^'*" 

F-NT2RP2006365//Fugu rubripes GSS sequence, clone 1 71 Kl5aC5,' genomic survey sequence7/7.8e-06:l48: 
70//AL029590 1 . J'.-i [ • 

55 F-NT2RP2006393//Human DNA sequence from clone 80119 on chromosome 6p21. 3 1-22.2 Contains genes and 

pseudogenes for olfactory receptor-like proteins, STS, GSS, complete sequence 7/6. 8e-06:l67:70//AL022727 
F-NT2RP2006436//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone Y31 3F4, WORKING 
DRAFT SEQUENCE.//4.2e-92:363:84//AL023808 
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F-NT2RP2006441 : 'v>:/v" 

F-NT2RP2006454//Sequence 8 from Patent W0951 75227/2.96-06:1 80:66//A45338 
F-NT2RP2006456 

F-NT2RP2006464//Homo sapiens mRNA for AND-1 protein 7/3. 4e- 148: 545 :98//AJ 006266 
5 F-NT2RP2006467//Sus scrofa IgM heavy chain gene, switch region and exons encoding chl -ch4 and secretion 

domains, partial cds7/0.061:201:66//U501 49 , 
F-NT2RP2006472 * : \ f 

F-NT2RP2006534//Human DNA sequence from clone 272E8ph chromosome Xp22. 13-22.31 . Contains a pseu- 
dogene similar to MDM2-Like P53-binding protein gene. Contains StSs, GSSs and a CA repeat polymorphism, 
10 complete sequence7/8.8e-10:273:66//Z93929 

F-NT2RP2006554//Human DNA mismatch repair protein homolog (hMLH1) gene, exon 67/0.71:1 74:59//U40965 
F-NT2RP2006565//Homo sapiens secretory carrier-associated membrane protein (SCAMP) mRNA, complete 
cds7/6.6e-114:669:90//AF038966 

F-NT2RP2006571//Rabbit cytochrome P-450 isozyme 2 (type^B2) mRNA, complete cds, clone B2-l7/6.0e-26: 

15 503:63//M20855 

F-NT2RP2006573//Molluscum contagiosum virus subtype 1, complete genome7/0.44:134:71//U60315 
F-NT2RP2006598//Human BRCA2 region, mRNA sequence CG033.//5.0e-1 6:1 40:85//U50537 
F-NT2RP3000002//***ALU WARNING: Human Alu-Sc subfamily consensus sequence7/3.8e-32:214:89//U 14571 
F-NT2RP3000031//Homo sapiens mRNA for histone deacetylase-like protein (JM21)7/5.8e- 136:637:98// 

20 AJ011972 v 

F-NT2RP3000046//Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 
plete cdS.//5.4e-05:571:60//L14320 ;» ;.V \f 
F-NT2RP3000047 "/ ^ ' ^ 

F-NT2RP3000050//Figure 2. Nucleotide and translated proteiri"se!quences of HPF1 , -2, and-97/1 .0e-67:626:74// 
25 M27877 , / ■■ 

F-NT2RP3000055//Genomic sequence from Human 9q34, complete ! sequ"ence7/3.5e-10:394:64//AC00 1227 
F-NT2RP3000068 '/}\\ \^\ \ ' 

F-NT2RP3000072//Homo sapiens BAC clone RG290G1 3 from7q2i . complete sequence7/1 .0:301 :61//AC004746 

F-NT2RP3000080//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 1 02D24, WORKING 
30 DRAFT SEQUENCE7/1 .9e-44:297:79//AL021391 ; 

F-NT2RP3000085//Arabidopsis thaliana 3-methylcrotonyl-CoA'cart)oxylase precursor mRNA, complete cds.// 
• 4.5e-33:528:65//U12536 . r ; , 

F-NT2RP3000092//RPC1 1 1 -22M5.TV RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -22M5, genomic survey se- 

quence.//3.3e-27: 1 57:97//B84237 
35 F-NT2RP3000109//Arabidopsis thaliana 1 -amino- 1-cyclopropanecarboxylate synthase (ACS5) gene, complete 

Cds.//0.92:185:64//L29260 ' 

F-NT2RP3000134//Homo sapiens PAC clone DJ0905J08 from 7p12-p14, complete sequence.//1 .2e-1 12:286:89// 
AC005189 ' I ' ;> :; 

F-NT2RP3000142//Homo sapiens mRNA for KIAA0592 protein, partial cds.//9.0e-181 :849:98//AB011164 
40 F-NT2RP3000149//Homo sapiens chromosome 17, clone hRPK.264_B_14, complete sequence7/4.2e-24:155: 

94//AC005884 * 

F-NT2RP3000186//Human DNA sequence *** SEQUENCING^ PROGRESS *** from clone 500L14, WORKING 
DRAFT SEQUENCE7/7.2e-43:269:81//AL023583 C^lft-'.W 

F-NT2RP3000197//Homo sapiens interleukin 9 receptor (IL9R) pseudogene, exons 1-97/0.098:405:57//L39063 
« F-NT2RP3000207//Drosophila melanogaster DNA sequence (Pi DS00164 (D269)), complete sequence7/0.96: 
608:55//AC00471 6 ~ r V-V\ '*' 

F-NT2RP3000220 .. : V; 

F-NT2RP3000233//Homo sapiens actin binding protein MAYVEN /mRNA, complete cds 7/2. Oe- 18:509:58// 

AF059569 ' 
so F-NT2RP3000235//Mouse Cosmid ma53a016 from 14D1-D2, complete sequence 7/3.5e-05:224:65//AC004l 01 

F-NT2RP3000247//Human mRNA for KIAA0218 gene, complete cds.//2.1e-1 09:691 :86//D86972 

F-NT2RP3000251//Caenorhabditis elegans cosmid ZK930, complete sequencey/0.20:l19:68//Z70213 

F-NT2RP3000252//Homo sapiens cosmid 1 F1 , complete sequence.//9.8e-78:l 74:88//AF065393 

F-NT2RP3000255 ~ 
55 F-NT2RP3000267 * 

F-NT2RP3000299//Mus musculus Crk-associated substrate (Cas-b) mRNA, complete cds.//5.9e-48:374:82// 

U48853 

F-NT2RP3000312//Friiit fly (D.melanogaster) Glued mRNA, complete cds7/4.9e-22:583:63//J 02932 
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F-NT2RP3000320//RPCI11-36J1.TP RPCI-11 Homo sapiens genomic clone RPCI-11-36J1, genomic survey se- 
quence7/4.4e-06:87:88//AQ047107 ; 

F-NT2RP3000324//Rattus norvegicus potassium channel regulator^. mRNA, complete cds.//5.5e-26:283:79// 

U78090 ':' y.fyff.j 

5 F-NT2RP3000333//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 973M2, WORKING 

DRAFT SEQUENCE.//1 .0:309:60//AL033533 • Jt . ■ £ V ][ 

F-NT2RP3000341//Homo sapiens DNA sequence from PAC 95C20 on chromosome XpH .3-11 .4. Contains STSs 
and the DXS7 locus with GT and GTG repeat polymorphisms, completesequence7/6.7e-42:465:74//Z97i8l 
F-NT2RP3000348 

10 F-NT2RP3000350//Homo sapiens cosmid 1 F1 , complete sequence.//3.4e-79:1 74:88//AF065393 

F-NT2RP3000359//Bovine mitochondrial GTP: AMP phosphotransferase mRNA, complete cds 7/2. 2e-1 27:81 6:85// 
M25757 

F-NT2RP3000361//Schizosaccharomyces pombe DNA for pre-mRNA splicing factor, complete cds 7/0.0075:288: 
58//D83743 

'5 F-NT2RP3000366//Mus musculus ras-re!ated protein (rab18) mRNA, complete cds7/7.le-l 34:693 :94//L04966 

F-NT2RP3000393//Rattus norvegicus mRNA for GABA-B R2 receptor7/0.049:308:60//AJ011318 
F-NT2RP3000397//S.cerevisiae chromosome VII reading frame ORF YGL120c7/0.0001 2:441 :58//Z72642 
F-NT2RP3000403//Homo sapiens formin binding protein 21 mRNA, complete cds7/5.0e-1 74:841 :97//AF071 185 
F-NT2RP3000418//Homo sapiens chromosome 17, clone hRPK,1053_B_8, complete sequence7/7.9e-53:817: 

20 68//AC006083 , 

F-NT2RP3000433//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 862K6, WORKING 
DRAFT SEQUENCE7/6.1 e-31 :590:63//AL031 681 

F-NT2RP3000439//Fugu rubripes GSS sequence, clone 075E22^B 1.0, genomic survey sequence.//4.0e-19:169: 
81//AL026471 ,, r " , 

25 F-NT2RP3000441 //Human DNA sequence from PAC 93H18 oh chromosome 6 contains ESTs heterochromatin 
protein HP1Hs-gamma pseudogene, STS and CpG isfand7/2.4e-41;:459:65//Z84488 

F-NT2RP3000449//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 1 01 8D1 2, WORKING 
DRAFT SEQUENCE7/1 .1 e-1 00:365:87//AL031 650 v v- ' 

F-NT2RP3000451//HS_2024_A1_E10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
30 nomic clone Plate=2024 Col=19 Row=l, genomic survey sequence 7/66'l1 :367:57//AQ229420 

F-NT2RP3000456//CIT-HSP-2338P5.TR CIT-HSP Homo sapiens genomic clone 2338P5, genomic survey se- 
quence.//! .5e-89:458:96//AQ055548 

F-NT2RP3000484//Human DNA sequence *" SEQUENCING IN "PROGRESS "* from clone 90L6, WORKING 
DRAFT SEQUENCE.//0.043:147:70//Z97353 
35 F-NT2RP3000487//H.sapiens CpG island DNA genomic Mse'1 fragment, clone 1lbn, forward read 

cpgl 1 b 1 1 .ft1 a7/1 .7e-1 1 :96:92//Z64440 

F-NT2RP3000512//Human H0X2G mRNA from the Hox2 locus7/9.7e-1 7:1 09:97//X1 6667 
F-NT2RP3000526//Homo sapiens full-length insert cDNA clone YZ38E04.//4.1e-30:283:76//AF086071 
F-NT2RP3000527//Human mRNA for KIAA0211 gene, complete Cds7/2.5e-34:706:63//D86966 
40 F-NT2RP3000531//Mus musculus immunosuperfamity proteiri B12 mRNA, complete cds.//1 .9e-1 4:220:70// 

AF061260 ° ' 

F-NT2RP3000542//Human Chromosome 1 1 pi 1 .2 PAC clone pD J404ml 5, complete sequence.//0.0001 9:361 :60// 
AC002554 " • * ' v ^ :: 

F-NT2RP3000561//Homo sapiens PAC clone DJ0942I16 fromljqll, complete sequence 7/9. Oe- 171:827:98// 
45 AC006012 . w :, 

F-NT2RP3000562 . 

F-NT2RP3000578//F.rubripes GSS sequence, clone 01 3G07cE7?.ge nomic survey sequence.//1 .7e-25:284:74// 
AL011271 ! <'Jz 

F-NT2RP3000582//CIT978SK-A-56H4.TP CIT978SK Homo sapiehs; ; genomic clone A-56H4, genomic survey se- 
50 quence7/5.8e-07:239:66//B73597 

F-NT2RP3000584 ■ M . v ; f \ Al 

F-NT2RP3000590//H.sapiens CpG island DNA genomic Msei fragment, clone 170d7, forward read 
cpgl70d7.ftla7/3.0e-22:128:100//Z59723 

F-NT2RP3000592//CIT-HSP-2288J7TR CIT-HSP Homo sapiens genomic clone 2288J7, genomic survey se- 
55 quence7/2.2e-78:382:98//B98868 

F-NT2RP3000596//CIT-HSP-2375J10.TR CIT-HSP Homo sapiens genomic clone 2375J10, genomic survey se- 
quence.//0.00076:143:67//AQ109305 1 ' ' 7 

F-NT2RP3000599//Caenorhabditis elegans cosmid T1 9B1 0, complete sequence.//1 .2e-1 3:295 :66//Z74043 

•r 4,t is 
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F-NT2RP3000603//Bovine herpesviais type 1 eariy-intermediatejraiiscription control protein (BICP4) gene, com- 
plete CdS.//0.37:520:57//L1 4320 

F-NT2RP3000605//Homo sapiens chromosome 19, cosmid F20900, complete sequence 7/8. 8e- 155:526:97// 
AC006128 

s F-NT2RP3000622//HS_3213_A2_D02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3213 Col=4 Row=G, genomic survey sequence.//4.1e-29:238:85//AQl 75104 
F-NT2RP3000624//Homo sapiens clone DJ0800G07, complete sequence7/0.47:75:80//AC004890 
F-NT2RP3000628//Human DN A sequence from clone 581 F12 on chromosome Xq2l . Contains Eukaryotic Trans- 
lation Initiation Factor EIF3 P35 Subunit and 60S Ribosomal protein'L22 pseudogenes. Contains ESTs, complete 

10 sequence.//0.078:393:58//AL031313 

F-NT2RP3000632//Human zinc finger protein zfp6 (ZF6) mRNA, partial cds.//1 .4e-96:541:79//U71363 
F-NT2RP3000644//Homo sapiens clone RG315H11 , WORKING DRAFT SEQUENCE, 5 unordered pieces Y/5.2e- 
46:421 :77//AC005089 " 
F-NT2RP3000661 'S ■ 

is F-NT2RP3000665//Human DNA sequence from clone 1 1 91 B2 on chromosome 22q 1 3.2-1 3.3. Contains part of the 

BIK (NBK, BP4, BIP1 ) gene for BCL2-interacting killer (apoptosis-inducing), a 40S Ribososmal Protein S25 pseu- 
dogene and part of an alternatively spliced novel Acyl Transferase gene similar to C. elegans C50D2.7. Contains 
ESTs, STSs, GSSs, two putative CpG islands and genomic marker D22S 11 51, complete sequence7/1 .7e-1 1:292: 
65//AL022237 -'" : / 

20 F-NT2RP3000685//H.sapiens mRNA for novel protein 7/2.4e-80:460:92//X99961 

F-NT2RP3000690//H.sapiens flow-sorted chromosome 6 TaqLfra'gmeht, SC6pA1 0F6.//1 .0:1 41 :65//277872 
F-NT2RP3000736//Human mRNA for KIAA0140 gene, complete Cds7/6.1e-20:127:96//D50930 
F-NT2RP3000739//Rattus norvegicus golgi peripheral membrane protein 1 p65 (GRASP65) mRNA, complete cds.// 
1.1e-46:622:67//AF0 15264 . ^ 

25 F-NT2RP3000742//Rattus norvegicus phospholipase C delta-4 r mRrslA, complete cds7/4.7e-37:429:707/Ul 6655 
F-NT2RP3000753 

F-NT2RP3000759//Caenorhabditis elegans cosmid Y57G11C, complete sequence7/2.8e-38:519:69//Z99281 
F-NT2RP3000815//HS_2237_A2_D12_MF CIT Approved Human^Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2237 Col=24 Row=G, genomic survey sequence.//0.79:151 :61//AQ067252 
30 F-NT2RP3000825//Campanula ramosa chloroplast NADH dehydrogenase (ndhF) gene, complete cds.//0 .36:378: 

58//L39387 ' : v ! 

F-NT2RP3000826//Suid herpesvirus 1 Kaplan glycoprotein L (UL1) and uracil-DNAglycosylase (UL2) genes, com- 
plete cds, and (UL3) gene, partial cds7/0.0025:291 :62//U02513 F[NT2RP3000836//Mouse complement factor H- 
related protein mRNA, complete cds, clone 9C47/0.69:563:57//M29009 
35 F-NT2RP3000841 //Human DNA sequence from PAC 121 G1 3 onchromosome 6 contains flow sorted chromosome 

6 Hindlll fragment ESTs. polymorphic CA repeat, CpG island,.CpGjslarid genomic f ragments 7/2. 1e-46: 666:68// 

286062 f." '^ :. f ; 

F-NT2RP3000845//Homo sapiens chromosome 19, cosmid "R31 237? complete sequence.//3.4e-92: 193:93// 
AC005581 ' '"'• , r'V 

40 F-NT2RP3000847//Human HepG2 3' region cDNA, clone hmd5dp2 7/3. 4e -32:261 :81//D1 6938 

F-NT2RP3000850//Homo sapiens clone RG271G13, WORKING DRAFT SEQUENCE, 7 unordered pieces.//5.1e- 
44:358:81//AC005082 ':lr.. \ 

F-NT2RP3000852//Homo sapiens DNA sequence from PAC V17P2b" on chromosome 1q24. Contains the LNHR 
(SELL) gene coding for Lymph Node Homing Receptor (L-Selectin precursor, LAM-1 Leukocyte Adhesion Mole- 
« cule, Leukocyte surface antigen Leu-8, TQ1 , GP90-MEL, LECAMVLeukocyte-Endothelial Cell Adhesion Molecule 

1, CD62L). Contains the SELE gene coding for E-Selectin precursor (CD62E, E LAM-1 Endothelial Leukocyte 
Adhesion Molecule 1 , LECAM-2 Leukocyte-Endothelial Cell Adhesion Molecule 2). Contains an unknown gene 
with homology to predicted yeast, plant and worm proteins. Contains ESTs and STSs, complete sequence7/4.4e- 
123:150:98//AL021940 

50 F-NT2RP3000859//T19M2TF TAMU Arabidopsis thaliana genomic clone T19M2, genomic survey sequence.// 

0.016:185:65//B60831 

F-NT2RP3000865 ' v \ \ * 

F-NT2RP3000868//Human ovarian cancer downregulated myosin heavy chain homolog (Dod) mRNA, complete 
Cds7/2.0e-29:766:60//U53445 
55 F-NT2RP3000869//H.sapiens gene for plectin7/1 .1e- 12: 700:60/^4367 

F-NT2RP3000875//HS_2236_B1_G10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2236 Col=19 Row=N, genomic survey seq uence . 7/0. 98:1 53 :68//AQ 154007 
F-NT2RP3000901//Human herpesvirus 2 glycoprotein B precursor (UL27) gene, complete cds.//0.44:213:65// 
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F-NT2RP3000904//Rat Na+ channel mRNA, 3' endy/3.6e-106:505:99//M27223 
F-NT2RP3000917//Mouse mRNA for Dhm1 protein, complete cds ,//3.1 e- 132: 691: 93//D385 17 
F-NT2RP3000919//Rattus norvegicus golgi peripheral membrane^roteih p65 (GRASP65) mRNA, complete cds.// 
3.2e-97:585:88//AF015264 " t : " 

F-NT2RP3000968//Human Chromosome 16 BAC clone CIT987SK-A-234F9, complete sequence//5.8e-70:181: 
89//U91326 '" ' 

F-NT2RP3000980//R.norvegicus CYP3A1 gene, 5' flanking region;//6.1e-26:507:66//X98335 
F-NT2RP3000994//HS-1049-B2-F03-MF.abi CIT Human Genomic' Sperm Library C Homo sapiens genomic clone 
Plate=CT 771 Col=6 Row=L, genomic survey sequence7/1 .5e-22:128:1 00//B39529 

F-NT2RP3001 004//H .sapiens CpG island DNA genomic Msel'fragment, clone 39c1 , reverse read cpg39c1 .rt1 a./ 
15.9e-27:150:99//Z60925 . J \ v 

F-NT2RP3001007//Homo sapiens clone NH0319F03, WORKING DRAFT SEQUENCE, 3 unordered pieces.//0.11: 
610:57//AC006039 " 

F-NT2RP3001055//Drosophila melanogaster; Chromosome ^R;: Region 47F1-47F7; P1 clone DS02304, WORK- 
ING DRAFT SEQUENCE, 5 unordered pieces7/1 .8e-23:352:67//AC005653 
F-NT2RP3001 057//H .sapiens HZF4 mRNA for zinc finger proteinV/1 .4e-49:437:77//X78927 
F-NT2RP3001081//Homo sapiens RCC1-like G exchanging factor RLG mRNA, complete cds.//8.4e-50:534:74// 
AF060219 

F-NT2RP3001084//Homo sapiens mRNA for KIAA0782 protein': partial cds.//1.2e-14:474:60//AB018325 
F-NT2RP3001096//CIT-HSP-2305P8TF CIT-HSP Homo sapiens .genomic clone 2305P8, genomic survey se- 
quence.//3.4e-37:222:93//AQ021278 

F-NT2RP3001107//Human mRNA for KIAA0215 gene, complete i :cds.//8.5e-33:712:64//D86969 
F-NT2RP3001109//Human Chromosome 15q26.1 PAC clone pC3j|57j 11 containing DNA polymerase gamma 
(polg) gene, complete sequence.//2.7e-116:186:99/MC00531^fcf;^ ' : 
F-NT2RP3001111 / 

F-NT2RP3001113//Human DNA sequence from cosmid U157D4* between markers DXS366 and DXS87 on chro- 
mosome X.//2.4e-05:702:58//Z68871 - 

F-NT2RP3001115//Homo sapiens PAC clone DJ0905J08 from 7p12-jDl4, complete sequenceV/1 .9e-1 70:821 :98// 
AC005189 r v--»^'f-. 1 

F-NT2RP3001116//HS_3075_A1_F01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3075 Col=l Row=K, genomic survey sequence'!/^ 

F-NT2RP3001119//Human DNA sequence from clone 61 2B 18 6^' chromosome 1q24-25.3 Contains exon from 
gene similar to 40S ribosomal protein, first coding exon of dynamih 2 (DYNII). ESTs, STS, GSS, CpG Island, 
complete sequenceV/1 .4e-i2i :598:97//AL03i864 . >c -• ' 

F-NT2RP3001120//Human zinc finger protein ZNF136Y/7.4e-76:687:75//U09367 

F-NT2RP3001126//Bovine herpesvirus type 1 DNA for UL36, ULi37, t UL38, UL39, UL40 and UL41 y/6.8e-05:344: 
64//Z49078 

F-NT2RP3001133//Nephila clavipes minor ampullate silk protein MiSpl mRNA, partial cds 7/0. 0002 1:529:60// 
AF027735 +«4 

F-NT2RP3001140//Homo sapiens mRNA for KIAA0762 protein, partial cds.//3.6e- 179:851 :98//AB018305 
F-NT2RP3001147//RPCI11-3M16TP RPCI-11 Homo sapiens genomic clone RPCI-11-3M16, genomic survey se- 
quence. //2.1e- 15:1 06:96//B48859 

F-NT2RP3001 150//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 423B22, WORKING 
DRAFT SEQUENCE.//2.0e-1 59:41 8:95//AL034379 \ itigi 

F-NT2RP3001155//Homo sapiens mRNA for AND-1 protein;//5:ie : ^,0:891 :98//AJ006266 
F-NT2RP3001176//Human DNA sequence from clone 879 K22^on' chromosome 1q32.1-41 Contains GSS, com- 
plete sequence.//1.1e-69:207:97//AL034351 , 

F-NT2RP3001214//Plasmodium falciparum 3D7 chromosome l2.(p%ACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces V/0.1 6 :475:58//AC005507 V 

F-NT2RP3001 21 6//Homo sapiens clone DJ0635O05, WORKING DRAFT SEQUENCE, 7 unordered pieces.//3.3e- 
05:561 :56//AC004845 

F-NT2RP3001221 [ ; .7.£ % ] 

F-NT2RP3001232//Mouse mRNA for serine protease PC6, com1efe.?icds://l.0e-ii:i20:87//Dl26l9 
F-NT2RP3001236 

F-NT2RP3001239//Mouse MAPI B mRNA for MAPI B microtubutev associated protein.//3.9e-1 9:501 :61//X51 396 
F-NT2RP3001245//CITBI-E1-2505C1.TF.1 CITBI-E1 Homo sapiens genomic clone 2505C1 , genomic survey se- 
quence .//8.5e-70: 337:1 00//AQ242 007 • if' !! '" 
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F-NT2RP3001 253//CITBI-E1 -2505N1 4.TR CITBI-E1 Homo sapiens genomic clone 2505N1 4, genomic survey se- 
quence.//0.83:235:60//AQ260430 : v \;' v" 

F-NT2RP3001260//Homo sapiens mRNA for KIAA0726 proteih- complete cds.//3.8e-47:761 :64//AB018269 
F-NT2RP3001268//Homo sapiens zinc finger protein (HZF6) mRNA, .5' UTR and partial cds.//2.3e-64:6 18:72// 

AF027513 ; r ". ^ 

F-NT2RP3001272//Mus musculus mRNA for macrophage. actin-associated-ty rosin e-phosphory late d protein.// 
2.6e-99:669:83//Y18101 

F-NT2RP3001 274//Human ABL gene, exon 1 b and intron 1 b, and putative M8604 Met protein (M8604 Met) gene, 
complete cds7/0.99:400:58//U07561 . ^ I ; ' • ; 

F-NT2RP3001281//Homo sapiens chromosome 17, clone hRPK^'ier^lS, complete sequence7/5.9e-39:304: 
70//AC005837 . ». . 

F-NT2RP3001297//Human mRNA for KIAA0281 gene, complete cds7/7.6e-47:544:69//D87457 
F-NT2RP3001307//Ambystoma tigrinum RPE65 protein mRNA, complete cds7/2.4e-27:547:63//AF047465 
F-NT2RP3001318//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//0.00022:624:60//AC004709 
F-NT2RP3001325//Caenorhabditis elegans cosmid F36H12.//0.25:523:59//AF078790 
F-NT2RP3001338//Human mRNA for KIAA0211 gene, complete cds.//5.1e-29:345:73//D86966 
F-NT2RP3001339//Rattus norvegicus mytonic dystrophy kinase-related Cdc42-binding kinase (MRCK) mRNA, 
complete cds7/1.2e-1 51 :821:91//AF021 935 ^ -r. 

F-NT2RP3001340//Homo sapiens HMG box factor SOX-13 mRNA, complete cds7/5.3e-27:247:81//AF083105 
F-NT2RP3001355//Homo sapiens Chromosome 22q11.2 BAC Clone 77h2 In CES Region, WORKING DRAFT 
SEQUENCE, 7 unordered pieces7/2.1e-16:130:76//AC000052 : . ?'\ 
F-NT2RP3001356 , 
F-NT2RP3001374 - \ 

F-NT2RP3001383//Homo sapiens DNA sequence from PAC 140C12 on chromosome 6q26-q277/0.00082:365: 
61//AL008628 ■ 

F-NT2RP3001384//Homo sapiens HRIHFB2018 mRNA, partial cds 7/6. 4e- 157: 743: 98//AB0 15332 
F-NT2RP3001392//Human DNA sequence from PAC 302D9 dn^chrqrfiosdme 22qll .2-qter. Contains STS, com- 
plete sequence 7/0.045:359:6 1//Z82 198 '. 

F-NT2RP3001396//Drosophila melanogaster DNA sequence (F?1 ; DS08860 (D181)), complete sequence.//1 .3e- 
16:336:65//AC004296 ' r - ^,^h m 

F-NT2RP3001398//Mus musculus zinc finger protein (Zfp64) mriNA/complete cds 7/3. 1e-1 00:711 :82//U49046 
F-NT2RP3001399//Homo sapiens PAC clone DJ 11 06E03 from 7q31.3-7q3, complete sequence .//5.4e-20:245:73// 
AC005521 : r: A • 

F-NT2RP3001407//RPCI11-41A20.TP RPCI-11 Homo sapiens glnomic clone RPCM1-41A20, genomic survey 
sequence7/0.051:306:59//AQ029031 ' '* 

F-NT2RP3001420//Human DNA sequence from PAC 12409 on chromosome 6q21 . Contains DNAJ2 (HDJ1) like 
pseudogene, ESTs, STSs and GSSs7/0.90:170:65//AL021327 r J 

F-NT2RP3001426//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 126A5, WORKING 
DRAFT SEQUENCE.//2.9e-89:138:98//AL031447 \ ■ 

F-NT2RP3001427//CIT-HSP-2302H24.TF CIT-HSP Homo sapiens genomic clone 2302H24, genomic survey se- 
quence.//8.1e-36:212:94//AQ020997 

F-NT2RP3001428//Human nuclear pore complex-associated proteih TPR (tpr) mRNA, complete cds7/8.5e-73: 
431:91//U69668 : . 

F-NT2RP3001432//HS_3032_B1__A03_MF CIT Approved Rumain Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3032 Col=5 Row=B, genomic survey sequence7/0.00024:Hl:76//AQ0966l9 
F-NT2RP3001447 ' £ ' f 

F-NT2RP3001449//Human DNA sequence from clone 283E3 oh.chromdsome 1p36.21 -36.33. Contains the alter- 
natively spliced gene for Matrix Metalloproteinase in the Female Reproductive tract MIFR1 , -2, MMP21/22A, -B 
and -C, a novel gene, the alternatively spliced CDC2L2 gene forCelf Division Cycle 2-Like 2 (PITSLRE, p58/GTA, 
Galactosyltransferase Associated Protein Kinase) beta 1, beta 2-i, beta 2-2 and alpha 2-4, a 40S Ribosomal 
Protein S7 pseudogene, part of the KIAA0447 gene, a novel alternatively spliced gene similar to many (archae) 
bacterial, worm and yeast hypothetical genes, and the GNbi"'gene/f6r- Guanine Nucleotide Binding Protein (G 
protein), Beta polypeptide 1 (Transducin Beta chain 1). Contains (jutatiye CpG islands, ESTs, STSs and GSSs, 
complete sequence7/2.1e-l05:223:99//AL031282 ' C;'*^". 

F-NT2RP3001453//Ralstoniasp. E2 positive phenol-degradatiye gene regulator (poxR), phenol hydroxylase com- 
ponents (poxA, poxB, poxC, poxD, poxE, poxF), and ferredoxin : like protein (poxG) genes, complete cds7/0.75: 
349:59//AF026065 
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F-NT2RP3001457 ;' 
F-NT2RP3001459 . \- - • 

F-NT2RP3001472//Homo sapiens Sox-like transcriptional factor mRNA, complete cds.//1.3e-08: 168:70// 
AF072836 V /. 

5 F-NT2RP3001490 . ; 

F-NT2RP3001495//Human oxidoreductase (HHCMA56) mRNA* complete cds 7/1 .0e-26:191:90//U13395 
F-NT2RP3001497//Homo sapiens multiple membrane spanning receptor TRC8 (TRC8) mRNA, complete cds.// 
8.5e-171:804:98//AF064801 . V ' f\ 

F-NT2RP3001 527//Human lymphoid-specific SP100 homolog (LYSPIOO-A) mRNA, complete, cdsV/8.9e- 140:743: 
10 91//U36499 * J;.. 

F-NT2RP3001529//Streptomyces griseus DNA for ribosoma protein L21, ribosomal protein L27, Obg, complete 
Cds7/2.le-14:517:59//D87916 . - . •;. 

F-NT2RP3001 538//Capra hircus hircus clone 12 RAPD PCR sequence /genomic survey sequence7/4.7e-05:21 7: 
63//AF078176 

is F-NT2RP3001 554//Rattus norvegicus microtubule-associated protein 1 A MAPI A (Mtap-1 ) mRNA, complete cds.// 

4.3e-17:332:67//M83196 ' ; 

F-NT2RP3001580//RPCI11-91E19.TV RPCI11 Homo sapiens genomic clone R-91E19, genomic survey se- 
quence.//4.2e-1 5:1 1 0:91//AQ281 332 

F-NT2RP3001587//S.pombe chromosome II cosmid c16H5.//6.6e-28:491:64//AL022104 
20 F-NT2RP3001589//RPCI11-68M15TK RPCI11 Homo sapiens genomic clone R-68M15, genomic survey se- 

quence./^. 7e-1 08:51 7:98//AQ237629 l : 

F-NT2RP3001607//Homo sapiens Xp22 BAC GSHB-600G8 (Genome Systems Human BAC library) complete 
sequence.//! .0e-09:257:65//AC004674 ' . . 

F-NT2RP3001 608//Methylococcus capsulatus methane monooxygenase component A alpha chain, methane mo- 
25 nooxygenase A beta chain and methane monooxygenase component C genes, complete cds.//0.59:450:57// 
M90050 y 

F-NT2RP3001621//Human DNA sequence from clone 24o18 oq-chfpmosome 6p21 .31-22.2 Contains zinc finger 
protein pseudogene, VNO-type olfactory receptor pseudogene, nucleate nvelope pore membrane protein, EST, 
STS, GSS, complete sequenceY/1 .8e-42:278:79//AL02l 808 v / i * ; • 
30 F-NT2RP3001629 ; - '■ 

F-NT2RP3001 634//Homo sapiens mRNA for Ariadne-2 proteiny/iV5e-63:276:97//AJ1 30978 
F-NT2RP3001642//Caenorhabditis elegans cosmid F45E6, complete sequence7/0.018:127:66//268117 
F-NT2RP3001646 : /' ' 

F-NT2RP3001671//Homo sapiens mRNA for NS1-binding protejn,'(NS1 ; BP).//3.4e-1 71:81 6 :98//AJ0 12449 
35 F-NT2RP3001 672//Drosophila melanogaster transcriptional repressbr'protein (Scm) mRNA, complete Cds.//1 .6e- 

38:542:66//U49793 

F-NT2RP3001676//HS_3090_B1_B04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3090 Col=7 Row=D, genomic survey sequence.//3.le-07:333:64//AQ 123250 
F-NT2RP3001678//Drosophila melanogaster; Chromosome '3L; Region 63C5-63D3; P1 clone DS01859, WORK- 
40 ING DRAFT SEQUENCE, 6 unordered pieces7/1 .0:539:57//AC004358 

F-NT2RP3001679//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 3/11 .//2.8e- 130:355 :96//AB020860 

F-NT2RP3001 688//Rattus norvegicus glucocorticoid modulatory element binding protein 2 mRNA, complete cds.// 
2.1e-37:512:70//AF059273 r - *V - 

45 F-NT2RP3001690//CIT-HSP-2300P9.TR CIT-HSP Homo sapiens genomic clone 2300P9, genomic survey se- 
quence.//2.8e-19:123:95//AQ012480 : j-- 

F-NT2RP3001698//Rat mRNA for RhoGAP, complete cds.//9-4e'-t1^67:74//D31962 

F-NT2RP3001708//H.sapiens CpG island DNA genomic Mse1 fragment, clone 4g7, reverse read cpg4g7.md.// 
1.3e-17:113:97//Z61312 ' .. \ - ; . : * 

50 F-NT2RP3001712//M.musculus mRNA for HP1-BP74 proteinV/2!2e^95i'601 :88//X99642 

F-NT2RP3001716 ; \ 

F-NT2RP3001 724//Homo sapiens chromodomain«helicase-DNA,-bindihg protein mRNA, complete cds7/l .4e-l 59: 
565:97//AF054177 ' 

F-NT2RP3001727//Rattus norvegicus implantation-associated p'rotein ? (lAG2)-mRNA, partial Cds7/I.7e-1 32:786: 
55 88//AF008554 

F-NT2RP3001730//Human mRNA for KIAA0128 gene, partial cclsy/3:9e^ 04:811 :78//D509l8 
F-NT2RP3001739//Homo sapiens Chromosome 22q11.2 PAC Clone p201m18 In DGCR Region, complete se- 
quence.//6.5e-07:178:69//AC000097 
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F-NT2RP3001 752//Human DN A sequence from clone 1 05D1 6 on chrombsome Xpl 1 .3-1 1 .4 Contains pseudogene 
similar to laminin-binding protein, CA repeat, STS, complete seq^ence7/5.2e-3l:3l1:77//AL03l3l1 
F-NT2RP3001753//Sequence 29 from patent US 56588827/0.1 1:5 13:58//I62381 
F-NT2RP3001764//Sequence 6 from Patent WO97062457/6.4e^47:673:66//A59888 
F-NT2RP3001 777//Caenorhabditis elegans cosmid T10E107/0.078:290':63//U39644 
F-NT2RP3001782//Homo sapiens mRNA for KIAA0459 protein - partial v cds.//2.8e-1 51 :71 0:98//AB007928 
F-NT2RP3001792//Mus musculus myelin gene expression factor (MEF-2) mRNA, partial cds.//1.2e-26:2 13:85// 
U 13262 

F-NT2RP3001 799//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 469D22, WORKING 
DRAFT SEQUENCE7/8.4e-51:168:95//AL031284 

F-NT2RP3001819//S.glaucescens genes strU, strX, strV and strW for S'-hydroxystreptomycin pruduction and 
transport polypeptides7/0. 084:526 :58//X890 10 < 

F-NT2RP3001844//HS_3110_B1_E10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3110 Col=19 Row=J, genomic survey sequence7/1 .5e-40:232:82//AQ1 40433 
F-NT2RP300l854//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.14:452:58//AC005505 ' . 

F-NT2RP3001 855//Mus musculus homeobox protein PKNOX1 ^(Pknbxl ) mRNA, complete cds.//2.7e-39:575:67// 
AF061270 ' •/*. ' 

F-NT2RP3001857//M. musculus tex292 mRNA (5yegion)y/8.7e-u7:i : 06:'81//X80434 
F-NT2RP3001896 . CV- b ■ 

F-NT2RP3001898//Human DNA sequence *** SEQUENCING ^PROGRESS *** from clone 163G9, WORKING 
DRAFT SEQUENCE.//0.094:456:60//AL008733 < * v ; - t /y. - 

F-NT2RP3001915//Caenorhabditis elegans cosmid C12D8, : complete sequence.//0.58:482:56//Z73969 
F-NT2RP3001 926//Plasmodium falciparum DNA *** SEQUENCING I N>RROGR ESS *** from MAL4P1 , WORKING 
DRAFT S EQ U EN CE.//0. 42:401 :58//AL034557 •/* j_ £ l' y 

F-NT2RP3001929//Homo sapiens chromosome 16, cosmid clones RT1 02 (LANL), complete sequence7/3.1e-28: 
263:77//AC004651 ^ ?>/ v; ? ' 

F-NT2RP3001931 * '"'j.*''**' ' 

F-NT2RP3001938//CIT-HSP-2165E8TR CIT-HSP Homo sapiens genomic clone 2165E8, genomic survey se- 
quence. //3.6e-24: 182:91 //B95475 

F-NT2RP3001943//Homo sapiens mRNA for KIAA0675 protein, complete cds. //l.8e-1 65:8 15:96//AB0 14575 
F-NT2RP3001944 ■ , 

F-NT2RP3001969//Homo sapiens chromosome 12p13.3 clone RPCI11-350L7, WORKING DRAFT SEQUENCE, 
72 unordered pieces.//4.8e-62:304:89//AC005844 

F-NT2RP3001989//Plasmodium falciparum strain Dd2 heat shock protein 86 (HSP86), 01 (ol), 03 (o3), 02 (o2), 
CG8 (cg8), CG4 (cg4), CG3 (cg3), CG9 (cg9), CG1 (cg1), CG6;(cg6), chloroquine resistance candidate protein 
(cg2), and CG7 (cg7) genes, complete cds.//8.2e-l 0:564: 60//AF63Q694 

F-NT2RP3002002//Human DNA sequence from PAC 306D1 wch'romosome X contains ESTs.//2.5e-57:361 :80// 
Z83822 ' . ' v • 

F-NT2RP3002004//Sequence 3 from patent US 57982457/1 .6e;26: J 04:100//AR025386 
F-NT2RP3002007//Human Chromosome I5qll-ql3 PAC clone' pDJ223c9 from the Prader-Willt/Angelman Syn- 
drome region, complete sequence7/0.0053:633:58//AC004l37^ 

F-NT2RP3002014//Drosophila melanogaster DNA sequence (Pi s v DSu7528 (D1 69) and DS06665 (D220)), com- 
plete sequence7/l .3e-32:334:68//AC004640 .' u : frj-y-' 
F-NT2RP3002033//H.sapiens DNA sequence7/0.012:214:63/>^22493H ' . 

F-NT2RP3002045//Rat mRNA for alpha-c large chain of the profein complex AP-2 associated with clathrin7/8.7e- 
116:713:86//X53773 

F-NT2RP3002054//Mycobacterium tuberculosis H37Rv complete- genome; segment 143/1627/1 .6e-l 2:61 3:60// 
AL021841 * ; \ 

F-NT2RP3002056//Human DNA sequence from PAC 358H7 on chrbmosome X7/0.17:566:59//Z77249 
F-NT2RP3002057//Homo sapiens clone NH0084K19, WORKING DRAFT SEQUENCE, 30 unordered pieces.// 
3.3e-24:167:82//AC005682 ^ j 

F-NT2RP3002062 '** c ''. 

F-NT2RP3002063//Rickettsia prowazekii strain Madrid E, complete genome; segment 3/47/0.24:508:58// 
AJ235272 " 

F-NT2RP3002081//HS_2001_B1_E06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2001 Col=11 Row=J, genomic survey se£uence7/9.7e-22:155:90//AQ21 8494 
F-NT2RP3002097//Homo sapiens Xp22-150 BAC GSHB-3d9P^5f(Genome Systems Human BAC Library) com- 
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pletesequence7/9.6e-66:562:77//AC0062l0 , 

F-NT2RP3002102//CIT-HSP-2307B10.TR CIT-HSP Homo sapiens genomic clone 2307B10, genomic survey se- 
quence 7/5.9e- 16:21 4:74//AQ0 18040 
F-NT2RP3002108 

5 F-NT2RP3002142//Homo sapiens Chromosome 16 BAC clone'CIT987SK-A-3l9E8, complete sequence.//7.6e- 

29:41 4:68//AC004020 

F-NT2RP3002146//Pseudomonas fluorescens polyketide synthase type I (pltB) and polyketide synthase type I 
(pltC) genes, complete cds7/0.96:434:60//AF003370 

F-NT2RP3002147//Human DNA sequence *** SEQUENCING IN. PROGRESS from clone 329F2, WORKING 
10 DRAFT SEQUENCE.//1 .3e-63:380:91//AL031710 '. 

F-NT2RP3002151//Human chromosome 16p13.1 BAC clone CIT'987SK-551G9 complete sequence7/9.9e-60: 

315:80//U95742 "".Vj' 8 "" 

F-NT2RP3002163 

F-NT2RP3002165//M.musculus HCNGP mRNA7/1.4e- 142:867:87/7X68061 
15 F-NT2RP3002166//Homo sapiens chromosome X, clone h 6 IT. 200^4, complete sequence.//0.090:394:59// 
AC006121 . 

F-NT2RP3002173//HS_3062_B1 J305JV1F CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3062 Col=9 Row=N, genomic survey sequerice.//3.3e-l01 :509:96//AQ193219 
F-NT2RP3002181//Human DNA sequence from clone 24018 on.chromosome 6p2l .31-22.2 Contains zinc finger 
20 protein pseudogene, VNO-type olfactory receptor pseudogene, : nucieaf envelope pore membrane protein, EST, 

STS.GSS, complete sequence7/4.5e-l 06:432: 84//AL021 808 1 ; " 

F-NT2RP3002244//Homo sapiens chromosome 19, cosmid R27377, complete sequence.//0. 63:353:60// 
AC005321 1 

F-NT2RP3002248//HS__3029_A1_D10_MR CIT Approved Human'Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3029 Col=19 Row=G, genomic survey sequence.//3.5e-lO:125:79//AQ094880 

F-NT2RP3002255//Bovine herpesvirus type 1 immedidate-early transcriptional control protein (BICP4) gene, 5' 
end.//5.6e-09:629:59//L14321 

F-NT2RP3002273//cSRL-165E12-u cSRL flow sorted Chromosome' 11' specific cosmid Homo sapiens genomic 
clone CSRL-165E12, genomic survey sequence7/4.9e-35:366:74//B03004 
30 F-NT2RP3002276//B.taurus mRNA for B15 subunit of NADH: ubiquinone oxidoreductase complex.//0.023:326: 

60//X64898 , .„ T . ! ;.: 

F-NT2RP3002303//Methanobacterium thermoautotrophicum frbrri bases 172512 to 182957 (section 16 of 148) of 
the complete genome7/3.8e-l2:643:57//AE000810 :-h'y Jl ' 

F-NT2RP3002304//Plasmodium falciparum 3D7 chromosome':12 PFYAC1383 genomic sequence, WORKING 
35 DRAFT SEQUENCE, 3 unordered pieces.//1 .6e-09:490:60//AC005504 . 

F-NT2RP3002330//Human DNA sequence from cosmid Il58bj3?! Huntington's Disease Region, chromosome 
4p1 6.3, containing STS matches.//1.9e-93:572:88//Z49862 ' : 0 . " . 

F-NT2RP3002343//HS_3010_A2_B08_T7 CIT Approved Human :Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3010 Col=16 Row=C, genomic survey seque rice. 7/9. 0e : 75:373:97//AQ 11 9068 
<o F-NT2RP3002351//Human mRNA for NAD-dependent methylene tet'rahydrofolate dehydrogenase cyclohydrolase 

(EC 1.5.1. 15)7/4.9e-64:588:75//X1 6396 f ;v 

F-NT2RP3002352//Homo sapiens mRNA for protein encoded by cxorf5 (71 -7A) gene, alternatively spliced form.// 
1.3e-164:770:98//Y16355 ^ . \ 

F-NT2RP3002377//Homo sapiens mRNA forKIAA0788 protein? partial ikls 7/1 .4e-1 90:91 1:98//AB01 8331 

45 F-NT2RP3002399 V ; 

F-NT2RP3002402//Rattus norvegicus mRNA for dipeptidyl peptidase III,' complete cds7/7.2e-25:249:79//D89340 
F-NT2RP3002455//Homo sapiens mRNA for KIAA0678 protein, partial cds.//1 .2e-138:649:99//AB014578 
F-NT2RP3002484//CIT-HSP-367N3.TP.1 CIT-HSP Homo sapiens genomic clone 367N3, genomic survey se- 
quence 7/5.0e-1 8: 1 1 5:96//B78927 

50 F-NT2RP3002501//Caenorhabditis elegans cosmid K01 C8, complete sequence.//0.00020:170:65//Z49068 

F-NT2RP3002512//Homo sapiens clone 664 unknown mRNA, partiai sequenceV/1 .6e-59 : 308 :97//AF09 1088 
F-NT2RP3002529//Human vacuolar protein sorting homolog h-vps45 mRNA, complete cds.//1.4e- 144:763:93// 

U35246 

F-NT2RP3002545//Homo sapiens mRNA for KIAA0729 protein, partial Cds7/1 .8e-178:833:98//AB018272 
55 F-NT2RP3002549//Homo sapiens Clone DJ0098O22, WORKING DRAFT SEQUENCE, 5 unordered pieces7/4.7e- 

26:123:72//AC004821 J ]f ^' 

F-NT2RP3002566//Streptomyces viridifaciens sigma factor (hrdbf gene, complete cds7/0.76:459:59//U60418 
F-NT2RP3002587//Homo sapiens chromosome Y, clone. 264 K-2fj; f complete sequence7/4.6e-1 3: 199:76// 

• *; ' -*' " ?%. t 
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AC004617 

F-NT2RP3002590//Porphyra purpurea chloroplast, complete gehome.//0.88:284:60//U38804 
F-NT2RP3002602//CIT978SK-A-441H11-2.TPB CIT978SK:Homo sapiens genomic clone A-441H11, genomic 
survey sequence7/2.0e-22:140:95//B68331 
5 F-NT2RP3002603 

F-NT2RP3002628//C.acetobutylicum dnaJ and orfB genes 7/2.0e-05:333:60//X69050 
F-NT2RP3002631 ( / ;. 

F-NT2RP3002650//Mus musculus mRNA for cartilage-associated protein (CASP)7/i.5e-20:64i:62//AJ006469 
F-NT2RP3002659//Bovine herpesvirus type 1 UL22-35 genes 7/5!2e-05: 62 1 :59//Z78205 
10 F-NT2RP3002660//Homo sapiens PAC clone DJ1006K12 from 7q31,2-q31, complete sequence.//0. 98:453:57// 

AC004946 OW-*^ -> 

F-NT2RP3002663//Homo sapiens chromosome 19, cos'mid F6697, complete sequence 7/3. 3e-22:407: 67// 
AC006129 ::••-> 
F-NT2RP3002671//S.pombe chromosome III cosmid C553.//1 .Oe-12:336:66//AL023704 
is F-NT2RP3002682//Caenorhabditis elegans cosmid F1 7C11 , complete sequence7/l .3e-2l :448:64//Z72507 

F-NT2RP3002687//CIT978SK-A-789B1.TP CIT978SK Homo sapiens genomic clone A-789B1, genomic survey 
sequence.//2.5e-25:173:91//B51656 . '* 

F-NT2RP3002688//Mouse mRNA for kinesin-like protein (Kif1 b), complete cds7/1 .2e-73:728:74//D1 7577 
F-NT2RP3002701//CITBI-E1-2507L14.TF CITBI-E1 Homo sapiens genomic clone 2507L14, genomic survey se- 
20 quence.//0.0012:55:92//AQ263530 
F-NT2RP3002713 

F-NT2RP3002763//Caenorhabditis elegans cosmid T20F10, complete sequence7/0.98:209:63//Z81594 
F-NT2RP3002770 

F-NT2RP3002785//Homo sapiens laminin beta-4 chain precursor (LAMB4) mRNA, alternatively spliced short var- 

25 iant, partial cds7/0.78:515:57//AF029325 \ f ' \ 

F-NT2RP3002799//Human DNA sequence from clone 1052M9 on chromosome Xq25. Contains the SH2D1 A gene 
forSH2 domain protein 1 A, Duncan's disease (lymphoproliferative syndrome) (DSHP), part of a 60S Acidic Ribos- 
omal protein 1 (RPLP1) LIKE gene and part of a mouse DOC4 LIKE gene. Contains ESTs and GSSs, complete 
sequence.//! .9e-2l :1 67:79//AL0227l 8 t i< ^ 

30 F-NT2RP3002810//Homo sapiens chromosome 17, clone hRPK?215lE_13, complete sequence 7/0. 32: 187:66// 

AC005549 " f V'V," 

F-NT2RP300281 8//Homo sapiens jerky gene product homologm.RNA, complete cds7/6.9e-54:6l 5:70//AF00471 5 
F-NT2RP3002861//Caenorhabditis elegans cosmid M 03 F4.//4:2e-b5:226:65/AJ 64601 
F-NT2RP3002869//Mus musculus semaphorin Via mRNA, complete cds.//2.0e-93:638:83//AF030430 
35 F-NT2RP3002876//Homo sapiens mRNA for B120, complete cds.//8.5e-89:557:88//AB001895 

F-NT2RP3002877//Homo sapiens chromosome 12p13.3 clone.RPCI11-433J6, WORKING DRAFT SEQUENCE, 
100 unordered pieces.//7.9e-12:160:78//AC006087 r ' : ■ 

F-NT2RP3002909//Homo sapiens mRNA for KIAA0771 protein, V p$irtfal cds.//5.7e-180:853:98//AB018314 
F-NT2RP3002911//RPCI11-24N15TPC RPCI-11 Homo sapiens genomic clone RPCI-11-24N 15, genomic survey 
40 sequence.//2.3e-13:442:61//B88815 

F-NT2RP3002948//, complete sequence 7/2. 2e- 11 0:637:91 //AC005500 4 

F-NT2RP3002953//Homo sapiens chromosome 5, BAC clone 34jl 5 (LBNL Hi 69), complete sequence7/l Je-1 66: 
793:98//AC005754 

F-NT2RP3002955//Human HepG2 partial cDNA, clone hmd3c02m57/0.00011:61:95//D17024 
45 F-NT2RP3002969//Rat mRNA for brain acyl-CoA synthetase II, complete Cds7/1 .2e-l28:808:85//D30666 

F-NT2RP3002972//H.sapiens (xs168) mRNA, 381bp7/1 .5e-43:312:85//Z36820 

F-NT2RP3002978//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.00044:527:57//AC00'550'5 ' 

F-NT2RP3002985//Genomic sequence from Human 9q34, complete sequence7/0.92:341:60//AC001644 
so F-NT2RP3002988//HS_3015_A1_B07_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3015 Col=13 Row=C, genomic survey seq uence 7/4. 4e-05:379:58//AQ09 1708 
F-NT2RP3003008//Mus musculus major histocompatibility locus class.) 1 1 regions Hsc70tgene, partial cds; smRNP, 
G7A, NG23, MutS homolog, CLCP, NG24, NG25, and NG26 genes! complete cds; and unknown genes7/i .4e-72: 
197:79//AF1 09905 ' V' : if^h 

55 F-NT2RP3003032//Plasmodium falciparum DNA "* SEQUENCING IN' PMGRESS *** from contig 3-80, complete 

sequence.//1 .6e-08:809:58//AL01 01 53 ; ; ' 

F-NT2RP3003059//Rattus norvegicus potassium channel regulator^ 1; rhRN A, complete cds7/4.1e-1 11:804:81// 

U78090 - v ; 
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F-NT2RP3003061//Human mRNA for ankyrin (variant 2.1)7/1 .4e-1 2:633:59//X1 6609 

F-NT2RP3003068//Human BAC Clone RG264L1 9 from 7p1 5-p21 , complete seque nee 7/0. 034 :282:60//AC 00241 0 
F-NT2RP3003071//H.sapiens CpG island DNA genomic Msei fragment, clone I3d12, reverse read 
cpg13d12.rt1c7/6.8e-15:95:100//Z64565 ^ r fC ... f 

5 F-NT2RP3003078 ; V 

F-NT2RP30031 0l//Mouse mRNA for tetracycline transporter.-likd protein, complete Cds7/8.1 e-72:732:71//D883l 5 
F-NT2RP3003121 • ' • ;■ 

F-NT2RP3003133//Homo sapiens chromosome 19, cosmid. R36385;, complete sequence7/3.5e-1 2: 168:76// 
AC004510 ' *' 

w F-NT2RP30031 38//Mouse kif4 mRNA for microtubule-based motor proteinJ<IF4, complete cds7/4.0e-1 48:908:87// 

012646 !' 

F-NT2RP3003139//Rattus norvegicus kappa opioid receptor gene, exoh 4 and complete cds7/2.0e-3l :658:63// 
U17995 \ S > - . 

F-NT2RP3003145//Mus musculus carboxypeptidase X2 mRNA, complete cds.//3.5e-22:430:63//AF0 17639 

15 F-NT2RP3003150 

F-NT2RP3003157//HS_3055_B1_G05_MF CIT Approved Humarf Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3055 Col=9 Row=N, genomic survey sequence 7/1 .9e-92:493:94//AQ 155489 
F-NT2RP3003185//Rattus norvegicus brain-enriched guanylate kinase-associated protein 1 mRNA, complete 
cds7/8.6e-06:228:65//AF064868 

20 F-NT2RP3003193//H.sapiens HZF10 mRNA for zinc finger protein.//7.4e-73:737:71//X78933 

F-NT2RP3003197 i ; :. • 

F-NT2RP3003203//Rattus norvegicus golgi peripheral membrane protein p65 (GRASP65) mRNA, complete cds7/ 
4.1e-48:640:67//AF015264 ; ** : 

F-NT2RP3003204//Human Mermaid LINE-1 element mRNA seguence7/0.0033:69:81//U31 059 
25 F-NT2RP300321 0//Homo sapiens SYBL1 gene7/1 .1 e-34:430:7u/Z*J 004799 

F-NT2RP3003212//Rattus norvegicus lamina associated polypeptide -1C (LAP1C) mRNA, complete cds7/6.3e-75: 

776:74//U20286 . , ^O:;. ^ . 

F-NT2RP3003230//Rattus norvegicus mRNA for coronin-like prpie)^\8e'62:575:7A//A^00S0S4 

F-NT2RP3003242//Homo sapiens stanniocalcin-2 (STC-2) mRSlA, 'complete cds7/3.7e-1 28:61 7:98//AF055460 
30 F-NT2RP3003251//H.sapiens Staf50 mRNA7/3.5e-67:651 :76//X82200*-; " 

F-NT2RP3003264//Plasmodium falciparum 3D7 chromosome 12 PF;YAC812 genomic sequence, WORKING 

DRAFT SEQUENCE, 8 unordered pieces7/0.015:473:58//AC004153 v ' : V 

F-NT2RP3003278//H.sapiens CpG island DNA genomic Mse1 fragment, clone 28b4, forward read cpg28b4.ft1 a7/ 
4.0e-27:174:93//Z60555 ' r' 

35 F-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, compietd;cds7/1 .3e-131 :694:93//L36983 

F-NT2RP3003290//Homo sapiens nickel-specific induction protein (Cap43) mRNA, complete cds7/1.7e-64:662: 
71//AF004162 

F-NT2RP3003301//Spinacia oleracea mRNA for ATP-dependeht protease Lon, complete cds7/4.9e-37:682:64// 
D85610 0 " * 

40 F-NT2RP3003302//Homo sapiens, clone hRPK.15_A_1 , complete sequence7/4.6e-95:680:82//AC006213 

F-NT2RP3003311//Homo sapiens chromosome 21, Neurofibromatosis 1 (NF1) related locus, complete se- 
quence7/1.0:191:62//AC004527 

F-NT2RP3003313//Streptomyces coelicolor cosmid 5A77/0.0084:4p3:61//AL031107 
F-NT2RP3003327//H.sapiens StafSO mRNA7/2.5e-29:253:67//X8220O ' 
45 F-NT2RP3003330 

F-NT2RP3003344 L . .^7 

F-NT2RP3003346//Homo sapiens chromosome 17, clone hRPK:795_F_17, complete sequence7/9.0e-41:296: 
84//AC005284 s ? ;S^' : ' 

F-NT2RP3003353//Human DNA sequence from PAC 970D1 on ctirdmosome Iq24. Contains ESTs, STSs and a 
so BAC end-sequence (GSS)7/0.047:404:60//AL021 069 ? 5 ^vjj 

F-NT2RP3003377//Homo sapiens clone DJ0919J22, WORKING^DJAFT-SEQUENCE, 34 unordered pieces7/ 
8.3e-1 22:632:96//AC00551 9 * 0 ' ' v f*f' + 

F-NT2RP3003384//Homo sapiens Chromosome 2 BAC Clone 376aj , .WORKING DRAFT SEQUENCE, 17 unor- 
dered pieces7/0.0036:127:74//AC000360 <\ J / \ 
55 F-NT2RP3003385//Mus musculus SKD3 mRNA, complete cds7/2tte*i 1 0:843:79//U09874 

F-NT2RP3003403//Human Chromosome X, complete sequence7/7.5e : 2l:647:6l//AC002407 
F-NT2RP3003409//Human DHHC-domain-containing cystejne-rich protein mRNA, complete cdsi/1 .0e-20:430: 
63//U90653 " 

' * -* 
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F-NT2RP3003411//Mus musculus COP9 complex subunit 7b (C0PS7b) mRNA, complete cds.//4.2e-1 39:524:90// 

AF071317 .J c / ? V;;r 

F-NT2RP3003427//HS-1 051 -A1 -D03-MF.abi CIT Human Gehomic'Sperm Library C Homo sapiens genomic clone 
Plate=CT 773 Col=5 Row=G, genomic survey sequence7/8.8e-18:111;97//B40173 
5 F-NT2RP3003433//HS_2219_B2_A11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone PIate=2219 Col=22 Row=B, genomic survey sequence.//1.2e-57:410:83//AQ 145866 
F-NT2RP3003464//Homo sapiens rab3-GAP regulatory domain.. mRNA, complete cds.//5.2e-l 81:853:98// 
AF004828 

F-NT2RP3003490//Homo sapiens mRNA for KIAA0725 protein, partial cds.//1 .6e-1 73 :826:98//AB0 18268 
10 F-NT2RP3003491//CIT-HSP-2344O1.TR CIT-HSP Homo sapiens genomic clone 234401, genomic survey se- 

quence 7/1 .2e-39:21 3:97//AQ0571 24 

F-NT2RP3003500//HS_3000_B1_C07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3000 Col=13 Row=F, genomic survey sequence.//0.025:253:60//AQ090347 
F-NT2RP3003543//Homo sapiens chromosome 16, cosmid clone 399H11 (LANL), complete sequenceY/0. 95:279: 
15 60//AC004234 

F-NT2RP3003552//Homo sapiens clone UWGC:y54c222 from-6p21, complete sequenceV/1 .8e-88: 166:84// 
AC006049 • 

F-NT2RP3003555//Human DNA sequence *** SEQUENCING IN PROGRESS*" from clone 228H1 3, WORKING 
DRAFT SEQUENCE.//8.9e-17:245:72//AL031985 
20 F-NT2RP3003564//HS_3141_B1_G10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3l4l CoI=19 Row=N, genomic survey sequence.//2.7e-79:442:93//AQl 87798 
F-NT2RP3003572 ' v V ;•[■ 

F-NT2RP3003576//Homo sapiens clone RG031 N1 9, WORKIN&DRAFJ SEQUENCE, 1 unordered pieces7/5.8e- 
55:275:84//AC005632 

25 F-NT2RP3003589//Canine rab1 0 mRNA for ras-related GTP-bindBh^ protein7/1 .1 e-94:488:95//X56387 

F-NT2RP3003621//Homo sapiens chromosome 16, cosmid clone 432#1 (LANL), complete sequenceV/6.0e-88: 
463:84//AC004235 

F-NT2RP3003625//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 390E6, WORKING 
DRAFT SEQUENCE.//0.98:307:60//AL031 600 f J--; 1 ' : : 
30 F-NT2RP3003656 • ' ; \- 

F-NT2RP3003659//Frubripes GSS sequence, clone 013G07cE7; genomic survey sequence.//1 .7e-25:284:74// 
AL011271 , ''; : 

F-NT2RP3003665//Homo sapiens chromosome 9q34, clone '63G10, complete sequence 7/0.011:279: 65// 
AC002096 
35 F-NT2RP3003672 

F-NT2RP3003680//Drosophila melanogaster; Chromosome 2R; Region 39B1-39B3; P1 clone DS05527, WORK- 
ING DRAFT SEQUENCE, 9 unordered pieces7/3.4e-16:425:64//AC005811 

F-NT2RP3003686//HS_3064_B2_A04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=8 Row=B, genomic survey sequenceV/3.1e-27:153:98//AQ136993 
40 F-NT2RP3003701 

F-NT2RP3003716//Rattus norvegicus Shal-related potassium channel Kv4.3 mRNA, complete cds7/4.6e-107: 
788:82//U42975 -\ -? ' 

F-NT2RP3003726//Homo sapiens mRNA for KIAA0757 protein; complete cds.//2. 3e-1 48 :7OO:98//AB0 18300 
F-NT2RP3003746//CIT-HSP-2306A10.TF CIT-HSP Homo sapiens genomic clone 2306A1 0, genomic survey se- 

« quence.//0.39:212:61//AQ01 5785 ' ; A -. ,v" 

F-NT2RP3003795//Human DNA sequence from clone 333H23 on chromosome 22ql 2.1 -12.3. Contains the (pos- 
sibly alternatively spliced) RPL3 gene for 60S Ribosomal Protein, L^arid the threefold alternatively spliced gene 
for Synaptogyrin 1A, 1B and 1C (SYNGR1A, SYBGRIB, SYNGRTCy. bpth' genes downstream of a putative CpG 
island. Contains ESTs, an STS, GSSs, genomic marker D22S1 1.55*and 'a ca repeat polymorphism, complete se- 

50 quence.//4.2e-21 :445:66//AL022326 f ; 

F-NT2RP3003799//Homo sapiens DNA from chromosome 19-cosmicis R31158, R31874, and R28125, genomic 
sequence, complete sequence.//l .0:257:63//AF038458 . '. - ; \ ■■• - 

F-NT2RP3003800//Mouse neuronal proto-oncogene c-src mRNA encoding tyrosine-specific protein kinase, com- 
plete cds7/1.2e-63:484:81//M 17031 [ v/ 
55 F-NT2RP3003805//Homo sapiens chromosome 19, cosmid R27377, complete sequence.//0.96:353:60// 
AC005321 

F-NT2RP3003809//Bovine herpesvirus 1 complete genome 7/7.2e- 12:61 5:60//AJ004801 
F-NT2RP3003819 
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F-NT2RP3003825 . ^ i :i 

F-NT2RP3003828//Human rRNA primary transcript internal transcribed spacer 2 (ITS2)7/6.2e-1 6:543:62//Xl 7626 
F-NT2RP3003831//RPCM1-50N15.TJ RPCI11 Homo sapiens . genomic clone R-50N15, genomic survey se- 
quence.//1 .1e-21 :174:85//AQ082633 
5 F-NT2RP3003833//Homo sapiens clones 2471 8 and 24825 mRNA sequence 7/8. Oe-47: 242: 98//AF07061 1 

F-NT2RP3003842//RPCI11-44E5.TJ RPCH 1 Homo sapiens genomic clone R-44E5, genomic survey sequence.// 
9.7e-25:143:97//AQl 95884 .* . 

F-NT2RP3003846//Homo sapiens mRNA for KIAA0725 protein, partial Cds7/4.2e-36:335:68//AB018268 
F-NT2RP3003870//Homo sapiens mRNA for KIAA0800 protein, complete cds.//4.1e-174:805:99//AB018343 
JO F-NT2RP3003876//Rattus norvegicus Rabin3 mRNA, complete cds 7/2. 7e-1 09: 709 :84//U 191 81 

F-NT2RP3003914//Drosophila melanogaster UDP-glucose:glycoprotein glucosyltransferase mRNA, complete 
Cds7/8.9e-11 :193:70//U20554 

F-NT2RP3003918//Homo sapiens VAMP-associated protein of 33 kDa (VAP-33) mRNA, complete cds7/2.6e-47: 
404:77//AF057358 

is F-NT2RP3003932//Plasmodium falciparum 3D7 chromosome 12-PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//0.68:597:55//AC005504' 

F-NT2RP3003989//Human DNA sequence *** SEQUENCING 1 !^ PROGRESS *** from clone 404H4, WORKING 
DRAFT SEQUENCE.//0.37:548:56//AL031 661 . • . r 

F-NT2RP3003992//Human cGMP-gated cation channel beta subunit (CNCG2) mRNA, complete cds7/0.021 :433: 
20 58//U58837 " . : \ ■ ' .> ; ' 

F-NT2RP3004013//M.musculus Spnr mRNA for RNA binding p?otein.//1 .4e-164:838:94//X84692 
F-NT2RP3004016//Human DNA sequence *** SEQUENCING S PROGRESS *** from clone 1018K9, WORKING 
DRAFT SEQUENCE.//0. 00042:356:62// AL031 726 

F-NT2RP3004041//Human DNA sequence *** SEQUENCING. INPROGRESS *** from clone 809F4, WORKING 

25 DRAFT SEQUENCE.//6.8e-112:627:82//AL022400 ] ■ * : 

F-NT2RP3004051//Human mRNA for KIAA0319 gene, complete I cds.//2.2e-61:774:67//AB002317 
F-NT2RP3004070//Homo sapiens DNA sequence from PAC352A20 dn chromosome 6q24.l-25.1. Contains a 
pseudogene similar to yeast, bacterial, worm and slime mold hypothetical genes, and a gene coding for an aldehyde 
dehydrogenase family protein. Contains ESTs, STSs and GSSs, complete sequence.//7.9e-l 7:484:62//AL02l939 

30 F-NT2RP3004078//M.musculus (BALB/c) MRFX2 mRNA 7/1 .9e-1 02:684:83//X76089 

F-NT2RP3004093//F24P17-Sp6 IGF Arabidopsis thaliana genomic clone F24P17, genomic survey sequence7/ 
0.021 :207:63//B09433 V 

F-NT2RP3004095//Homo sapiens clone NH0486I22, WORKING DRAFT SEQUENCE, 5 u n ordered pieces 7/3. 5e- 
25:272:77//AC005038 , 
35 F-NT2RP3004110//Homo sapiens DNA from chromosome 19, BAC 33152, complete sequence 7/8.6e-28:223:73// 

AC003973 

F-NT2RP3004125//Homo sapiens TTF-I interacting peptide 20 mRNA, partial cds.//2.2e-28:637:63//AF000560 
F-NT2RP3004145 ..'.'h. 
F-NT2RP3004148 ' !v " * 

40 F-NT2RP3004155//Homo sapiens timing protein CLK-1 mRNA, complete cds7/6.5e-1 20:578 :98//AF032900 

F-NT2RP3004189//M.musculus tex292 mRNA (5Yegion)7/1 .1e'-06:1 : 02:82//X80434 
F-NT2RP3004206//D.melanogastercrn mRNA7/7.3e-69:715:71//X58374 

F-NT2RP3004207//Mouse mRNA for seizure-related gene product : 6 type 2 precursor, complete cds7/4.8e-42: 
650:66//D64009 * ' v f 

« F-NT2RP3004209//Human cosmid Q7A10 (D21S246) insert. DNA,; complete sequence.//8.4e-55:l84:84//D42052 

F-NT2RP3004215//Homo sapiens chromosome 5, Pac clone 9c13 (LBNL H127), complete sequence 7/0 .22:458: 
60//AC006084 *. .. 

F-NT2RP3004242//Caenorhabditis elegans cosmid ZK632, conpletesepuence7/1.6e-29:409:69//Z22l81 
F-NT2RP3004246//Homo sapiens chromosome 10 clone CIT9 V 87SK-1010K1 map 10q25, complete sequence.// 

50 3.6e-117:242:100//AC005385 " : 

F-NT2RP3004253//H.sapiens 28S rRNA V8 region (LAN5-6)7/2.6e-~12:589:59//X69353 
F-NT2RP3004258//Rattus norvegicus Zis mRNA, complete cds.//1.2e-88:489:91//AF013967 
F-NT2RP3004262//Homo sapiens heat shock protein hsp40-3 mRNA, complete Cds7/3.1 e-1 53:733:98//AF088982 
F-NT2RP3004282//Homo sapiens torsinA (DYT1) mRNA, complete Cds7/1 .3e-24:597:61//AF007871 

55 F-NT2RP3004332 

F-NT2RP3004334//L.esculentum gene for fruit ripening polygalacturonase 7/0. 23: 501 :57//X80908 
F-NT2RP3004341 //Human DNA sequence from clone 503G16 on chromosome 6p23 Contains EST, CpG island, 
complete sequence7/0.0014:198:66//Z93020 
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F-NT2RP3004348//R.norvegicus mRNA for cytosolic resiniferatoxinrbinding protein.//1 .4e-103:600:82//X67877 
F-NT2RP3004349//Homo sapiens Xp22 BAC GS-321G1 7 (Genome Systems Human BAC library) complete se- 
quence .//5.1e-49:480 :75//AC004025 

F-NT2RP3004378//Drosophila melanogaster; Chromosome 2R;,Region 47F1-47F7; P1 clone DS02304, WORK- 

5 ING DRAFT SEQUENCE, 5 unordered pieces Y/1 ,8e-23 :352:67//AC005653 

F-NT2RP3004399//H.sapiens mRNA for leucine-rich primary response protein 1.//7.2e-140:804:90//X97249 
F-NT2RP3004424//Mus musculus mRNA for nuclear protein SA3Y/6.8e-53:413:81//AJ005678 
F-NT2RP3004428//Salmo salar DNA for a cryptic repeaty/3.2e : 07:27a63//AJ0i2206 
F-NT2RP3004451//RPCM1-51J15.TK RPCI11 Homo sapiens 'genomic clone R-5U15, genomic survey se- 

10 quence.//8.8e-19:180:82//AQ052326 . ^ ; V' -; ' 

F-NT2RP3004454//Homo sapiens mRNA for KIAA0448 protein, complete cds.//6.2e-123:583:99//AB007917 
F-NT2RP3004466//HS_3038_B2_F08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3038 Col=16 Row=L, genomic survey seq u endeJ/0 .41:1 72 :59//AQ 102458 
F-NT2RP3004470//H. sapiens CpG island DNA genomic Msei" fragment, clone 8lall, reverse read 

*5 cpg81a11.rt1ay/7.0e-25:148:96//Z56029 i ' 

F-NT2RP3004472//RPCI11-42M5.TJ RPCI11 Homo sapiens gehomic'clbne R-42M5, genomic survey sequence.// 
1.6e-20:143:92//AQ052792 ■» «i '•' 

F-NT2RP3004475//Homo sapiens mRNA for KIAA0456 protein, partial cds.//3.0e-1 50:71 5:98//AB007925 
F-NT2RP3004480//Mus musculus maternal-embryonic 3 (Mem3) mRNA, complete cds.//1.0e-1 19:679:90// 
20 U47024 

F-NT2RP3004490//Homo sapiens mRNA for Musashi, complete CdS.//7.1e-155:752:97//AB01 2851 
F-NT2RP3004498//Homo sapiens Clone DJ1147A01, WORKING DRAFT SEQUENCE, 25 unordered pieces.// 
4.0e-67:265:84//AC006023 "; 1 ' T * 

F-NT2RP3004503//Homo sapiens Xp22-132-134 BAC GSHB-590J1 5 (Genome Systems Human BAC library) 
25 complete sequence/^ .2e-55:41 5 :78//AC004673 

F-NT2RP3004504//M. musculus mRNA for CPEB protein.//2.0e : fl0:618:91//Y08260 

F-NT2RP3004507//Homo sapiens chromosome 19, cosmicf 'R26660; complete sequence.//9.3e-46:433:76// 
AC005328 \ : ;?*^' L 

F-NT2RP3004527//Homo sapiens mRNA; transcriptional unit'rfl^^S' end.//1 .1e-100:508:97//AJ002574 
30 F-NT2RP3004534//Mouse oncogene (ect2) mRNA, complete cds ! y/2:be^93:442:84//L1 1 31 6 

F-NT2RP3004539//Homo sapiens mRNA for KIAA0632 profeifr, .^ra;al 5 ^dsy/8.5e-1 45:679: 98//AB014532 
F-NT2RP3004544//Homo sapiens mRNA for KIAA0554 protein, partial cds.//2.8e-169:793:98//AB01 11 26 
F-NT2RP3004566//Mus musculus krupple-related zinc finger protefn('Emzf1) mRNA, complete cds7/6.9e-1 8:433: 
64//AF031955 • '^^^ 

35 F-NT2RP3004569//CITBI-E1-2522H6.TF CITBI-E1 Homo sap^nS^enS'm'ic Clone 2522H6, genomic survey se- 

quence.//5.3e-15:138:84//AQ280780 K * ' 

F-NT2RP3004572//Homo sapiens cofactor of initiator function (CIF1 50);mRNA, complete cds.//1 .Oe-1 79:860:97// 
AF026445 "Z t'r 

F-NT2RP3004578//Homo sapiens mRNA for KIAA0477 protein, complete cds.//4.2e-1 50:71 1 :98//AB007946 
40 F-NT2RP3004594//Homo sapiens mRNA for AND-1 protein7/1 .1 e-1 58:796:95//AJ006266 

F-NT2RP300461 7//Homo sapiens clone DJ1152C17, WORKING DRAFT SEQUENCE, 1 unordered piecesV/9.3e- 
14:360:65//AC004977 

F-NT2RP3004618//Oryctolagus cuniculus translation initiation factor elF2C mRNA, complete cds//2.9e-52:539: 
73//AF005355 I ' 

« F-NT2RP3004669//Bm-3a=class V POU transcription factor [mice, CD/CD, embryo fibroblast cells, Genomic, 21 60 

nt].//0.046:437:57//S69350 

F-NT2RP3004670//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 356B8, WORKING 
DRAFT SEQUENCE.//1 .9e-05:625:59//Z98882 . a 

F-NT2RP4000008//Homo sapiens chromosome X, clone hClf.2b0^4; complete sequence.//1.5e-1 55:844:92// 
so AC006121 , ~. 

' TAC clone: K24G6, complete sequence.// 



F-NT2RP4000023//Arabidopsis thaliana genomic DNA, chrom6spmej5,:TAC 
0.01 2:41 7:59//AB01 2242 ' ~ : r^r??\ - 



F-NT2RP4000035//Homo sapiens BAC clone NH0353P23 from ^r complete sequence.//8.0e-1 8:242:74// 
AC005035 /V-I^'t-" 
55 F-NT2RP4000049//Homo sapiens decoy receptor 2 mRNA,. complete. ctis7/2.1e-8l :556:85//AF02976l 

F-NT2RP4000051//Mus musculus mRNA for cartilage-associatedprotein (CASP)7/i.6e-i9:654:63//AJ006469 
F-NT2RP4000078//Homo sapiens mRNA for NS1-binding protein (N ! S1^BP).//2.5e-149:720:97//AJ012449 
F-NT2RP4000102//Plasmodium falciparum MAL3P2, complete sequence.//0.28:336:57//AL034558 
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F-NT2RP4000109//Homo sapiens mRNA for MEG F5, partial Cds7/4.4e-166:774:99//AB011538 
F-NT2RP4000111//B.taurus mRNA for cleavage and polyadenylation specificity factor7/2.6e-137:678:9l//X7593l 
F-NT2RP4000129//Homo sapiens mRNA for KIAA0483 protein, partial cds.//3.3e-114:548:98//AB007952 
F-NT2RP4000147//Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, com- 
5 pletecds.//1.2e-104:677:85//U35776 , / " 

F-NT2RP4000150//Rat proto-oncogene (Ets-1) mRNA, complete :CC&^ 

F-NT2RP4000151//Homo sapiens clone 664 unknown mRNA; partial -sequence 7/2. 2e-62:360:92//AF09 1088 
F-NT2RP4000159//RPCI11-75N16.TJ RPCI11 Homo sapiens; genomic clone R-75N16, genomic survey se- 
quence.//2.6e-19:119:98//AQ267551 ; j, • 

10 F-NT2RP4000167//Homo sapiens Xp22-150 BAC GSHB-309P15;(Gen6me Systems Human BAC Library) com- 

plete sequence.//3.3e-49:683:67//AC006210 v . •'. = -/^ 

F-NT2RP4000185//Homo sapiens clone DT1P1E11 mRNA^d AG repeat regionV/1 .1 e-99:543:93//U92989 
F-NT2RP4000210//Homo sapiens mRNA for KIAA0700 protein, partial cds7/4.9e-174:825:98//AB014600 
F-NT2RP4000212//, complete sequence7/4.0e-131 :233:94//AC005300 , 
is F-NT2RP4000214//Homo sapiens chromosome 19, ClT-HSP-444n24, complete sequence.//l.8e-i 61:751:99// 
AC005261 

F-NT2RP4000218//RPCI11-69B7.TJ RPCI11 Homo sapiens genomic clone R-69B7, genomic survey sequence.// 
1 .7e-84:413:98//AQ268504 

F-NT2RP4000243//Homo sapiens mRNA for cartilage-associated protein (CAS P) 7/2. 6e-1 56:771 :97//AJ006470 
20 F-NT2RP4000246//Mus musculus neural variant mena-MH- protein (Mena) mRNA, complete cds7/2.1e-1 20:707: 

87//U72523 

F-NT2RP4000259//Homo sapiens clone 683 unknown mRNA, complete sequence7/2.8e-128:604:99//AF09l092 

F-NT2RP4000263//CIT-HSP-2336N24TF CIT-HSP Homo sapiens genomic clone 2336N24, genomic survey se- 

quence.//0.27:124:69//AQ043515 < 
25 F-NT2RP4000290//S.cerevisiae chromosome XIV reading frame Of?F. YNL132w.//8.6e-32:619:63//Z71408 

F-NT2RP4000312//Human mRNA for KIAA0147 gene, partial cdsV/4 5 .7e-41 :685:63//D63481 

F-NT2RP4000321//Mus musculus transcription factor HOXA1.3 (Hoxa13) gene, complete cds.//6.9e-05:756:59// 

U59322 ' yfif.:i 

F-NT2RP4000323 I }i ? 

30 F-NT2RP4000355 - 'J^'Z, ■ 

F-NT2RP4000360//Homo sapiens mRNA for KIAA0738 protein .complete cds.//2.0e-140:654:99//AB018281 

F-NT2RP4000367//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds7/2.6e- 

135:649:97//AF044195 S^--^./ : 

F-NT2RP4000370//Rickettsia prowazekii strain Madrid E, ' colfi'plete' genome; segment 3/4.//2.0e-23:524:62// 
35 AJ235272 1 ' i J, - f - 

F-NT2RP4000376//Sequence 1 from patent US 55809687/1 .6e{1l'5:716:87//l30536 

F-NT2RP4000381//Mus musculus mRNA for hepatoma-derived growth factor, complete cds, strain :BALB/c.//4.3e- 
05:450:58//D63850 

F-NT2RP4000398//Homo sapiens chromosome 19, BAC CIT-B-393M5 (BC301323), complete sequence7/9.2e- 
40 37:336:69//AC006116 

F-NT2RP4000415//Caenorhabditis elegans cosmid C42D87/0.30:222:60//U56966 
F-NT2RP4000417//Drosophila melanogaster cosmid clone 86E47/1\W48:580:69//AL021086 
F-NT2RP4000424//Homo sapiens chromosome 17, clone HRPC41C23, complete sequence.//1.6e-42:265:81// 
AC003101 

45 F-NT2RP4000448//CIT-HSP-2370F8.TF CIT-HSP Homo sapiens r genomic clone 2370F8, genomic survey se- 

quence7/2.0e-56:287:98//AQ1 1 01 94 ! " v / 

F-NT2RP4000449//CIT-HSP-2366N1 8.TR CIT-HSP Homo sapiens; genomic clone 2366N1 8, genomic survey se- 
quenceY/2.4e-42:236:95//AQ076183 ; f ;: f f " 

F-NT2RP4000455//Homo sapiens PAC clone 166H1 from i^ppmpjete sequence7/0.17:158:67//AC003982 
50 F-NT2RP4000457//H.sapiens mRNA for herpesvirus associated : :ubiquitin-specific protease (HAUSP) 7/0. 00034: 

532:57//Z72499 itf- 

F-NT2RP4000480//Rhodothermus marinus R-21 DNA ligase gene, complete cds.//0.0094:616:58//U 10483 
F-NT2RP4000481 -V • - 

F-NT2RP4000498//S.cerevisiae chromosome IX cosmid 91507/5 -7e'-2<4:633:60//Z38 125 
55 F-NT2RP4000500//G.gallus mRNA for LRP/alpha-2-macroglobuliri fe 5 ceptor.//2.4e-62:667:73//X74904 

F-NT2RP4000515 ' * • 

F-NT2RP4000517//Homo sapiens chromosome 18, clone hRPK.474iN_24, complete sequence7/l .6e-l 79:851 : 
98//AC006238 " X 1 
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F-NT2RP4000518//Homo sapiens mRNA for ATP-dependent RNA helicase, partial7/6.7e-33:203:93//AJ010840 
F-NT2RP4000519//Mus muscutus tyrosine kinase growth factor receptor (Etk2/tyro3) gene, alternative 5' coding 
exon 2C7/0.26:162:61//U23720 • '$J?'L 

F-NT2RP4000524//Rattus norvegicus rsec8 mRNA, partial cds.//1,2e-139:809:89//U32498 
5 F-NT2RP4000528//Caenorhabditis elegans cosmid F59E127/1 ;OefO6:404:59//AFOO3386 

F-NT2RP4000541//Drosophila melanogaster DNA sequence (P1 D'S021 09 (D53)), complete sequence7/l .3e-05: 
498:58//AC002443 ( V ;. V ' 

F-NT2RP4000556//Sequence 1 from Patent EP 02854057/1 .2e-1 8:§86:61//I05465 

F-NT2RP4000560//Murine genomic DNA; partially digested .Sau3A , fragment, cloned into cosmid vector 
10 pEMBLcos2, complete sequence7/2.5e-53:183:82//AF059580, i5 , ; 

F-NT2RP4000588//Human DNA sequence "* SEQUENCING PROGRESS *** from clone 414D7, WORKING 
DRAFT SEQUENCE7/0.00062:253:65//AL033543 

F-NT2RP4000614//Homo sapiens TLS-associated protein' TAsN-2'mRNA, complete cds7/3.2e-1 38:666:98// 
AF067730 . 
'5 F-NT2RP4000638//HS_3042_B2_D05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3042 Col=10 Row=H, genomic survey sequence 7/3. 0e-06:78:89//AQ099333 
F-NT2RP4000648//Homo sapiens KNSL4 and MAZ genes for kinesin-like DNA binding protein and Myc-associ- 
ated zinc finger protein, complete cds7/1 .9e-11 :1 04:85//AB01 7335 

F-NT2RP4000657//Mus musculus bone morphogenetic factor 11. (Bmp11) gene, exon 1 7/0 .34:350:62//AF1 00904 
20 F-NT2RP4000704//Homo sapiens mRNA expressed in 19week fetal lung, clone IMAGE:3008567/3.3e-1 67:785: 

99//AB004852 

F-NT2RP4000713//Gallusgallus atonal homolog 1 (Cathl) gene, complete cds7/3.7e-07:26l :65//U6H49 
F-NT2RP4000724//Human endogenous retrovirus env mRNA.//9.'2e-136:474:89//X82272 
F-NT2RP4000728//Homo sapiens mRNA for KIAA0606 protein .partial cds7/3.1e-41 :350:71//AB011178 
25 F-NT2RP4000737//Myxococcus xanthus ATP-dependent protease 1 - (bsgA) gene, complete Cds7/1 .0:504:58// 

L19301 • 

F-NT2RP4000739//CIT-HSP-2010O22TR CIT-HSP Homo sapiens genomic clone 2010022, genomic survey se- 
quence7/1.1e-24:161:93//B57903 v : '] ^ £ ^ \ 

F-NT2RP4000781//Homo sapiens clone DJ0892G19, complete sequence7/0.052:493:58//AC0049 17 
30 F-NT2RP4000787//Cricetulus griseus SRD-2 mutant sterol re gulatory* element binding protein-2 (SREBP-2) mR- 

NA, complete cds7/9.6e-l8:259:68//U228l8 * 4^ : \ ■ 

F-NT2RP400081 7//Homo sapiens mRNA for KIAA0470 protein i^ep riiplete cds.//1 .5e-1 74:81 6:98//AB007939 
F-NT2RP4000833//Homo sapiens PAC clone DJ0905J08 froth K 7p12f-p 14, complete sequence 7/0.97:52:92// 
AC005189 ; t ; - 

35 F-NT2RP4000837//Human DNA sequence *** SEQUENCING iN : PRO'GRESS "* from clone 1 112F1 9, WORKING 

DRAFT SEQUENCE7/2.1 e-128:644:97//AL034420 

F-NT2RP4000839//RPCI11-6D8.TP RPCI-11 Homo sapiens genomic clone RPCI-11-6D8, genomic survey se- 
quence7/1 .5e-44:281 :91//B4821 6 

F-NT2RP4000855//Rattus norvegicus mRNA for aminopeptidase-B, complete cds.//9.5e-43:722:64//D87515 
40 F-NT2RP4000865//Human zinc finger protein ZN F1 36.//6.8e-95:4;l 5:78//U09367 

F-NT2RP4000878//Mus musculus mRNA for myeloid associated differentiation protein.//7.0e-87:646:80// 
AJ001616 " , V' x 

F-NT2RP4000879//N.tabaccum mRNA for ubiquitin activating enzyme E17/9.0e-17:806:58//Y10804 
F-NT2RP4000907//Mouse NLRR-1 mRNA for leucine-rich-repeat protein, complete cds 7/6. 8e- 153:934:86// 
« D45913 

F-NT2RP4000915//Homo sapiens mRNA for ZNF198 protein 7/9:4^79:584: 78//AJ224901 
F-NT2RP4000918//Drosophila melanogaster DNA sequence (PI |DS04106 (D172)), complete sequence7/2.0e- 
08:609:58//AC004290 . 

F-NT2RP4000925//Rattus norvegicus Shal-related potassium cnanriel Kv4.3 mRNA, complete cds7/3.5e-64:4l5: 
50 87//U42975 

F-NT2RP4000927//H.sapiens genomic DNA (chromosome 3; clqne^ 

F-NT2RP4000928//Homo sapiens CDP-diacylglycerol synthase 2[(CDS2 j mRNA, partial cds.//3.5e-l 63:781:97// 
AF069532 \' . 

F-NT2RP4000929//Plasmodium falciparum 3D7 chromosome;; 12'|PFyAC69 genomic sequence WORKING 
55 DRAFT SEQUENCE, 4 unordered pieces.//0.94:763:56//AC004688*! . 

F-NT2RP4000955//Homo sapiens clone DJ0919J22, WO RKIfslGL DRAFT SEQUENCE, 34 unordered pieces7/ 
1.0e-128:673:96//AC005519 " T \ 

F-NT2RP4000973//Caenorhabditis elegans cosmid Y47H9C, complete sequence.//1.6e-15:255:69//AL032657 
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F-NT2RP4000975//CIT-HSP-2307I6.TF CIT-HSP Homo sapjens-genomic clone 2307I6, genomic survey se- 
quence. //6.5e-31:317:79//AQ01 5742 . : : ; , - . 
F-NT2RP4000979//Human bullous pemphigoid antigen mRNA, 3'Jend://0.88:54:90//M22942 
F-NT2RP4000984//Rhodobacter sphaeroides mRNAy/076:214:64//M83823 
5 F-NT2RP4000989//F.rubripes GSS sequence, clone 01 lAUaEl 2,' genomic survey sequence 7/1.0: 149:65// 
AL010911 i SV'^F^ > 

F-NT2RP4000996//Penaeus setiferus microsatellite Pse0 17 repeat region 7/3.3e-08: 139: 74//AF047358 
F-NT2RP4000997//Rattus norvegicus RNA polymerase I 127 kDa subunit mRNA, complete cds7/3.6e-l 26:824: 
84//AF025424 " : V 

10 F-NT2RP4001004 

F-NT2RP4001006//Mus musculus ROSA 26 transcription AS ROSA26AS mRNA, complete cds7/1 .4e-11 0:861 : 
78//U83176 

F-NT2RP4001 01 0//Rattus norvegicus PSD-95/SAP90-associated protein-4 mRNA, complete cds7/2.0e-1 35:789: 
89//U67140 

15 F-NT2RP4001029//Mus domesticus nuclear binding factor NF2d9 mRNA, complete cds 7/3. 7e- 120:7 18:88// 

U20086 

F-NT2RP4001041//Schizosaccharomyces pombe mRNA, partial cds, clone: SY 071 77/4.1 e-22:452:64//D891 70 
F-NT2RP4001057 * . ;r ' 

F-NT2RP4001064//Mus musculus mRNA for cartilage-associated protein (CASP)7/1.2e-20:639:62//AJ006469 
20 F-NT2RP4001 078//Streptomyces coelicolor cosmid 1 C27/0!0025:474:59//AL031 1 24 

F-NT2RP4001079//Rat alternatively spliced mRNA7/1.4e-14V:632:88//M93018 

F-NT2RP4001080//H.sapiens PTB-4 gene for polypirimidine tract binding protein.//9.0e-64:628:70//X65372 
F-NT2RP4001 086//Homo sapiens mRNA for KIAA0592 profein : /p>^ 64 
F-NT2RP4001095 

25 F-NT2RP4001100//CITBI-E1 -2503J7.TR CITBI-E1 Homo sapierts ^ clone 2503J7, genomic survey se- 

quence.//9.4e-1 7:1 85:79//AQ263402 ^X^^ *- 

F-NT2RP4001117//Canis familiaris sec61 homologue mRNA, cqmrjfete cds 7/1 .0e-1 43:760 :87//M 96629 
F-NT2RP4001122 \ Su [ t tU fti% 

F-NT2RP4001126//Homo sapiens shox gene, alternatively spliced' products, complete cds 7/4.2e-1 7:636:61// 
30 U82668 : ^'M, 

F-NT2RP4001138//Homo sapiens PAC clone DJ1 121 E10 from 7q2ll-q2, complete sequence.//2.5e-23:408:60// 
AC004969 i : - : 

F-NT2RP4001143//Sequence 5 from patent US 57534327/1 .8e-39:276:86//AR008079 

F-NT2RP4001148//Homo sapiens clone RG332P12, WORKING DRAFT SEQUENCE, 1 unordered pieces.//2.7e- 
35 1 1 6:684:89//AC005095 ^ ■ : 

F-NT2RP4001149//Mouse mRNA for thymic epithelial cell surface antigen, complete cds 7/3. 0e-48:58 1:66// 
D67067 * 

F-NT2RP4001 1 50//Homo sapiens alone DJ1032D07, WORKING DRAFTSEQUENCE, 3 unordered pieces7/9.4e- 
25:193:67//AC004952 
40 F-NT2RP4001159//Human FMR1 gene, 5' end7/0.28:130:66//LT9476 

F-NT2RP4001174//FMR1 {CGG repeats} [human, Fragile X.syndrome patient, Genomic, 429 nt].//0.001 4: 187:67// 
S74494 ;?v> 

F-NT2RP4001206//Dictyostelium discoideum random slug cDNAi.9 protein (rscl9) mRNA, partial cds7/0.032:453: 
58//U82511 /w ^^tZ 

45 F-NT2RP4001207//HS_2248_A1_C03_MF CIT Approved Humanfcfenomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2248 Col=5 Row=E, genomic survey sequence.//0 ; opO ( 18:58:94//AQ 192358 
F-NT2RP4001210//Homo sapiens chromosome 10 clone CIT987Mybl90l8 map 10p11.2-10p12.1, complete 
sequence.//0.93:515:58//AC005877 t : >.\. ' 

F-NT2RP4001213//Human KRAB zinc finger protein (ZNF17p.;i^Rr>i§ l .[spllcing variant, complete cds7/3.6e-44: 
50 187:74//U37251 ^P* F 

F-NT2RP4001219//Caenorhabditis elegans cosmid Y47H9C, complete sequence 7/1 .3e-15:288:67//AL032657 
F-NT2RP4001228//Homo sapiens actin binding protein MAYVEN J mRNA, complete cds.//2.2e-26:855:60// 
AF059569 /v ' 

F-NT2RP4001235//RPCI11-18E11.TVB RPCI-11 Homo sapiens genomic clone RPCI-11-18E11, genomic survey 
55 sequence.//2.7e-15:101:98//B88081 

F-NT2RP4001256//Amycolatopsis mediterranei 3-amino-5-hydroxy benzoic acid synthase (rifD) gene, complete 
Cds.//1 .0:459:59//U33061 

F-NT2RP4001 260//Sequence 2 from Patent WO9601 901 7/0.001 8;:246:fe3//A48324 
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F-NT2RP4001274//Homo sapiens, complete sequence7/2.5e-05:20V:67//AC005854 

F-NT2RP4001276//CIT-HSP-2324B15.TF CIT-HSP Homo sapiens genomic clone 2324B15, genomic survey se- 
quence 7/3 . 5e- 1 8 : 1 38 :92//AQ040728 

F-NT2RP4001313//Homo sapiens mitochondrial outer membrane protein,(TOM40) mRNA, nuclear gene encoding 
5 mitochondrial protein, complete cds.//7.4e-30:535:65//AF043250^ : - , ; 

F-NT2RP4001315//BOS taurus mRNA for Rab5 GDP/GTP exchange factor, Rabex5.//3.5e-145:795:91//AJ001119 
F-NT2RP4001336//CIT-HSP-2169F21.TR CIT-HSP Homo sapiens genomic clone 2169F21 , genomic survey se- 
quence.//8.4e-1 6:109:94//B89870 

F-NT2RP4001339//HS_3205_B1_E08_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
10 nomic clone Plate=3205 Col=15 Row=J, genomic survey sequence 7/7. 1e-24:305:73//AQ 183725 

F-NT2RP4001343//Homo sapiens PAC clone DJ0894A1 0 from 7q32-q32, complete sequence.//1 .9e-17:l06:91// 
AC004918 

F-NT2RP4001345//G.gallus mRNA for lecithin-cholesterol acyltransferase.//7.6e-40:631 :66//X91011 
F-NT2RP4001351//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 184J9, WORKING 
15 DRAFT SEQUENCE7/2.7e-30:608:64//AL031 428 ■ <' 

F-NT2RP4001 353//Streptomyces coelicolor cosmid 5A77/0.23:540:57//AL031 1 07 

F-NT2RP4001372//RPCI11-49L11.TJ RPCI11 Homo sapiens genomic clone R-49L11, genomic survey se- 
quence.//8.5e-23:129:100//AQ051701 i"; 
F-NT2RP4001373//G.gallus genomic DNA repeat region, clone;i6E1 7/0.1 5:2 13:61 //X78609 
20 F-NT2RP4001 375 • ' ; * 

F-NT2RP4001379//Homo sapiens chromosome 17, clone hRPK.3?i.pF_l2 t complete sequence7/7.3e-28:153: 
88//AC005722 . . 

F-NT2RP4001389//Homo sapiens PAC clone DJ0740D02 from 7p14-p1'5i complete sequence 7/7.2e-47:5 18:73// 
AC004691 

25 F-NT2RP4001407//P.falciparum glutamic acid-rich protein gneri; complete cds.//0.00079:686:57//J03998 

F-NT2RP4001414//Human mRNA for KIAA0202 gene, partial cdsW2:0e : 76:818:71//D86957 
F-NT2RP4001433//H.sapiens HZF10 mRNA for zinc finger protein7/3.5e-87:839:73//X78933 
F-NT2RP4001442 

F-NT2RP4001447//Homo sapiens mRNA for KIAA0783 protein, complete Cds7/0.2 1:21 8:63//AB0 18326 
30 F-NT2RP4001474//Human Notl linking clone 924A058R, genomic survey sequence7/7.6e-14:109:90//U49884 

F-NT2RP4001483//Human mRNA for 2-oxoglutarate dehydrogenase, complete cds.//2.5e-59:480:75//D10523 
F-NT2RP4001498//Homo sapiens huntingtin interacting protein HYPH mRNA, partial cds.//9.7e-39:392:72// 
AF049612 : ' ' - K 

F-NT2RP4001502//H.sapiens (D8S135) DNA segment containing GT.repeat.//2.7e-24:147:96//X61693 
35 F-NT2RP4001507//Plasmid pSB24.2 (from S.cyanogenus) neomycin resistance protein gene, complete cds.// 

0.87:583:58//M32513 

F-NT2RP4001524//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces7/0.93:394:58//AC0053ti8'\ ' 

F-NT2RP4001529//Mus domesticus nuclear binding factor NF2d9 mRNA, complete cds.//3.1e-1 43:820:89// 
40 U20086 

F-NT2RP4001547//S.cerevisiae chromosome XIV reading frame SRFYN R048w.//2.2e-05:31 9:61 //Z71 663 
F-NT2RP4001551//S.pombe Chromosome II pi p8B77/0.64:33l5:6g7/AL()32684 

F-NT2RP4001555//Homo sapiens 12q24.2 BAC RPCI11-366ElVfR6sweli Park Cancer Institute Human BAC Li- 
brary) complete sequence 7/1 .0:309 :58//AC 004806 '• - v v \ . . ' 

45 F-NT2RP4001567//HS_2166_B1_C07_MF CIT Approved Human^Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2166 Col=13 Row=F, genomic survey seq uence 7/6.99: 188:59//AQ086290 
F-NT2RP4001568//Human mRNA for KIAA0167 gene, complete cds;//7.0e-53:566:72//D 79989 
F-NT2RP4001571//RPCI11-21F20.TP RPCI-11 Homo sapieris.genqmic clone RPCI-11-21 F20, genomic survey 
sequence.//2.8e-19:119:97//B85885 € 

50 F-NT2RP4001574//B.primigenius mRNA for coat protein gamma-cop7/5.8e-1 29:81 3:85//X92987 

F-NT2RP4001575//Rattus norvegicus mRNA for ARE1 protein 7/3 .4e-1 31 :795:86//AJ223830 
F-NT2RP4001592//S.aureus gene for isoleucyl-tRNA synthetase7/1 .3e-14:663:59//X74219 
F-NT2RP400i6iO//Homo sapiens Xp22 Cosmids U15E4, U115H5, U132E12, U115B9 (Lawrence Livermore hu- 
man cosmid library) complete sequence7/6.4e-10:135:73//AC00236.4 

55 F-NT2RP4001614//HS_3042_B2_D05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3042 Col=10 Row=H, genomic survey sequence.//3.4e-06:78:89//AQ099333 
F-NT2RP4001634 

F-NT2RP4001638//cSRL-161F1-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic 
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clone CSRL-161FI, genomic survey sequence.//4.9e-12:144:76//B02870 

F-NT2RP4001644//M. musculus mRNA for map kinase interacting kinase, Mnk2.//3.8e-69:437:86//Y11092 
F-NT2RP4001656//HS_2013_A1_D01_lv1R CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2013 Col=1 Row=G, genomic survey sequence.//2.0e-30:207:89//AQ224793 
5 F-NT2RP4001 677//Hylobates lar huntingtin gene, partial exbn.//0:23:105:7l//L49362 

F-NT2RP4001679//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 462023, WORKING 
DRAFT SEQUENCE.//2.7e-45:351 :84//AL031431 

F-NT2RP4001696//Human chromosome 8 BAC clone CIT9B7SK-2A8 complete sequence 7/1 .8e-30: 163:88// 
U96629 v , ^.v> 

10 F-NT2RP4001725//Drosophila melanogaster DNA sequence (P1DS08860 (D181)), complete sequence7/1.1e- 

13:402:63//AC004296 t% : \ 

F-NT2RP4001730//RPCI11-37M21TK RPCI-11 Homo sapiens genomic clone RPCI-11-37M21, genomic survey 
sequence.//0.88:177:67//AQ029840 , 
F-NT2RP4001739 ; •; V 

is F-NT2RP4001753//H.sapiens telomeric DNA sequence, clone i2QTEL023, read 12QTELOO023.seq.//4.9e-36: 

192:98//296232 ; 

F-NT2RP4001760//Mouse oncogene (ect2) mRNA, complete cds7/2.3e-140:866:86//L1 131 6 
F-NT2RP4001790//Homo sapiens clone NH0569I24, complete se.quenceY/l .4e-29:327:74//AC005678 
F-NT2RP4001803 

20 F-NT2RP4001822//Homo sapiens tetraspan TM4SF (TSPAN-4) mRNA, complete cds 7/1 .Oe- 16:576:60// 

AF054841 

F-NT2RP4001 823//Human DNA sequence from clone 1 81 C9 on chromosome 22q 1 3.2-1 3.33. Contains a PHAPI2 
Leucine Rich Acidic Nuclear Protein pseudogene, part of a putative riovel gene, ESTs, STSs and GSSs, complete 
sequence.//2. 1 e-08:601 :59//Z98743 • " ' *f ' . ; 

25 F-NT2RP4001828 

F-NT2RP4001838//Human mRNA for KIAA0071 gene, partial cds.7/2.2e-53:555:73//D3 1888 
F-NT2RP4001841 ' 

F-NT2RP4001849//Homo sapiens mRNA for KIAA0672 protein ^mplete cds.//1 .7e-55:813:65//AB014572 
F-NT2RP4001 861//Human simple repeat polymorphism.//0.0014:1 45:66//M87691 
30 F-NT2RP4001889//HS_2052_B1_H06_T7 CIT Approved HumarrGeno'mic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2052 CoI=11 Row=P, genomic survey sequence//! .0e-23:l87:86//AQ270425 
F-NT2RP4001893//Homo sapiens BAC clone GS166A23 i from 7p2V? complete sequence .//7.3e-76: 178:95// 
AC005014 . :V::ivj 

F-NT2RP4001896//T3B4TFC TAMU Arabidopsis thaliana genomic clone T3B4, genomic survey sequence 7/0. 99: 
35 354:61//B26193 

F-NT2RP4001901//Streptomyces griseus genes for Orf2, Orf3, \0rf4, Orf5, AfsA, Orf8, partial and complete cds.// 
0.031 :409:60//AB011413 

F-NT2RP4001927//HS_2216_B1_D03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2216 Col=5 Row=H, genomic survey sequence.//4.9e-32:216:89//AQ 184677 

40 F-NT2RP4001 938//Mus musculus zinc finger protein (Zfp64) mRNA; Complete cds7/1 .2e-83:709:79//U49046 

F-NT2RP4001946//HS_3021_B2_H10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomiaclone Plate=302l Col=20 Row=P, genomic survey sequence.//7.6e-09:l20:76//AQl 331 85 
F-NT2RP4001 950//Human DNA sequence from clone 353H6 oh chromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix associated 1( actin dependent regulator of chromatin, 

45 subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 

complete sequence 7/2.1 e-1 8:421 :65//AL022577 

F-NT2RP4001953//CIT-HSP-2294D14.TR CIT-HSP Homo sapiens genomic clone 2294D14, genomic survey se- 
quence.//0.030:358:61//AQ005028 % K >. 

F-NT2RP4001966//Mus musculus DOC4 (Doc4) mRNA, complete ipds7/2.5e-68:81 2:68//AF059485 
50 F-NT2RP4001975//Homo sapiens chromosome 17, clone hCiT:9r;j_4, complete sequence.//1.9e-57:555:75// 

AC003976 : 

F-NT2RP40020l8//cSRL-143G4-u cSRL flow sorted Chrombsome'ir specific cosmid Homo sapiens genomic 
clone CSRL-143G4, genomic survey sequence7/8.9e-2l:i23:98//B0l^950 F-NT2RP4002047//Saccharomyces 
cerevisiae chromosome XII cosmid 80037/1 .6e-29:520:64//U 17243 f * 
55 F-NT2RP4002052//CIT-HSP-2045A1 5.TF CIT-HSP Homo sapiens •genomic clone 2045A1 5, genomic survey se- 

quence.//2.8e-22:137:96//B80243 j -j V' ' 

F-NT2RP4002058/AT20L11-T7 TAMU Arabidopsis thaliana genomic clone T20L11 , genomic survey sequence7/ 
0.019:141 :65//AQ248640 r^. 

r • 
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F-NT2RP4002071//CIT-HSP-2314J9.TF CIT-HSP Homo sapiens genomic clone 231 4J9, genomic survey se- 
quence.//0.99:163:63//AQ027223 

F-NT2RP4002075//Caenorhabditis elegans DNA ••• SEQUENCING IN PROGRESS from clone Y57G11. 
WORKING DRAFT SEQUENCE7/0.15:506:59//Z92841 

F-NT2RP4002078//RPCI11-73M20TJ RPCI11 Homo sapiensj genomic clone R-73M20, genomic survey se- 
quence7/4.8e-21:130:96//AQ269030 ' 5 ■ * 

F-NT2RP4002081//Frubripes GSS sequence, clone 190O22bB9,. genomic survey sequence 7/0.0024:350:60// 
Z92062 ; :f.: : -V^ * 

F-NT2RP4002083//M.musculus tex27 mRNA7/8.2e-77:456:89j7X80437. : , 

F-NT2RP4002408//Caenorhabditis elegans serine/threonine kinase. LET-502 (let-502) mRNA, complete cds.// 
3.7e-1 8:541 :62//U8551 5 ■ * * : * . 

F-NT2RP4002791 . ^ 

F-NT2RP4002888//Homo sapiens BAC clone RG067E13 fromv7q2i ; complete sequence7/4.7e-39:385:75// 
AC002383 

F-NT2RP4002905//Homo sapiens chromosome 17, clone hRPC.842_A_23, complete sequence7/6.5e-9i:672: 
83//AC004662 

F-NT2RP5003459//Human glyceraldehyde-3-phosphate dehydrogenase (GAPDH) mRNA, complete cds7/2.9e- 
37:193:99//M33197 

F-NT2RP5003461//Human DNA sequence from PAC 506G2 contains ESTs7/7.9e-51:300:80//Z82901 
F-NT2RP5003477//Human Chromosome 3 pac pDJ70i1 1 , WORKING DRAFT SEQUENCE, 2 unordered pieces7/ 
6.7e-77:150:100//AC000380 " f .\ * 

F-NT2RP5003492 *. • . , 

F-NT2RP5003500//Human DNA sequence from cosmid 97K10, between markers DXS6791 and DXS8038 on 
chromosome X contains STSs and CpG is land 7/1 .7e-111 : 623 :93//Z8 1365 

F-NT2RP5003506//H.sapiens CpG island DNA genomic Msel fragment, clone 71 h2, reverse read cpg7l h2.rtl a7/ 
1.4e-49:283:93//Z62703 . t 

F-NT2RP5003512//HS_3084_A1_D04_MF CIT Approved Humah'^enoVriic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3084 Col=7 Row=G, genomic survey sequence.//7.7e-l8:il7:95//AQl863i2 
F-NT2RP5003522//Homo sapiens clone NH0479C13, WORKING DRAFT SEQUENCE, 12 unordered pieces7/ 
3.8e-101:211:96//AC005236 ,. V: f 

F-NT2RP5003524//Homo sapiens beta-spectrin (HSpTBi) geheVexon 14 and partial cds 7/0.00056:650:57// 
AF013178 4 • V-J>*>* 

F-NT2RP5003534//H.sapiens CpG island DNA genomic Msel fragment, clone 14c10, forward read 
cpg14c10.ft1b7/0.00013:70:91//Z54631 . <1< t f\^0" 

F-OVARC1000001//Homo sapiens mRNA for KIAA0465 proteinrpartial v cds7/1 .2e-67:373:94//AB007934 
F-OVARC1000004//Homo sapiens chromosome 4 clone B368A9 map 4q25, complete sequence7/5.8e-93:518: 
81//AC005510 ' IS ' V -r 

F-OVARC1000006//Gallus gallus histone H2A (H2A-VIII) gene, complete cds7/9.ie-56:392:84//U38933 
F-OVARC1000013 > : * v 

F-OVARC1000014//Homo sapiens GLE1 (GLE1) mRNA, complete cds.//5.6e-170:815:98//AF058922 
F-OVARC1 00001 7//Streptomyces glaucescens tcm operon7/0.37:347:60//M80674 
F-OVARC1000035//Homo sapiens GA1 7 protein mRNA, complete* cds 7/6. 8e-36:238:89//AF064603 
F-OVARC 1000058 • ' ; 

F-OVARC1000060//Homo sapiens ribonuclease 6 precursor, mRNA; complete cds.//2.5e-36:192:98//U85625 
F-OVARC1000068//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 404K8, WORKING 
DRAFT SEQUENCE7/0.1 4:554:57//AL023883 .. : 

F-OVARC 1000071 //Human DNAsequence *** SEQUENCING INPROGRESS *** from clone 596C1 5, WORKING 
DRAFT SEQUENCE.//5.3e-104:197:100//AL031387 Vr-^' i. 

F-OVARC 1 000085//Human DNA sequence from clone 1 91 N21 pn'Mromosome 6q27 Contains genes for PDCD2 
(PROGRAMMED CELL DEATH-2/RP8 HOMOLOG), TATA jactb r|(T F \\0) t proteasome subunit HC5, EST, STS, 
GSS, complete sequence7/1 .6e-116:588:96//AL031259 ^priz 

F-OVARC1000087//HS_2004_B2_E11_MR CIT Approved Humar^ Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2004 Col=22 Row=J, genomic survey sequehce//7.Jfe-il :94:94Z/AQ221 037 
F-OVARC 1 000091//nbxb0020P1 7r CUGI Rice BAC Library Oryzajsativa genomic clone nbxb0020Pl 7r, genomic 
survey sequence7/5.2e-05:238:64//AQ258489 * j " 

F-OVARC I000092//Homo sapiens chromosome Y, clone 264, M, 20? complete sequence 7/1. le- 10:720:58// 
AC004617 T'" 

F-OVARC1000106//HS_3212_B2_G12_MR CIT Approved tfuman Genomic Sperm Library D Homo sapiens ge- 

" i - ... 
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nomic clone Plate=3212 Col=24 Row=N, genomic survey sequence.//9.9e-05:l4l :73//AQl75369 
F-OVARC1000109 

F-OVARC1 0001 1 3//Homo sapiens okadaic acid-inducible phosphoprotein (OA48-1 8) mRNA, complete cds7/1 .6e- 
1 33:663:96//AF069250 h , • s ... 

5 F-OVARC1000114//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 1111N9, WORKING 

DRAFT SEQUENCE7/2.3e-51 :547:70//AL022574 ; *&*-X& /. ■ 

F-OVARC1000133//Homo sapiens clone GS512I21, WORKING ; DRAFT SEQUENCE, 9 unordered piecesV/0.62: 
349:61//AC005027 4 ; :: - ' 

F-OVARC1000139//Caenorhabditis elegans cosmid F09D17/2;5e^8:3.i4:64//AF040640 

w F-OVARC1000145//HS_2257_B2_D11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2257 Col=22 Row=H, genomic survey sequence.//5.8e-30:203:90//AQ304854 
F-OVARC1000148//CIT-HSP-2345A22.TR CIT-HSP Homo sapiens genomic clone 2345A22, genomic survey se- 
quence.//1.1e-26:146:100//AQ056703 . . 

F-OVARC1000151//Sequence 1 from patent US 56655887/2.6e^6i:677:70//l64695 

'5 F-OVARC1000168//Homo sapiens chromosome 19, cosmid R31343, complete sequence.//4.9e-l 9:381:63// 

AC005764 7 

F-OVARC1 0001 91 //Plasmodium falciparum DNA — SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING 
DRAFT SEQUENCE.//1 .3e-06:745:57//AL034557 

F-OVARC1000198//*" SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0366H07; 
20 HTGS phase 1, WORKING DRAFT SEQUENCE, 28 unordered pieces.//6.4e-161:781:97//AC004604 

F-OVARC1000209//Oryza sativa submergence induced protein 2A mRNA, complete cds 7/9. 2e-33:5 11:65// 
AF068332 

F-OVARC 1 00021 2//F. rubripes GSS sequence, clone 185L11aCl, genomic survey sequenceV/1 .1e-1 3: 139:79// 
AL019910 

25 F-OVARC 1 000240//Sequence 1 from patent US 571 0024 .//1 .4e- 129:623:98//I81 226 

F-OVARC1000241//Mus musculus hypoxia inducible factor threeTalpha.mRNA, complete cds.//1.le-1 12:697:87// 
AF060194 : 0r''^- 
F-OVARC 1000288 2.2e-22:181 :83//J00345 ; ^fV«V> 

F-OVARC 1000302//A-192A9TP CIT978SK Homo sapiens genomic^clone A-192A9, genomic survey sequence.// 
30 4.8e-1 8:1 10:99//B1 8003 ! p . 

F-OVARC1000304//Mouse mRNA from Mov10 l0CUS7/5.5e-1 00:63 f:85//X52574 
F-OVARC 1 000309 ' /!*: ^ Y 1 

F-OVARC1000321//Homo sapiens clone NH0479C13, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
3.1e-122:325:95//AC005236 ' 'v 1 */^ 5 ' 

35 F-OVARC 1000326//Rattus norvegicus lamina-associated polypeptide 1C,(LAP1C) mRNA, complete cds7/4.0e- 

46:339:84//U19614 ' ,. f 'i , " " 

F-OVARC 1 000335//Caenorhabditis elegans cosmid F15B107/0.020:545;57//AF036696 
F-OVARC1000347//Homo sapiens clone GS051 M12, complete sequenceV/0.71 :252:59//AC005007 
F-OVARC1000384//Homo sapiens expanded SCA7 CAG repeat7/2.2e-09:276:64//AF020275 

40 F-OVARC1000408//Human Chromosome 11p15.5 PAC clone pDJ915f1 containing KvLQTI gene, complete se- 

quence.//0.61:343:59//AC003693 

F-OVARC1000411//S.cerevisiae chromosome XI reading frame ORF YKL202w.//0. 075:242 :60//Z2820l 
F-OVARC1 00041 4//Homo sapiens PAC clone DJ0905M06 from'7q31, complete sequence 7/0.00088:285: 62// 
AC005166 

45 F-OVARC 1000420//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 371 H6, WORKING 

DRAFT SEQUENCE7/0.14:487:60//AL031718 

F-OVARC1000427//Homo sapiens clone UWGC:rg041 a03 from 7p14-15, complete sequence .//4.9e-30: 195:84// 
AC005826 ' : Xy], 

F-OVARC1 000431 //Plasmodium falciparum MAL3P2, complete .Wquence.//1.3e-05:651:59//AL034558 
so F-OVARC 1 000437//Chicken tensin mRNA, complete cds7/9.6er54:266:78//M741 65 

F-OVARC1000440//Human PINCH protein mRNA, complete' cds7/i'7e-i9:116:99//U09284 
F-OVARC 1000442//Hu man DNA sequence from clone 81 6K1 7, on. chromosome 20p 12.2-1 3 Contains TGM3 
(PROTEIN-GLUTAMINE GLUTAMYLTRANSF ERASE E3 PRECURSOR (EC 2.3.2.13) (TGASE E3) (TRANS- 
GLUTAMINASE 3), and another member of the Transglutaminase family, complete seq uence 7/1 .Oe-2 1:202:79// 
55 AL031678 F-OVARC1000443//Homo sapiens mRNA for KIAAd683^prbtein, complete Cds7/1.0e-1 38:566:99// 

AB014583 f" 
F-OVARC 1000461 ; 

F-OVARC 1000465//Bos taurus guanine nucleotide-exchange protein (ARF-GEP1) mRNA, complete cds7/4.7e- 
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124:650:93//AF023451 

F-OVARC1000466//Homo sapiens DNA from chromosome 19,cosmid R29144, complete sequence7/L0e-15: 
510:59//AC004221 -! ^ 

F-OVARC 1 000473//Ciona intestinalis genomic fragment, clone 3F4; genomic survey sequence .//2.5e-06:272:62// 

5 AJ227191 , : ^ V /ft>' : i * 

F-OVARC1000479//CDNA encoding novel rat protein TIP120 which 'is formed of complex with TBP (TATA binding 
protein).//1.1e-117:652:90//E12829 

F-OVARC1000486//Homo sapiens DNA sequence from PAC 262DV2 on chromosome lq23.3-24.3. Contains a 
Tenascin (Hexabrachion, Cytotactin, Neuronectin, Myotendinous antigen)-LIKE gene and a mitochondrial/chloro- 
10 plast30S ribosomal protein S14-LIKE gene preceeded by a CpG island? Contains ESTs, genomic marker D1S2691 
and STSS.//1 .7e-13:709:60//Z99297 

F-OVARC1000496//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 455J7, WORKING 
DRAFT SEQUENCE7/6.0e-23:316:72//AL031733 >. ■ . 

F-OVARC1000520//Homo sapiens supervillin mRNA, complete cds7/2.1 e-1 1 3:539 :99//AF05 1850 
is F-OVARC1000526//Homo sapiens clone GS438P06, WORKING DRAFT SEQUENCE, 17 unordered pieces.// 
8.00-1 49:71 6:98//AC005024 

F-OVARC 1000533//Homo sapiens chromosome 19, cosmid'R30385, complete sequence.//5.8e-1 37:545:97// 
AC004510 

F-OVARC1000543//HS_3055_A2_F10_MF CIT Approved Human Genomic_Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=3055 Col=20 Row=K, genomic survey sequence 7/0. 19:1 04:71 //AQ 102820 

F-OVARC I000556//Homo sapiens DNA sequence from PAC 168L15 on chromosome 6q26-27. Contains RSK3 
gene, ribosomal protein S6 kinase, EST, GSS, STS. CpG island, complete sequence.//4.4e-136:670:97//AL022069 
F-OVARC1000557//Human DNA from chromosome 19-specific cpsmid R27090, genomic sequence, complete 
sequence7/1.3e-15:262:69//AC002985 \ 1*^/7? ' 
25 F-OVARC1000564//Mus musculus clone OST7314, genomic survey sequence 7/1 .9e-41 :476:70//AF046733 

F-OVARC1000573//HS_3241_B1_H03_T7 CIT Approved Hum'affi'Ge nomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3241 Col=5 Row=P, genomic survey sequence7/^i2e-1.0l:530:95//AQ2l1942 
F-OVARC1000576//Human Chromosome X, WORKING DRAFf SEQUENCE, 2 unordered pieces 7/9. 7e -97: 445: 
90//AC002414 ,V *'v .i 

30 F-OVARC1000578//Homo sapiens DNA from chromosome 19,. BAd;331 52, complete sequence.//9.1 e-27:354: 

72//AC003973 

F-OVARC1000588//Human DNA sequence from clone 497 J2t on' chromosome 6q26-27. Contains a KOC (KH- 
domain containg transcript overexpressed in cancer) pseudogene tj genomic marker D6S193, ESTs, STSs and 
GSSs, and a ca repeat polymorphism, complete sequence.//0.97:276:62//AL023775 
35 F-OVARC 1000605 ') 

F-OVARC1000622//Homo sapiens (subclone 2_d8 from P1 H42) DNA sequence, complete sequence7/7.2e-60: 
457:82//L81648 

F-OVARC1000640//Human BAC clone RG326K09 from 7q21 . complete sequence 7/6. 2e-58:499:80//AC002069 
F-OVARC 1000649//Human squamous cell carcinama of esophagus'mRNA for GRB-7 SH2 domain protein, com- 
40 pletecds7/5.1e-77:424:93//D43772 

F-OVARC 1000661 //Homo sapiens mRNA for KIAA0590 protein. complete cds.//4.8e-99:536:94//AB011162 
F-OVARC 1000678//cSRL-29c7-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic clone 
cSRL-29c7, genomic survey sequence 7/2.5e-57:336:91//B04244' / 

F-OVARC 1000679//Rattus norvegicus mRNA for myosin-RhoGAP protein Myr 77/1 .6e-81 :291 :84//AJ001713 
45 F-OVARC1000681//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 257E24, WORKING 

DRAFT SEQUENCE.//8.2e-158:782:96//AL034424 * 

F-OVARC 1 000682//Homo sapiens alpha 1 ,2-mannosidase IB niRI^AVcomplete cds7/1 .5e-1 51 :549:99//AF0271 56 
F-OVARC 1 000689//nbxb0003aG01 f CUGI Rice BAC Library'Oryz'asativa ! genomic clone nbxb0003M01f, genomic 
survey sequence7/0.17:499:60//AQ050003 * '^'k^t 

50 F-OVARC 1000700 /a : 

F-OVARC1000703//Drosophila melanogaster DNA repair protein (rhei-41) gene, complete cds, and TH1 gene, 
partial cds.//3.5e-26:425:65//U34925 ^'JjE'T ?\ 

F-OVARC l000722//Homo sapiens chromosome iq2Mq23- beta- i ; 4-galactosy transferase mRNA, complete 
Cds.//3.7e-1 09:451 :91//AF038661 \ ' [ 

55 F-OVARC 1000730 v , H ■ h • V 

F-OVARC 1000746 ' \ ' 

F-OVARC 1 000769//HS_2056_B2_G06_T7 CIT Approved Human Genomic Sperm-Library D Homo sapiens ge- 
nomic clone Plate=2056 Col=12 Row=N, genomic survey sequence'7/8.8e-19:147:86//AQ245905 
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F-OVARC1000771//M.musculus mRNA for GTP-binding protein7/2:2e-62:305:78//X95403 
F-OVARC1000781//Sequence 5 from Patent WO97226957/1.9e-89:705:78//A63552 

F-OVARC1000787//Homo sapiens PAC clone DJ430N08 from 22q 12.1 -qter, complete sequence7/3.0e-131:631: 
98//AC004542 • - ' ; ' 

5 F-OVARC1000800//Human Chromosome Hq23 PAC clone pDJ254ei,3, complete sequence.//i.7e-32:295:80// 

AC003691 

F-OVARC1000802//Homo sapiens chromosome Xp22-67-68, WORKING DRAFT SEQUENCE, 99 unordered 
pieces7/3.2e-55:356:88//AC004469 • " - 

F-OVARC1000834//Homo sapiens mRNA for atopy related autoantigen,CALC7/9.5e-27:163:94//Yl77H 
10 F-OVARC1000846//Homo sapiens mRNA for KIAA0643 protein, partial cdsY/6.0e-1 50:432: 100//AB0 14543 

F-OVARC1000850//Homo sapiens PB39 mRNA, complete cds.//1 .0e-1 35:632:99//AF045584 

F-OVARC1000862//M.musculus mRNA for FT1 7/2.6e-109:769:83//Z67963 

F-OVARC1000876//S.cerevisiae chromosome IX cosmid 9150.//7.4e-21:541:61//Z38125 

F-OVARC1 000883//Mus domesticus nuclear binding factor NF2d9 mRNA, complete cds7/2.2e-08:98:88//U20086 
'5 F-OVARC1000885//B.subtilis 25 kb genomic DNA segment (from sspE to katA).//0.25:231 :61//Z82044 

F-OVARC1000886//CIT-HSP-2171H6.TR CIT-HSP Homo sapiens genomic clone 2171 H6, genomic survey se- 

quence.//0.00035:139:69//B89721 

F-OVARC 1000890 

F-OVARC 1000891 "- ,7-;/r 

20 F-OVARC1000897//Hurnan DNA sequence from clone 215Fl6.pn chromosome 22q 12.1-12.3. Contains part of a 

Homeobox domain containing gene and GSSs, complete sequence7/l-.4e-l8:473:64//AL024494 
F-OVARC1 00091 2//Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 
plete cds.//8.9e-08:378:63//L1 4320 * ' \ ' £ h ;• . 

F-OVARC1 00091 5//Homo sapiens mRNA for KIAA0600 protein; ^aftlafeds7/7.7e-85:440:95//AB011172 
25 F-OVARC1000924//HS_2022_A1_C01_T7 CIT Approved Hum'an^Geno'mic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2022 Col=1 Row=E, genomic survey sequence.//5.7e-21:122:99//AQ269493 
F-OVARC1000936//Human PAC clone DJ0093I03 from Xq^fed^^ 

F-OVARC1000937//Human DNA sequence *" SEQUENCING IN PROGRESS "* from clone 20208, WORKING 
DRAFT SEQUENCE.//0.00066:436:61//AL031 848 w ' ; 

30 F-OVARC1000945//Rattus norvegicus mRNA for atypical PKC specific binding protein, complete cds7/5.0e-89: 

556:86//AB005549 ' : ; '*> * 

F-OVARC1000948//P.falciparum complete gene map of plastid-like DNA (IR-B)7/0.98:160:64//X95276 
F-OVARC1 000959//CIT-HSP-2348O1 6.TR CIT-HSP Homo sapiens genomic clone 234801 6, genomic survey se- 
quence.//0.99:270:59//AQ062850 * 
35 F-OVARC1000960//Human DNA sequence from PAC 212P9 on chromosome 1p34.1-1p35. Contains delta opiate 

receptor, CpG island, CA repeat, 7/3. 9e-41 :577:72//AL0091 81 : - ^ [ 

F-OVARC1000964//P.falciparum malaria antigen (M26-32-2) gene, partial cds7/0.19:83:73//M63270 
F-OVARC1000971//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y57G11, 
WORKING DRAFT SEQUENCE7/0.013:670:57//Z92841 
40 F-OVARC1000984//Leishmania major chromosome 1 , complete sequence7/0.80:345:58//AE001274 

F-OVARC1000996//MO25 gene [mice, embryos, mRNA, 2322 nt]7/2.6e-55:403:82//S5 1858 
F-OVARC1000999//Synthetic construct galanin receptor type r 3 (GALR3) gene, complete cds.//0.33: 105:69// 
AF042785 \ '^'; : f*J' ~ 

F-OVARC1001000//HS_2247_A1_H05Jv1R CIT Approved Muman;Genbmic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2247 Col=9 Row=0, genomic survey sequence.//3. 1 e-60:3l 5.-96//AQ1 5391 0 

F-OVARC1001004//Homo sapiens from UWGC:yl8c282 frbm/6p2l^. complete sequence.//3:1e-l 24:595:98// 

AC004190 : '» : *;\?*- 

F-OVARC1001010//CIT-HSP-2034M3.TF CIT-HSP Homo sapiens genomic clone 2034M3, genomic survey se- 
quence.//1.0:151:60//B74290 ' *^f\; v * 

so F-OVARC1001011//Human DNA sequence from cosmid U85A3,.bbtween markers DXS366 and DXS87 on chro- 

mosome X contains rad21 and T-cell cyclophorin pseudogenes; STS7/3:0e-08:149:79//Z78021 
F-OVARC1001032//Yeast (S.cerevisiae) mitochondrial Tyr-tRNA gene7/3.2e-13:667:60//M 12451 
F-OVARC1001034//Mus musculus Fn54 mRNA, partial cds7/2.5e-119:737:86//AF001533 
F-OVARC1001038//Homo sapiens TRIAD1 type I mRNA, complete Cds7/2.7e-1 50:733 :97//AF099149 

55 F-OVARC1001040//Homo sapiens clone RG270D13, WORKING; DRAFT SEQUENCE, 18 unordered pieces.// 

9.8e-29:277:76//AC005081 

F-OVARC1001044//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 36411 , WORKING 
DRAFT SEQUENCE7/0.001 7:387:6. 1//AL031 31 9 
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F-OVARC1001051//Rattus norvegicus brain specific cortactin-binding protein CBP90 mRNA, partial cds7/0.012: 
112:74//AF053768 . t 

F-OVARC1001055//Sequence 1 from patent US 55807547/3.3e-45:381:81//l30292 

F-OVARC1001062//nbxb0026H08rCUGI Rice BAC Library Oryza ; sativa genomic clone nbxb0026H08r, genomic 
5 survey sequence7/0.01 8:344:59//AQ271 878 

F-OVARC1001065//S.pombe chromosome I cosmid c29E6.//0.86:338:59//Z66525 

F-OVARC 1 001 068//Homo sapiens Era GTPase A protein (HERA- A) mRNA, partial cds.//2.0e-1 30:620:98//' 
AF082657 . • 

F-OVARC1001072//Homo sapiens glypican 3 (GPC3) gene, partial cds and flanking repeat regions 7/9 .3e-24:285: 
10 65//AF003529 

F-OVARC1001074//Human DNA sequence from clone 23K20 on chromosome Xq25-26.2 Contains EST, STS, 
GSS, complete sequence .//2.0e-07:652:59//AL022 153 

F-OVARC1001085//Homo sapiens c-syn protooncogene mRNA, complete cds7/5.0e-35:187:99//M14333 
F-OVARC1001092//Homo sapiens mRNA for JM5 protein, .complete CDS (clone IMAGE 53337, 

15 LLNLC110F1857Q7 (RZPD Berlin) and LLNLC110G0913Q7 (RZPD Berlin))7/4.0e-74:289:95//AJ005897 

F-OVARC1001107//Homo sapiens SKBIHs mRNA, complete cds7/3!6e : 72:351 :86//AF0 159 13 
F-OVARC 1 001 113//Homo sapiens diaphanous 1 (HDIA1) mRNA ; complete cds.//6.4e-1 50:71 0:98//AF05 1782 
F-OVARC 1 001 117//Homo sapiens chromosome 5, P1 clone 328E3 (LBNL H53), complete sequence 7/0. 99: 148: 
67//AC005178 J !/;'■;.[ , • 

20 F-OVARC 1 001 118//Human Chromosome 11 pac pDJ197h1 7, WORKING DRAFTSEQUENCE, 11 unordered piec- 

es 7/2.6e-35:302: 74//AC000382 ; ^ .^•; > 

F-OVARC1001129//CIT-HSP-647P20.TP CIT-HSP Homo sapiens genomic clone 647P20, genomic survey se- 
quence7/0.94:106:66//B79052 ">..* 
F-OVARC1001154//R.norvegicus mRNA for epithelin 1 and 27/1 .8e : 95:462:79//X62322 
25 F-OVARC1001161//Homo sapiens chromosome 4 clone B7lMl2! : map'4q25, complete sequence7/2.9e-90:496: 

84//AC004069 V 
F-OVARC1001162 

F-OVARC1001167//Homo sapiens clone DJ1098J04, WORKING DRAFT SEQUENCE, 2 unordered pieces7/ 
0.00090:21 9:64//AC004961 

30 F-OVARC1001169//Borrelia burgdorferi (section 27 of 70) of thecorhplete genome7/1 .0:265:59//AE001141 

F-OVARC1001170//H.sapiens (XS170) mRNA, 350bp7/4.6e : 58:355:90//Z36823 

F-OVARC1001171//CIT-HSP-2285E22.TF CIT-HSP Homo sapiens genomic clone 2285E22, genomic survey se- 
quence.//1.5e-25:152:83//AQ002315 

F-OVARC1001173//Human DNA sequence from clone 243E7 on chromosome 22q1 2.1 . Contains ESTs, STSs and 
35 GSSs, complete sequence 7/0. 0024:94: 80//AL022323 \ . A 

F-OVARC1001176//Streptomyces plicatus B-N-acetylhexo^amTni'dase '(hex) gene, complete cds 7/1 .0:356:60// 
AF063001 ' 

F-OVARC1001180//G.gallus DNA for pofyubiquitin gene Ub ll7/0.o'062:275:60//X58195 
F-OVARC1001188//Homo sapiens full-length insert cDNA clonVZp3£037/1 .8e-32:180:97//AF086486 
40 F-OVARC1001200 .■•■V ; V- r ! : 

F-OVARC 1 001 232//Caenorhabditis elegans cosmid F10B5, complete sequence 7/0.0 13:1 28:67//Z48334 
F-OVARC1001240//Human Chromosome 11 pac pDJ360pl 7, WORKING DRAFT SEQUENCE, 44 unordered 
pieces7/3.7e-131:811:87//AC001235 

F-OVARC 1 00 1 243//H uman BAC clone GS11 701 0 from 7q21 -q22, bomplete sequence 7/0. 044:457:59//AC003078 
45 F-OVARC1001244//Human homolog of Drosophila female sterile hpmeotic mRNA, complete Cds7/8.4e-l8:1l8: 

95//M80613 ' 

F-OVARC 1001 26 1//M us musculus putative membrane-associated guanylate kinase 1 (Magi-1) mRNA, alterna- 
tively spliced c form, partial cds7/1 .4e-95 :649:84//AF027505 

F-OVARC1001268//Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, com- 
50 plete cds.//0.00051 :72:83//U35776 1 \ i , 

F-OVARC1001270 

F-OVARC 1001 271 //Homo sapiens mRNA for KIAA0643 protein, partial cds7/2.1e-142:644:96//AB014543 
F-OVARC 1 001 282//RPC1 1 1 -60K8.TK RPC1 1 1 Homo sapiens genomic clone R-60K8, genomic survey sequence7/ 
0.0089:285:58//AQ1 95857 

55 F-OVARC1001296//Homo sapiens echinoderm microtubule-_associated protein homolog HuEMAP mRNA, com- 

plete CdS.//3.0e-20:263:73//U97018 J t 

F-OVARC1001306//nbxb0002M13rCUGI Rice BAC Library Oryza.sativa genomic clone nbxb0002Ml3r, genomic 
survey sequence7/0.98:170:66//AQ1 56061 - : £0;'^ 

1 - 
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F-OVARC1001329//Homo sapiens BAC clone RG370M10 from 7p 15, complete sequence.//1.3e-05:432:6l// 
AC003986 

F-OVARC1001330//Plasmodiurn falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces 7/0.027:444:59//ACb05504- : - 
s F-OVARC1001339//Homo sapiens chromosome 17, clone hCIT.124_H_2, complete sequence.//0.76:89:74// 

AC006071 .<•. 

F-OVARC1001341//CITBI-E1-2503J7TR CITBI-E1 Homo t sapiens 'genomic clone 2503J7, genomic survey se- 
quence 7/0.99:45 :86//AQ263402 v. 
F-OVARC1001342 ; ;r 

10 F-OVARC1 001 344//HS-1 059-A2-H02-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 

Plate=CT 781 Col=4 Row=0, genomic survey sequence 7/ t.5e-67;254:67//B44456 

F-OVARC1001357//Homo sapiens Xp22-149 BAC RPCI1 1-46604 (Roswell Park Cancer Institute Human BAC 
Library) complete sequence.//0.83:376:61//AC005297 

f-ovarciooi36o ': ; ; V /; 

15 F-OVARC1001369//Homo sapiens clone 162B15, complete sequence.//0.0066:99:76//AC0048ll 

F-OVARC1001372//Homo sapiens Iiprin-alpha4 mRNA, partial cds.//2.7e- 142 :683:98//AF034801 
F-OVARC 1 001 376//Human DN A sequence *** SEQUENCING IN PROGRESS *** from clone 850H21, WORKING 
DRAFT SEQUENCE.//1 .9e-52:382:73//AL031 680 ' .; 

F-OVARC1001381//Homo sapiens mRNA for candidate tumor suppressor involved in B-CLL.//1 .2e-1 47:683:99// 
20 AJ224819 r 

F-OVARCl001391//S.COeliCOlorwhiB gene.//0.01 8:454 :59//X62287 

F-OVARC1001399//CIT-HSP-2291I8TR CIT-HSP Homo sapiens genomic clone 229118, genomic survey se- 
quence.//! .7e-11 :104:87//AQ007611 ri a 

F-OVARC1001417//Homo sapiens EXLM1 mRNA, complete cds.//3.9e-149:707:98//AB006651 
25 F-OVARC1001419//Homo sapiens GOK (STIM1) mRNA, complete cds7/4.9e-48:586:69//U52426 

F-OVARC1001425//Human DNA sequence from clone 1048E9 ori'chromosome 22q11.2-12.2 Contains pseudo- 
gene similar to ribosomal protein S3A and part of a gene similar to C.elegans protein CE021 1 8, ESTs, STS, GSS, 
complete sequence7/0.0019:96:78//Z99714 ( ;'-/•' 

F-OVARC1001436//Caenorhabditis elegans mitotic chromosome ''and. X-chromosome associated MIX-1 protein 
30 (mix-1 ) mRNA, complete cds7/0.77:51 9:59//U96387 < \ V . ■;•>. * 

F-OVARC1001442//Human DNA sequence "* SEQUENCING IN PROGRESS *" from clone 998H6, WORKING 
DRAFT SEQUENCE.//1 .0:1 67:64//AL031 687 JP^'l 

F-OVARC1001453//Human DNA sequence from PAC 453D1 5 : cin chromosome 6 contains STS7/4.4e-64:376:79// 
Z84482 PZ$ - 

35 F-OVARC1001476//Caenorhabditis elegans DNA *** SEQUENCING JN PROGRESS *** from clone Y24F12, 

WORKING DRAFT SEQUENCE.//0.20:107:71//AL022277 . .> 
F-OVARC1001480 ; V ; 

F-OVARC1001489//Plasmodium falciparum 3D7 chromosome t2 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//0. 20:281 :63//AC005140; / ^ 
40 F-OVARC 1 00 1 496//H omo sapiens C-terminal binding protein 2'mRNA, complete cds7/8.1 e-85:479:92//AF01 6507 

F-OVARC1 001 506//Homo sapiens Chromosome 1 6 BAC clone CIT987-SKA-1 3F4 -complete genomic sequence, 
complete sequence7/l .2e-98:503:83//AC002039 

F-OVARC1001525//Human beta-hexosaminidase alpha chain (HEXA) gene, exon 17/1 .7e-1 3:87:1 00//M 16411 
F-OVARC1001542//H.sapiens polymorphic repeat associated -with glutamate dehydrogenase pseudogene 57/ 
« 0,43:1 90:68//X6921 9 

F-OVARC1001547//Plasmodium falciparum 3D7 chromosome^ 2 PFYACB8^20 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//0.01 7:533 :56//£C0051 40 

F-OVARC1001555//Homo sapiens clone NH0469M07, WORKING DRAFT SEQUENCE, 7 unordered pieces.// 
7.4e-1 59:41 6:99//AC005037 

so F-OVARC1001577//Homo sapiens SRp46 splicing factor transcribed retropseudogene.//2.4e-1 15:540:99// 

AF031165 'r ^y y 'f r 

F-OVARC 1 001 600//H omo sapiens chromosome 21q22.3 PAG 39C17, complete sequence 7/5.5e- 13:529:62// 
AF043945 ; 
F-OVARC1001610/A complete sequence7/1.4e-12:152:77//AC005409/ : ; , 

55 F-OVARC1001611 ' 

F-OVARC1001 615//Human DNA sequence from clone 873P 14 on chromosome 20pl2 Contains STS, GSS, com- 
plete sequence 7/0. 022: 146: 70//AL03 1682 ;>■ 

F-OVARC1001668//Homo sapiens mRNA for MCM3 import factor- complete cds7/6.5e-109:358:96//AB005543 
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F-OVARC1001 702//Homo sapiens mRNA for hSOX20 protein, complete cds.//1 .8e-47:393:81//AB006867 
F-OVARC1001703//CIT-HSP-2164L6.TF CIT-HSP Homo sapiens, genomic clone 2164L6, genomic survey se- 
quence 7/0.94:85 :69//B92840 * 

F-OVARC1 001 711 //Human DNA sequence "* SEQUENCING.IN.PROGRESS "* from clone 317C6, WORKING 

5 DRAFT SEQUENCE7/1 .9e-06:489:61//Z97651 ' - f r 

F-OVARC1001713//Rattus norvegicus neuroligin 2 mRNA, comp!ete,cds7/1 .0:262:59//U41662 
F-OVARC1001726//Human telomere associated repeat sequence i : compiete sequence7/7.5e-08:283:65//M57752 
F-OVARC1001731//Mus musculus gene for beta-tropomyosin7/2,6eV83:606:81//X1 2650 
F-OVARC1001745//HS_3007_B2J309_T7 CIT Approved HumariGenomic Sperm Library D Homo sapiens ge- 

io nomic clone Plate=3007 Col=1 8 Row=N, genomic survey sequenee7/0:00020:269:60//AQ1 64522 

F-OVARC1001762//S.pombe chromosome III cosmid c338.//3.0e-17:624:61//AL023781 
F-OVARC1001 766//Homo sapiens eukaryotic translation initiation factor el F3, p35 subunit mRNA, complete cds7/ 
4.2e-149:706:98//U97670 

F-OVARC1001767//Homo sapiens mRNA for KIAA0675 protein; complete cds7/3.0e-115:580:96//AB014575 
15 F-OVARC 1001 768 '.' 

F-OVARC1001791//Homo sapiens BAC clone RG118P15 from 8q21, complete sequence7/5.7e-64:477:78// 
AC005066 

F-OVARC1001795//Homo sapiens chromosome 4 clone B34lC2fJ map 4q25, complete sequence.//6.5e-11 :171 : 
76//AC004704 

20 F-OVARC1001802//CITBI-E1-2502A17.TRCITBI-E1 Homo sapiens^genomic clone 2502A17, genomic survey se- 

quence7/0.98:214:61//AQ264481 *\ 

F-OVARC1001805//Human DNA sequence from clone 511E16 on chromosome 6p24.3-25.1. Contains the last 
coding exon of the gene for P18 component of aminoacyl-tRNA synthetase complex, part of an unknown gene 
downstream of a putative CpG island, and an STS with a CA repeat polymorphism, complete sequence.//9.5e- 
25 151:712:99//AL023694 

F-OVARC1 001 809//Mus musculus sphingosine kinase (SPHK|1a)*'MRNA ; 1 partial cds 7/2. 7e-56: 522 :75//AF0 68748 
F-OVARC1001812//Homo sapiens chromosome 17, clone HCIT104N19, complete sequence.//1.7e-63:526:81// 
AC003662 I h 

F-OVARC 1 001 81 3//Human DNA sequence from cosmid U1 44AtO$efween markers DXS366 and DXS87 on chro- 
30 mosome X contains STS7/0.17:214:65//Z70224 %**v>: ' 

F-OVARC1001 820//Human DNA sequence *** SEQUENCING'!^ PROGRESS *** from clone 445N2, WORKING 
DRAFT SEQUENCE7/3.2e-55:379:82//AL031779 

F-OVARC1001828//Homo sapiens chromosome 5, BAC clone" 2b3oi3 (LBNL H155), complete sequence.//2.8e- 
17:509:62//AC005609 ' : U', 

35 F-OVARC 1 001 846//Human DNA sequence from cosmid U73.E8, between markers DXS366 and DXS87 on chro- 

mosome X.//0.35:403:58//Z73361 * . ft . : " ^ \ ' 

F-OVARC1001861//CIT-HSP-21 65M3.TR CIT-HSP Homo sapiens genomic clone 2165M3, genomic survey se- 
quence./^. 4e-25:1 48:96//B94622 

F-OVARC1001873//Homo sapiens clones 24718 and 24825 mRNA sequence.//1 .2e-18:122:95//AF070611 
40 F-OVARC1001879//HS_3026_B1_F09_T7 CIT Approved Humari-Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3026 Col=17 Row=L, genomic survey sequence7/4.9e-29:204:87//AQ207748 
F-OVARC1001880//Human interferon regulatory factor 5*;(HUmjrf5) mRNA, complete cds.//3.5e-05:489:60// 
U51127 ; 

F-OVARC1001883//Homo sapiens clone GS259H 13, WORKINGJDRAFT SEQUENCE, 4 unordered pieces7/1 .9e- 
45 29:350: 74//AC005020 L . wX &{ 

F-OVARC1001900//Homo sapiens tumorous imaginal discs proteiriltld56 homolog (TID1) mRNA, complete cds.// 
8.6e-56:300:96//AF061749 ; 

F-OVARC 100 1901 //Human DNA sequence from clone 1 03 M22 on chromosome 6p24. Contains STSs and GSSs, 
complete sequence7/2.3e-10:253:66//AL031904 \ 'W^i'l^l 

50 F-OVARC1001911//HS_2196_B2_H11_MF CIT Approved Human'tGe nomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2196 Col=22 Row=P, genomic survey sequenc^7/3r4e-09:123:78//AQ294069 
F-OVARC1001916//HS_3054_B1_C11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3054 Col=21 Row=F, genomic survey seque.nce r //l ^2e-31 :126:97//AQ099979 
F-OVARC1001928 < >, -iX^t * 

55 F-OVARCl001942//H.sapiensCpG island DNA genomic Mse1 fragment, 'clone 2 1d7, forward readcpg21d7.ft1a.// 

7.2e-12:83:98//Z60390 /. 1 

F-OVARC1001 943//Apfysia californica potassium channel modulatory factor mRNA, complete cds7/3.5e-50:535: 
69//AF059179 • ■ • 
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F-OVARC1001949//Human KRAB zinc finger protein (ZNF177)*mRNA,.complete cds7/1 .7e-1 6:294: 67//U37263 
F-OVARC1 001 950//Homo sapiens *" SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCER .5e- 
20:261 :68//AJ01 1929 

F-OVARC1001987//D.melanogaster G6PD gene, exons 2-4.//0.99:447:57//Z19021 
5 F-OVARC1001989//Homo sapiens clone DJ0042M02, WORKING DRAFT SEQUENCE, 20 unordered pieces.// 

2.9e-19:178:83//AC005995 

F-OVARC1002044//Plasmodium falciparum MAL3P7, complete sequence.//0. 17:232 :62//AL034559 
F-OVARC1002050//Homo sapiens mRNA for KIAA0465 protein,. partial cdsY/2.1e-1 58:739 :98//AB007934 
F-OVARC1002066//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region), segment 4/1 5, 
10 WORKING DRAFT SEQUENCE.//3.0e-1 7:781 :59//AP00001 1 *: / 

F-OVARC1002082//Homo sapiens clone DJ0965K10, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
5.4e-136:683:96//AC006015 

F-OVARC1002107//Homo sapiens BAC clone RG276003 from 7q22-q3 1.1, complete sequence. //1 .0:220:61// 
AC004668 

is F-OVARC1002112//Homo sapiens histone macroH2Al .2 mRNA, complete cds.//6.le-H5:557:98//AF04i483 

F-OVARC1002127//Homo sapiens chromosome 9, clone hRPK.202_H_3, complete sequence.//0.0 13:461:57// 
AC006241 

F-OVARC1 002l38//Caenorhabditis elegans cosmid F32D1 .//1 pe : 29:545:64//AF0l 6427 
F-OVARC1002143//CIT-HSP-2343H20.TR CIT-HSP Homo sapiens genomic clone 2343H20, genomic survey se- 
20 quence.//2.3e-11:258:67//AQ055576 : . . 

F-OVARC1002156 l , / . ' 

F-OVARC1002158//F1 707-T7 IGF Arabidopsis thaliana genomic clone Fl 707, genomic survey sequence.//1 .8e- 
16:383:66//B11616 ' " 

F-OVARC1002165//H.sapiens BDP1 mRNA for protein-tyrosinephosphatase.//0.0041 :300:64//X79568 
25 F-OVARC1002182//F.rubripes GSS sequence, clone 123l23aA7, genomic survey sequence.//1.4e- 10:240:66// 

AL017241 A ," ff v. ■ 

F-PLACE1000004//CIT-HSP-2294H13.TF CIT-HSP Homo sapiens genomic clone 2294H13, genomic survey se- 
quence.//8.2e-l 0:1 58:75//AQ003859 

F-PLACE1000005//Mouse alpha-1 antitrypsin gene, segment 1.//4.8e-1 5:89 :93//M 12585 
30 F-PLACE1000007//Homo sapiens ubiquitin hydrolyzing enzyme I (UBH1) mRNA, partial cds.//3.8e-51 :550:72// 

AF022789 

F-PLACE1000014 . 

F-PLACE1 000031 //Homo sapiens alone DJ0098O22, WORKING DRAFT SEQUENCE, 5 unordered piecesV/0.91 : 
333:61//AC004821 

35 F-PLACEl000040//Homo sapiens DNA sequence from PAC 958B3 : on chromosome Xp22.H-Xp22.22. Contains 

ESTs STS and CpG island J/2 .6e-20:279:67//Z93023 

F-PLACE1000048//Homo sapiens chromosome 17, clone' HCIT462L7, complete sequence.//3.6e-63:488:82// 
AC005177 " • ' v. 

F-PLACE1000050//Mus musculus chromosome 14 marker, u m : m24 GA dinucleotide DNA sequence.//2.3e-l0: 
40 141:75//U31508 • 

F-PLACE1000061//Human ribosomal protein L37a mRNA 3eqden^^de-30:190:94//L22154 
F-PLACE1000066//Homo sapiens PAC clone DJ11 06E03 from 7q3i :3-7q3;complete sequence.//6.0e-63: 597:74// 
AC005521 • . ; 

F-PLACE1000078//Homo sapiens chromosome 11 clone CIT98^K j ipl'2F4, WORKING DRAFT SEQUENCE, 6 
« unordered pieces.//5.2e-09:i43:73//AC005848 . ' • 

F- PLACE 1000081 //Human DNA from chromosome 1 9 specific cosmid R28461 , genomic sequence, complete se- 
quence.//0.52:390:60//AC002389 ' «.. - v \ * 

F-PLACE1 000094 ... 

F-PLACE1000133//Human DNA sequence from clone 372K1 on chromosome 6q24 Contains EST, STS, GSS and 
50 CpG Island, complete sequence7/4.4e-129:731 :92//AL023580 

F-PLACE1000142//H.sapiens AUH mRNA.//6.4e-09:328:62//X7.9888 

F-PLACE1000184//Homo sapiens estrogen -related receptor ^gamm a mRNA, complete cds.//7.7e-1 50:737:97// 
AF058291 

F-PLACE1000185//Sequence 15 from patent US 5691147.//5.7e-106:558:94//l76211 F-PLACE 100021 3 
55 F-PLACE1 00021 4//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 

DRAFT SEQUENCE, 3 unordered pieces.//1 .8e-06:644:57//AC005504 

F-PLACE1000236//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 695O20, WORKING 
DRAFTSEQUENCE7/2.6e-39:191:83//AL032818 

.. .. 

tx-i: 1 ;;' 
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F-PLACE1000246//HS_2008_A2_D04JT7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2008 CoI=8 Row=G, genomic survey sequence.//0.96:153:61//AQ269813 
- F-PLACE1000292//Drosophila melanogaster Oregon-R mitochondrial A+T region7/5.1e-1 2:571 :60//U11584 
F-PLACE1000308//D.teissieri mitochondrial DNA fortRNA-fmet, tRNA-lle, tRNA-GIn & amp; tRNA-Val.//0.00013: 
5 369:59//X54011 

F-PLACE1000332//HS_2016_B2_D08_T7 CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2016 Col=16 Row=H, genomic survey sequehce.//7.5e-83:424:96//AQ232106 
F-PLACE1000347//CIT-HSP-2326A16.TV CIT-HSP Homo sapiens genomic clone 2326A16, genomic survey se- 
quence.//0.13:46:100//AQ047350 ... 
10 F-PLACE1 000374//Mus musculus putative CCAAT binding factor r(rriCBF) mRNA, alternatively spliced transcript 

mCBF1 , complete cds.//0.00048:84:83//U1 9891 

F-PLACE1000380//F.rubripes GSS sequence, clone 047P21aA10, genomic survey sequence.//0.43: 198:62// 
Z88163 

F-PLACE1000383//Homo sapiens myotubularin related protein 1 (MTMR1) mRNA, partial cds7/8.7e-149:740:96// 
15 U58032 * "•■ ; 

F-PLACE1000401//Pinctada fucata mRNA for insoluble protein, complete cds.//0.22:484:56//D86074 

F-PLACE1000406//Human nuclear matrix protein 55 (nmt55) mRNA; complete cds7/3.3e-19:372:65//U89867 

F-PLACE1000420//Homo sapiens chromosome 17, clone hRPK.227_G_15, complete sequence//1 .6e-85:421: 

87//AC005899 - T 

20 F-PLACE1000421//Human GT334 protein (GT334) gene, exons 16 and 1 77/0.88:1 45:68//U61 51 5 

F-PLACE1000424//Homo sapiens PAC clone DJ0905J08 from 7p12-p.14, complete sequence7/0.076: 196:66// 

AC005189 

F-PLACE1000435//HS_3217_A2_A12„MR CIT Approved Human Ge no mic-Sperm Library D Homo sapiens ge- 
nomic clone Plate=3217 Coi=24 Row=A, genomic survey sequence'7/2:i2e;-47:438:76//AQ181698 
25 F-PLACE1000444//Homo sapiens Chromosome 16 BAC clone 'C)T987SK-A-152E5, complete sequence7/6.9e- 

61:616:71//AC004382 fr * '" 

F-PLACE1000453//Murine genomic DNA; partially digested Sau3A fragment, cloned into cosmid vector 
pEMBLcos2, complete sequence7/5.8e-1 8:31 4:69//AF059580 !. 

F-PLACE1000481//Homo sapiens Chromosome 22q11.2 Cosmid Clone 94a In DGCR Region, complete se- 
30 quence7/1.1e-33:349:76//AC002491 ; * 

F-PLACE1000492//Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds7/1.le-34:256:83// 
U35245 

F-PLACE1000540//P.falciparum complete gene map of plastid-like>DNA (IR-B)7/0.099:336:58//X95276 
F-PLACE1000547//Arabidopsis thalianaGDP-mannose pyrophosphorylase (GMP1 ) mRNA, complete cds.//5.4e- 
35 11:279:63//AF076484 k A/ 

F-PLACE1 000562//, complete sequenceY/1 .7e-97:559:88//AC*0b54d9 : 
F-PLACE1 000564 . ' 

F-PLACE1000583//Figure 2. Nucleotide and translated protein- 's^quehbes of HPF1 , -2, and-97/3.3e-46:631 :68// 
M27877 : CjV . 

w F-PLACE1000588//Human guanylate binding protein isoform I (GBP-2f mRNA, complete cds7/7.3e-84:503:88// 

M55542 

F-PLACE1000596//Homo sapiens mRNA for NS1 -binding protein^(NS : l;BP)7/3.8e-164:798:97//AJ012449 
F-PLACE1000599//P.falciparum complete gene map of plastid-like DNA (IR-B) 7/0.01 8:295:61 //X95276 
F-PLACE1 00061 0//HS_2056_A1_DlO_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
« nomic clone Plate=2056 CoI=1 9 Row=G, genomic survey sequence M5.3e-24A 88:87//AQ235967 

F-PLACE1000611//Rattus norvegicus neural membrane protein' 35 mRNA, complete cds 7/2. 4e-47: 687:66// 
AF044201 " ' 

F-PLACE1 000636 

F-PLACE1000653//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds.//1 .5e-1 52:747: 
50 96//AF1 02265 

F-PLACE1000656//Homo sapiens mRNA for JM4 protein, > complete CDS (clone IMAGE 546750 and 
LLNLC110F1857Q7 (RZPD Berlin)) 7/2.3e-1 56 :775:97//AJ005896 

F-PLACE1000706//nudear protein TIF1 [mice, mRNA, 3951 nt]7/8.0e-6b:675:70//S78219 
F-PLACE1 000712 

55 F-PLACE1 80071 6//HS-1 057-A1 -A03-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 

Plate=CT 779 Col=5 Row=A, genomic survey sequence7/2.7e r 42:266:82//B43026 

F-PLACE1000748//CIT-HSP-2372J8.TR CIT-HSP Homo sapiens.genomic clone 2372J8, genomic survey se- 
quence 7/0. 023: 157: 68//AQ1 131 09 : -.^7?.V 
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F-PLACE1000749//Plasmodium falciparum MAL3P7, complete sequence 7/0.099:664: 57//AL034559 
F-PLACE1000755//H.sapiens DNA 3' flanking simple sequence region clone wg2c37/0.00068:206:62//X76589 
F-PLACE1 000769//RPC1 1 1 -3J1 8.TPB RPC 1-1 1 Homo sapiens genomic clone RPCI-1 1 -3J 1 8, genomic survey se- 
quence.//6.5e-08:93:89//B63806 
5 F-PLACE1000785//Homo sapiens mRNA for KIAA0648 protein, partial Cds.//3.5e-138:663:98//AB014548 

F-PLACE1 000786//Drosophila melanogaster cosmid 80H77/1 !4e-43:589:68//AL031 027 
F-PLACE1000793//H, sapiens CpG island DNA genomic Msel fragment, clone I3d12, reverse read 
cpg13d12.rtlC.//4.6e-09:71:100//Z64565 ^ % T i; 

F-PLACE1000798//Human Chromosome 16 BAC clone C1T987SK-A-635H12, complete sequence7/5.0e-l 4:235: 
10 72//AC002310 v 

F-PLACE1000841//Homo sapiens clone NH0441G08, WORKING';DRAFT SEQUENCE, 12 unordered pieces.// 
0.01 3:404:60//AC0061 58 ' : \ ..' f , 

F-PLACE1000849//H.sapiens CpG island DNA genomic^jMselV fragment, clone 72a10, reverse read 
cpg72a10.rt1 a7/3.3e-09:82:92//Z62712 
15 F-PLACE1000856//Hydra vulgaris HT4 mRNA for collagen-like protein, partial cds.//1.0:317:59//AB008935 

F-PLACE1000863//H.sapiens CpG island DNA genomic Mse1 fragment; clone 53d2, forward read cpg53d2.ftlb.// 
7.3e-37:199:98//Z55621 'rfj} ly' ' 

F- P LAC E1000909//H. sapiens CpG island DNA genomic Mse1 fragment, clone 173f8, reverse read 
cpg173f8.rt1a.//1.5e-17:128:92//Z57391 • ; . ■»£ 

20 F-PLACE1000931//Human DNA sequence from PAC 212P9 on;chrornosome 1p34.l-lp35. Contains delta opiate 

receptor, CpG island, CA repeat,7/8.ie-55:647:72//AL009181. ' ' . t . 
F-PLACE1 000948 ' ] 

F-PLACE1000972//RPCI11-61B1.TJ RPCI11 Homo sapiens genomic clone R-61B1 , genomic survey sequence.// 
I.0e-26:148:99//AQ1 94348 * * *\ ?. 

25 F-PLACE1000977//Homo sapiens mRNA for KIAA0672 protein, complete cds.//6.1e-08:41 3:6 1//AB01 4572 

F-PLACE1000979//H.sapiens CpG island DNA genomic Mse1 fragment, clone 76e8, reverse read cpg76e8.rtl a.// 
2.7e-10:84:94//Z55963 ' 

F-PLACE1000987//Homo sapiens mRNA for KIAA0724 protein, complete Cds.//8.0e-1 40 : 694 :96//AB0 18267 
F-PLACE1001000//Herpetomonas muscarum muscarum kinetoplast 1 2S rRNA gene7/0.0056:443:58//U01011 
30 F-PLACE1001007//CIT-HSP-2013L15.TF CIT-HSP Homo sapiens genomic clone 2013L15, genomic survey se- 

quence 7/0. 99:277:58//B58681 

F-PLACE1001010//Human cosmid g1572c1 01, complete sequerice7/3.6e-55:294:88//AC000357 
F-PLACE1001015//Homo sapiens PAC clone DJ0754J18 from"'7p21, complete sequence.//7.2e-33:333:73// 
AC004741 ; , 

35 F-PLACE1001024 * * \ ■Vi^Jf ■ 

F-PLACE1001036//CIT-HSP-2373I10.TF CIT-HSP Homo sapiens genomic clone 2373110, genomic survey se- 
quence.//! .1e-80:393:98//AQ1 08662 \ t^^ t ' 

F-PI_ACE1001054//Arabidopsis thaliana genomic DNA, chrom6s6*me r 5, TAC clone: K9I9, complete sequence.// 
8.8e-40:483:66//AB013390 ,* : \ 

40 F-PLACE1001062//Mus musculus mRNA encoding lysine-ketoglutarate reductase/saccharopine dehydroge- 

nase.//1 .2e-23:224:80//AJ224761 , A^Z^' 

F-PLACE1001076//HS_2195_B1_D05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2195 Col=9 Row=H, genomic survey sequence.//0.0014:168:66//AQ066659 
F-PLACE1 001088 V >- > 

45 F-PLACE1001092//Homo sapiens sorting nexin 4 mRNA, complete pds7/3.1e-95:489:96//AF065485 

F-PLACE1 001104//Caprine arthritis-encephalitis virus envelope glycoprotein (env) gene, partial cds7/0.0073:253: 
62//U81400 

F-PLACE1001118//Homo sapiens KRAB domain zinc finger protein (ZFP37) mRNA, complete cds7/2.5e-64:676: 
71//AF022158 

so F-PLACE1001136//Human amphiregulin (AR) gene, exon 5, clones lambda-ARH(6,1 2)7/3 .8e-26: 1 74:93//M30702 

F-PLACE1001168 ' ' ' A' 

F-PLACE1 001 171 //Homo sapiens subtelomeric cosmid I1b-1, complete sequence 7/7. 6e-23:245:68//AC005603 
F-PLAC E1 001 1 85//Human DNA sequence from clone 889N 1 5 on chromosome Xq22. 1 -22.3. Contains part of the 
gene for a novel protein similar to X. laevis Cortical Thymocyte Marker-CTX, the possibly alternatively spliced gene 
55 for 26S Proteasome subunit p28 (Ankyrin repeat protein), a novel gene and exons 36 through 45 of the COL4A6 

for Collagen Alpha 6(IV). Contains ESTs, STSs, GSSs and a putative CpG island, complete sequence 7/0. 010: 
102:70//AL031177 '\' 

F-PLACE1001238//Mouse mRNA for RNA polymerase I associated :f actor (PAF53), complete cds7/9.3e-82:684: 
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77//D14336 
F-PLACE1001241 

F-PLACE1001257//Caenorhabditis elegans cosmid R12E2.//1 ; .1e^16:480:60//AF067219 
F-PLACE1001272//H.sapiens subunit of coatomer complex7/0.31 :50:96//X70476 
5 F-PLACE1001279//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 

DRAFT SEQUENCE, 9 unordered pieces.//0.054:352:60//AC005507 

F-PLACE1001280//Bovine herpesvirus type 1 early-intermediate-transcription control protein (BICP4) gene, com- 
plete cds.//1.0e-1 0:620:6 1//L1 4320 *.' 
F-PLACE1001294//M.musculus GEG-154 mRNA.//5.0e-1 07:826 :80//X71 642 
10 F-PLACE1001304//Mouse Zfp-35 mRNA for zinc finger protein ZFPr357/1 ,2e-67:510:77//X17617 

F-PLACE1 001 311 //Homo sapiens clone DJ0826E1 8, WORKING DRAFTtSEQUENCE, 4 unordered pieces7/1 .6e- 
47:491 :73//AC005282 , ? r -\, 

F-PLACE1001323//HS-1 007-A2-B1 0-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 328 Col=20 Row=C, genomic survey sequence7/9.6e-26:142:100//B31181 
15 F-PLACE1001351 " : ' 

F-PLACE1001366//Homo sapiens mRNA for KIAA0799 protein; partial CdS.//8.6e-25:1 55 :95//AB0 18342 
F-PLACE1001377//H.sapiens MADM gene (exon 1).//1.6e-43:393:79//Z48614 

F-PLACE1001383//Human DNA sequence from clone 246H3 on chromosome 22q11 .21-12.2 Contains LRP5 (Li- 
poprotein Receptor Related Protein) pseudogene, EST, CA repeats (D22S4 14, D22S925, D22S926), STS, GSS 
20 and CpG island, complete sequence.//1 .5e-119:705:91//AL022324 . ~ 

F-PLACE1001384//Homo sapiens mRNA for multi PDZ domain protein 7/5.7e-08:117:84//AJ001 31 9 
F-PLACE1001387//Sequence 3 from patent US 561 001 87/1 .7e-06:395:58//l57340 

F-PLACE1001395//Plasmodium falciparum circular DNA rpoB and rpoC genes for beta and beta-prime subunits 
of RNA polymerase (EC 2.7.7.6).//7.2e-11 :620:60//X52l77 t : ;, 
25 F-PLACE1001399//Homo sapiens chromosome 17, clone hRPK:22_N_12, WORKING DRAFT SEQUENCE, 2 

ordered pieces.//3.0e-145:700:98//AC005412 : J V £\ 

F-PLACE1001412//Homo sapiens clone 643 unknown mRNA, complete sequence.//2.0e-69:365:96//AF091087 
F-PLACE1001414//Homo sapiens chromosome 9, clone hRPK.202LH_3, complete sequence7/8.2e-l2l :608:97// 
AC006241 , vf.^'f , 

30 F-PLACE1001440//Human Chromosome 11 pac pDJ393o15. WORKING DRAFT SEQUENCE, 8 unordered piec- 

es7/1.3e-06:437:61//AC000384 /'^v' 

F-PLACE1001456//Homo sapiens Xp22 GS-52411 (Genome Systems Human BAC library), complete sequence.// 
0.98:348:607/AC003106 ' r ^F^ f,t - 

F-PLACE1001468//Homo sapiens DNA sequence from PAC 435A7 on chromosome Xq22.1-q22.3. Contains 
35 STS7/4.4e-05:358:62//AL0221 48 I 7 ; ' :< 

F-PLACE1001484//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 387E22, WORKING 
DRAFT SEQUENCE.//5.7e-31:195:93//AL031 660 

F-PLACE1001502//Human fibroblast growth factor receptor 3 (FGFRSi) gene, exon L//0.00015:333:59//L78720 
F-PLACE1001503//Drosophila melanogaster DNA sequence (P1 DS05273 (D80)), complete sequence 7/0. 0001 6: 
40 1 61:66//AC004373 ; ^ 

F-PLACE1001517//Human DNA sequence from PAC 696H22 oh chromosome Xq21.1-21.2. Contains a mouse 
E25 like gene, a Kinesin like pseudogene and ESTs.//3.7e-22:260!76//AL02l 786 

F-PLACE1001534//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 620E11, WORKING 
DRAFT SEQUENCE.//1.1e-1 43:71 3:97//AL031 667 
45 F-PLACE1 001 545//Homo sapiens chromosome 3, clone hRPK.1'65 J_1 6, complete sequence.//2.7e-1 39:482:96// 

AC005669 > 4 . ; ,< ; 

F-PLACE1001551//Homo sapiens chromosome 19, CIT-HSP,-444n24, complete sequence.//6.9e-1 1 6:681 :89// 
AC005261 

F-PLACE1001570//HS_3105_A1_F06_MR CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
50 nomic clone Plate=3105 Col=11 Row=K, genomic survey sequence7/1 .2e-10:137:79//AQ139817 

F-PLACE1001602//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 3/1 1 7/1 .8e-1 02:21 7:99//AB020860- 

F-PLACE1001603//Homo sapiens nitrilase homolog 1 (NIT1) gene, alternatively spliced product, complete cds.// 
3.7e-1 04:501 :98//AF069984 5 
55 F-PLACE1001608//HS_2189_A1_G07_MR CIT Approved HumanjGenomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2l89 CoI=13 Row=M, genomic survey sequericeV/2:9e ; -60:429:84//AQ22l959 
F-PLACE1001610//Homo sapiens clone NH0469M07, WORKING^ DRAFT SEQUENCE, 7 unordered pieces7/ 
4.4e-1 14:552:98//AC005037 
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F-PLACE1 001 611 //Human DNA sequence from clone 1039K5 on chromosome 22q12.3-13.2 Contains gene sim- 
ilar to PICK1 perinuclear binding protein, gene similar to monocarboxylate transporter (MCT3), ESTs, STS, GSS 
and a CpG island, complete sequence.//0.93:131 :71//AL031587 

F-PLACE1001632//Homo sapiens mRNA for KIAA0798 protein; complete cds.//1.1e-74:702:75//AB018341 
5 F-PLACE1001634//Human p190-B (p190-B) mRNA, complete/cdsil .2e-1 8:1 14:1 00//U 17032 

F-PLACE1001640//Homo sapiens chromosome 17, clone hRPK-.651_li_9, complete sequence7/7.7e-1 59:788: 

97//AC005971 . y 

F-PLACE1001672//Human DNA sequence from clone 71L16 qnjchromosome Xp11. Contains a probable Zinc 
Finger protein (pseudo)gene, an unknown putative gene, a pseudogene with high similarity to part of antigen Kl- 
10 67, a putative Chondroitin 6-Sulfotransferase LIKE gene and a KIAA0267 LIKE putative Na(-i-)/H(+) exchanger 
protein gene. Contains a predicted CpG island, ESTs, STSs and GSSs and genomic markers DXS1003 and 
DXS1 055, complete sequence.//7.8e-36:365:73//AL0221 65 

F-PLACE1001691//Homo sapiens chromosome 17, clone hRPK.294_J_22, complete sequence7/9.le-l 49:760: 
96//AC005921 

'5 F-PLACE1001692//Rat medium-chain S-acyl fatty acid synthetase thio ester hydrolase (MCH), complete cds.// 

2.9e-57:643:71//M16200 

F-PLACE1001705//Homo sapiens chromosome 17, clone hRPK.958_E_11 , WORKING DRAFT SEQUENCE, 2 
ordered pieces .//3.9e-1 8:284:71//AC005883 

F-PLACE1001716//Human mRNA forKIAA0191 gene, partial cds.//6.6e-68:369:73//D83776 
20 F-PLACE1001720//Homo sapiens Chromosome 22qH.2 Cosmid, Clone 3lf3 In IGLC Region, complete se- 

quence.//1.0:274:59//AC000051 :^ 
F-PLACE1 001 729//Streptomyces coelicolor cosmid 1 C2.//0.22:433:57//AL031 1 24 
F-PLACE1001739//Caenorhabditis elegans cosmid C18H7//0.049:341 :61//AF067607 

F-PLACE1001740//Homo sapiens chromosome 5, P1 clone lf08H7 (LBNL H81), complete sequence 7/4. 8e-26: 
25 372:68//AC005221 

F-PLACE1 001 745 ' }$' C 

F-PLACE1 001 746//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P1 , WORKING 
DRAFT SEQUENCE.//0.018:472:57//AL031744 : !^h?~1rt 

F-PLACE1 001 748//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds.//8.8e- 159:773 :97//AF061 243 
30 F-PLACE1 001 756//Homo sapiens chromosome 1 2p13.3 clone-RPClll -303E5, WORKING DRAFT SEQUENCE, 

65 unordered pieces.//1 .9e-54:274:81//AC005842 --r W ; "] 

F-PLACE1001761//HS_3027_A1_D02_MR CIT Approved Human Gehbmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3027 Col=3 Row=G, genomic survey sequerice.//o':095:49:93//AQ1 30972 
F-PLACE1001771//Homo sapiens transient receptor potential protein 6 mRNA, complete cds.//1 .Oe- 146:709:97// 
35 AF080394 A/J.J' - 

F-PLACE1001781 1 .3e-0 8:238 :65//AC005637 

F-PLACE1001799//HS_3075_B1_H03_MR CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3075 Col=5 Row=P, genomic survey sequence.//l .7e-09:l 66 :69//AQ 138474 
F-PLACE1001810//Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MRC8, complete sequence.// 
40 0.00035:196:66//AB020749 

F-PLACE1001 817//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds.// 
1.1e-108:546:96//AF058953 ' / ' < K 

F-PLACE1001821//RPCI11-35D17.TK RPCI-11 Homo sapiens genomic clone RPCI-11-35D17, genomic survey 
sequence.//2.1e-55:300:97//AQ045286 
« F-PLACE1001844//Homo sapiens chromosome 17, clone. HCIT462L7, complete sequence.//2.8e-67:443:86// 

AC005177 tm I'F^' 

F-PLACE1001845//Arabidopsis thaliana chromosome I BAC . T 25 B24 genomic sequence, complete sequence.// 
0.34:21 9:64//AC005850 ' - 

F-PLACE1 001 869//Klebsiella pneumoniae ribitol kinase (rbtK) ahd^ribltol [ transporter (rbtT) genes, complete cds.// 
50 7. 1 e-1 1 :505:57//AF045244 • 

F-PLACE1001897//RPCI11-46D15.TJ RPCI11 Homo sapiens ^genomic clone R-46D15, genomic survey se- 
quence.//9.3e-08:383:63//AQl 94408 ^--O 
F-PLACE1001912 . f'V^/V" 

F-PLACE1001920//Homo sapiens MDC-3.13 isoform 2 mRNA^'com^ete CdS.//7.3e-1 56:753 :98//AF099935 
55 F-PLACE1001928//HS_2220_B2_G04_MR CIT Approved Hum£ftGenomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2220 Col=8 Row=N, genomic survey sequence .//2.8e-43:233:97//AQ 152361 
F-PLACE1001 983//Human DNA sequence "* SEQUENCING IN PROGRESS *" from clone 745C22, WORKING 
DRAFT SEQUENCE7/1 .6e-O7:396:62//AL031596 , 
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F .PLACE100l989f*«»nDNAsswr«e"-S^ 

DRAFT SEQUENCE.//1 .0e-69:475:87//AL020996 

F-PLACE1 002046//MUS musculUS ligatin (Lgtn) mRNA, partial cds7/7.2e-97:623:85//U58337 
F-PLACE1002052//HS_2178_B2_D05_MR CIT Approved Human Gehomic.Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l78 CoI=10 Row=H, genomic survey S equence.//4:8e-22:l40:95//AQ307908 
F-PLACE1002066//Apis mellifera NADH dehydrogenase subunit 2 (ND?) gene, mitochondrial gene encoding mi- 
tochondrial protein, partial cds.//0.0063:371:60//U72284 , 

F-PLACE1002072//Homo sapiens tightjunction protein ZO (ZO : 2) gene, alternative splice products, promoter and 

F X PL^CE1002 2 0 4 73//Homo sapiens mRNA for KIAA0606 protein, partial cds.//1 .3e-37:635:64//AB011178 
F-PLACE1002090//Homo sapiens full-length insert cDNA clone ZA85C09.//7.0e-l22:583:98//AF086l3l 
F-PLACEl002115//nbxb0038A20r CUGI Rice BAC Library Oryza sativa genomic clone nbxb0038A20r, genomic 
survey sequencey/0.039:210:69//AQ291086 ' ; -' 

F-PLACE1002119//MUS musculus IER5 (lerS) mRNA, complete cdsy/7.1e-61:540:77//AF079527 
F-PLACE1002140//Homo sapiens DNA sequence from PAC 454M7 on chromosome Xq25-26^Conta,ns the 
OCRL1 gene for Lowe Oculocerebrorenal Syndrome protein OCRL-1. Contains ESTs, STSs and GSSs, complete 
sequence.//2.1e-125:491:98//AL022162 - 

F-PLACE1002150//Plasmodium falciparum MAL3P5. complete sequence.//0.12.408.61//AL034556 
F-PLACE1002157//Homo sapiens BAC clone NH0335J18*om< 2, complete sequence.//l.le-44:5l5.7l// 

J C p°LASl002163//Homo sapiens T-cell receptor alpha delta i'ocus^m.bases 1000498 to 1071650 (section 5of 
5) of the Complete Nucleotide Sequence7/0.98:210:65//AE000662 ; ; , QAn 
F-PLACE1002170//Homo sapiens Xp22 bins 16-17 BAC GSHBf531M 7 (Genome Systems Human BAC Library) 
complete sequence.//1.2e-06:283:60//AC004805 . rf . . ... no 

F-PLACE1002171//MUS musculus interferon alpha/beta receptor |IF£AR) gene, exon 11 and partial cds.Z/1 .Oe- 

F-P^cSJSyDrosophga melanogaster; Chromosome #R^n 79F1-80A2; BAC Cone BACR48E05, 
WORKING DRAFT SEQUENCE, 4 unordered pieces.//1 .6e-05:428:60//AC005720 

F-PLACE1002213//HS_3238_B1_G03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3238 Col=5 Row=N, genomic survey sequence.//2.2e-74:37l :98//AO206965 
F- ™LACE1 002227//HS- 1 056-B1 -C01 -MF abi CIT Human Genomic Sperm Library C Homo sapiens genom.c clone 
Plate=CT 778 Col=1 Row=F, genomic survey sequence.//2.1e-07:l74:71//B42800 

FPLAC^002256//Plasmodiumfa^ 

sequence.//0.022:458:59//AL010142 .,. ne , , 

F-PLACE1 002259//Human DNA sequence from clone 246H3 on chromosome 22q 1 1 .21 -1 2.2 Contains LRP5(Li- 
l^ SSS^Bi Protein) pseudogene, EST, CA repeats (D22S41 4, D22S925, D22S926), STS, GSS 
and CpG island, complete sequence.//3.5e-91:637:84//AL022324 ' 

F-PLACE1002319 . . 1 

F-PLACE1 002342//Caenorhabditis elegans cosmid M03A1 7/0.47:4Q3:58/AJ49956 

F-PLACE1002395//Homo sapiens chromosome 19, cosmid, f28991,. complete sequence.//l.9e-l 27.487.93// 

F C PLACE1 002399//Homo sapiens chromosome 1 7, clone hR ; P|2^^10. complete sequence.//5.6e-05:474:59// 
AC005922 '*-r f * 

F-PLACE1002433//Drosophila melanogaster fidipidine gene, e^^^/\le-^^3:5Sf/A^92S 
F-PLACE1002437//M.musculusabc1 mRNA.//5.5e-62:452:85//X75926 • 1 

F-PLACE1002438//Dictyostelium discoideum developmental protein,DGl098 (DG1098) gene, partial cdsY/0.013. 

F 7 PLA 9 CE1 F 002450//HS_3233>1_G01_MR CIT Approved HumanGenomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3233 Col=1 Row=M. genomic survey sequenc|.gle-07:449:59//AO204769 
F PLACE 1002465 

F-PLACE1002474//Mus musculus matrilin-2 precursor mRNX ii cojnp1ete cgV/1 • 5e - 110 - j 720:85 f^ 2 ^ . 
F-PLACE1002477//Homo sapiens Xp22-I7l -173 BACGSHB-3l2l4 (Genome Systems Human BAC Library) com- 
plete seauence//3.9e-05:195:71//AC005926 

E^EiSSw//Homo sapiens 3 P 22-8 PAC RPC.4-736Hi2 (Roswell Par* Cancer Institute Human PAC li- 
brary) complete sequence7/0.020:301 :60//AC006060 
F-PLACE1 002499 ! r ( , 
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F-PLACE1002500//Rattus norvegicus zinc transporter (ZnT-2) mRNA, complete Cds7/2.1e-58:465:80//U50927 
F-PLACE1 002514//Human DNA sequence *" SEQUENCING IN PROGRESS *" from clone 292E10, WORKING 
DRAFT SEQUENCE7/3.7e-08:1 39:76//Z93930 

F-PLACE1002529//Homo sapiens mRNA for KIAA0713 protein, partial cds.//9.0e-1 43:583 :95//AB01 8256 
5 F-PLACE1002532//Homo sapiens BAC clone RG300E22 from.7q21-q31.1. complete sequenceY/0.0001 9:193: 

65//AC004774 ' V 

F-PLACE1002537//Human DNA sequence from clone 127F18 on chromosome Xpn .4-21.3. Contains part of a 
novel gene with some similarity to parts of chicken Myosin Light Chain and various species' lnterleukin-1 Receptor 
Type 1 (IL1-R-1). Contains GSSs, complete sequence7/4.7e-25:198:84//AL031 575 
w F-PLACE1 002571//Drosophilamelanogasteractin-related protein mRNA, complete cds.//2.0e-l3:400:60//L25314 

F-PLACE1002578//Homo sapiens Xq28 BACs 360 F12, GSHB-555C13, complete sequence.//3.5e-11 :1 67:72// 
AC002523 • ; W ; 

F-PLACE1 002583//Mus musculus glutamate receptor su bun it (GluR6) gene, partial cds7/4.2e-09:370:61//U31 443 
F-PLACE1002591//H.sapiens mRNA for coronin.//7.2e-26:279:74//X891.09 
15 F-PLACE1002598//Homo sapiens clone GS308H05, WORKING ' DRAFT SEQUENCE, 6 unordered pieces.// 

0.001 3:375:64//AC005537 ' .; / 

F-PLACE1002604//Hansenula wingei mitochondrial DNA, complete sequence 7/4.7e-05:556:59//D3 1785 
F-PLACE1 002625 

F-PLACE1 002655//Homo sapiens PAC clone DJ0722F20 from 7q31 5l -q31 .3, complete sequenceV/1 .6e-1 28:229: 
20 92//AC005281 v 

F-PLACE1002665//Mus musculus enhancer of polycomb (Epclj,. : mRNA, complete cds 7/3. 6e- 107:706:84// 
AF079765 

F-PLACE1002685//Homo sapiens B cell linker protein BLNK mRNA, alternatively spliced, complete cds.//3.4e- 
186:804:97//AF068180 

25 F-PLACE1 00271 4//Mus musculus cathepsin S (CatS) gene, promoter region and exons 1 and 2V/2.3e-l6:474: 

64//AF051726 * ' ! ■ 

F-PLACE1002722//Sequence 1 from patent US 56865977/1. 7e- 107; 552 :95//l 73723 

F-PLACE1002768//Human DNA sequence from clone 726F20 oh chromosome Ip36. 11 -36.23. Contains ESTs 
and a GSS, complete sequence.//0.0076:1 61 :70//AL031 273 
30 F-Pl_ACE1002772//HS_3058_A1_D02_MR CIT Approved Humah^Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3058 Col=3 Row=G, genomic survey sequence7/0.0046:l 92:64//AQi 34567 
F-PLACE1002775//Mus musculus bromodomain-containing protein BP75 mRNA, complete cds.//7.6e- 14:459:62// 
AF084259 " " 

F-PLACE1002782//Rattus norvegicus zinc transporter (ZnT-2) mRNA, complete cds7/3.6e-43:385:77//U50927 
35 F-PLACE1002794//CIT-HSP-2368A17.TR CIT-HSP Homo sapiens genomic clone 2368A17, genomic survey se- 

quence7/1.3e-71:368:96//AQ075879 \\^>t ? :\ 1 

F-PLACE1002811//Human mRNA for KIAA0172 gene, partial cds://1'.8e-44:567:70//D 79994 
F-PLACE1 00281 5//Sequence 25 from patent US 57476607/2.6e-07:150:73//AR005295 
F-PLACE1 00281 6//Homo sapiens antigen NY-CO-9 (NY-CO-^'mRNAvpartial cds.//1.3e-68:687:73//AF039691 
40 F-PLACE1002834//Figure 2. Nucleotide and translated protein sequences of HPF1 , -2, and 97/9.3e-41 :240:93// 

M27877 ■ ' ? 

F-PLACE1002839//Human BAC clone RG205G13 from 7q31Vcomplete'sequence.//0.00087:213:63//AC003045 
F-PLACE1002851//Plasmodium falciparum 3D7 chromosome' 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pi eces 7/0. 0032:26 9 :66//AC005 140 
45 F-PLACE1002853//Leishmania tarentolae kinetoplast pre-edited mitochondrial maxicircle DNA complete tran- 

scribed region and flanks.//0.032:275:62//M1 01 26 

F-PLACE1002881//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 111B22. WORKING 
DRAFT SEQUENCE. //4.7e-38:355:76//Z98200 

F-PLACE1002908//Gallus gallus beta- 1 ,4-galactosy transferase (CKtl) mRNA, complete cds 7/0.0001 2:200:64// 
50 U 19889 

F-PLACE1002941//Human BAC done RG161K23 from 7q21, complete sequence.//!. 1e-1 4:24 1:70//AC000 120 
F-PLACE 1002962 ' 

F-PLACE1002968//Plasmodium falciparum MAL3P2, comple!^S(§.qiLience7/0.2l :410:59//AL034558 
F-PLACE1002991//Human DNA sequence SEQUENCING^N PROGRESS "* from clone 968D22, WORKING 
55 DRAFT SEQUENCE.//6.8e-1 21:605 :93//AL023755 '• i .: 

F-PLACE1002993//CIT-HSP-2338I16.TF CIT-HSP Homo sapiensig'enomic clone 2338116, genomic survey se- 
quence7/1.9e-13:100:95//AQ054760 c 
F-PLACE1002996//Mouse U6 RNA gene7/2.0e-13:113:90//X06§80 Z * '. 
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F-PLACE1003025//Plasmodium falciparum MAL3P6. complete sequence.//0.84:374:58//Z98551 
F-PLACE1003027//Homo sapiens mRNA for KIAA051 6 protein, partial cds.//6.1e-130:632:97//AB011088 
F-PLACE1003044//CDNA encoding novel rat protein TIP120 which is formed of complex with TBP (TATA binding 
protein).//1.6e-123:687:91//E12829 
5 F-PLACE1003045//H.sapiens CpG island DNA genomic Msei fragment, clone 47g6, forward read cpg47g6.ftl a.// 

0.0064:52:96//Z61200 

F-PLACE1003092//CIT-HSP-387P22.TRB CIT-HSP Homo sapiens genomic clone 387P22, genomic survey se- 
quence.//0.0031:249:63//B60158 ...... 

F-PLACE1003100//Human Hep27 protein mRNA, complete ; cds7/8.9e-65:650:73/AJ31875 
10 F-PLACE1003108 ■* 

F-PLACE1003136//Homo sapiens chromosome 5, P1 clone 1130f1 (LBNL H40), complete sequence.//6.3e-46: 
606:68//AC004219 . : v. ? ' 

F-PLACE1003145 ' >* ' 

F-PLACE1003153//RPCI11-13P16.TP RPCI-11 Homo sapiens genomic clone RPCI-11-13P16, genomic survey 
15 sequence.//2.7e-63:478:82//B76206 _ „. ■ • 

F-PLACE1003174//Human DNA sequence from clone 441 JT on chromosome 6p24 Contains STS, GSS, complete 
sequence.//0.61 :147:65//Z99495 

F-PLACE1003176//HS_2255_A2_B01_MF CIT Approved Human- Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2255 Col=2 Row=C, genomic survey sequence.//6.3e-09:l37:76//AQ131934 
20 F-PLACE1003190//Homo sapiens clone RG332P12, WORKING DRAFT SEQUENCE, 1 unordered pieces.//2.4e- 

1 38:791 :901/AC005095 

F-PLACE1003200//P.falciparum complete gene map of plastid-like DNA (IR-B).//8.7e-06:728:57//X95276 
F-PLACE1003205//Human BAC clone RG354L07 from 7q31 , complete sequence.//7.5e-05:249:63//AC002466 
F-PLACE1003238//HSJ3239_A2_G02_MR CIT Approved Humaa Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3239 Col=4 Row=M, genomic survey sequehc<e.//0.36:64:87//AQ209954 

F-PLACE1 003249 .*■<« 
F-PLACE1 003256 r ' 

F-PLACE1003258//HS_3223_A1_G10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3223 Col=19 Row=M, genomic survey seque'nce://1 .4e-07:227:65//AQ190317 
30 F-PLACE1003296//CIT-HSP-2337F11 TF CIT-HSP Homo sapiens;genomic clone 2337F11 , genomic survey se- 

quence.//1.1e-13:97:95//AQ057429 < % / 

F-PLACE1003302//Figure 2. Nucleotide and translated protein sequences of HPF1, -2, and 9.//2.3e-92:485:95// 
M27877 ; "?V^^V?f . 

F-PLACE1 003334 • 'rf.i.V ■ 

35 F-PLACE1 003342 . ,3' 

F-PLACE1 003343//Homo sapiensclone DJ1 02211 4, WORKING DRAFT SEQU ENCE, 1 4 unordered piecesY/1 .Oe- 
20:179:84//AC004951 

F-PLACE1003353//Homo sapiens breast cancer antiestrogea resistance '3 protein (BCAR3) mRNA, complete 
CdS.//8.0e-143:773:92//U92715 '[ " 

40 F-PLACE1003361//Human Cosmid g1248a143 from 7q3 1.3, complete sequence 7/1. 9e-30:402:70//AC004095 

F-PLACE 1003366 " 1 [" .. 

F-PLACE1003369//Plasmodium falciparum MAL3P2, complete v seqaence.//7.6e-07:378:60//AL034558 
F-PLACE1003373//Homo sapiens PAC clone DJ0740L10 from 7p13-p14, complete sequence. //6.0e- 18:471:61// 
AC005247 

45 F-PLACE 1003375 ... , 

F-PLACE1003383//Homo sapiens genomic DNA of 9q32 anti-oncogene of flat epitherium cancer, segment 
1 0/1 0.//2.3e-1 57:779:96//AB020878 

F-PLACE1003394//Sprague-Dawley (clone LRB13) RAB14.mRNA, complete cds7/1 . 2e- 104:596: 9 1//M 83680 
F-PLACE1 003401 //RPCI1 1 -71 J5.TJ RPCI11 Homo sapiens genomic clone R-71J5, genomic survey sequence.// 
50 0.85:140:65//AQ268588 c .A- 

F-PLACE1003420//Caenorhabditis elegans DNA "* SEQUENCING IN PROGRESS *** from clone Y1 E3, WORK- 
ING DRAFT SEQUENCE//0.0015:286:60//AL021 388 "'^j^r 

F-PLACE1003454//Plasmodium falciparum microsatellite pe63's'eguencey/0.0084:2l 9:61 //AF01 5470 
F-PLACE1003478//Homo sapiens calcium-dependent chloride, bhannel-l (hCLCAl) gene, complete cds7/l.3e- 
55 11:746:60//AF039401 ;' - :'. V 

F-PLACE1 003493 

F-PLACE1003516//Homo sapiens chromosome 17, clone HRPC987K16, complete sequence 7/8.2e-41 :379:78// 
AC002994 ' 

1878 v 4. 



EP 1 074 617 A2 



F-PLACE1 00351 9//Homo sapiens chromosome 21q22.3 PAC 141B3, complete sequence, containing ribosomal 
protein homologue pseudogene L23a.//6.2e-21 :247:76//AF064859 

F-PLACE1003521//Human DNA sequence from PAC 257 A7 on chromosome 6p24. Contains two unknown genes 
and ESTs. STSs and a GSS.//4.4e-68:502:79//AL008729 
5 F-PLACE1003528//Homo sapiens DNA sequence from clone 78F24.on chromosome 22ql 2.1 -12.3. Contains one 

exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contains GSSs and an STS, complete sequence7/1.0: 
323:58//AL022336 ' ' ''^l - ' ' 

F-PLACE1003537//Homo sapiens multispanning membrane 'protein mRNA, complete cds 7/0.0054:322:59// 
U94831 • 0-^ v ... 

io F-PLACE1003553//Human DNA sequence — SEQUENCING IN PROGRESS *** from clone 97P20, WORKING 

DRAFT SEQUENCE7/2.9e-78:267:88//AL031 297 * ; • 

F-PLACE1003566//Plasmodium falciparum MAL3P3, complete sequence.//0.00026:5i4:58//Z98547 
F- P LAC E1003575//Plasm odium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces 7/0. 079 :755:54//AC004688 r 
is F-PLACE1003583//Human DNA sequence from clone 246H3 on chromosome 22q1 1.21 -12.2 Contains LRP5 (Li- 

poprotein Receptor Related Protein) pseudogene, EST, CA repeats. (D22S4 14, D22S925, D22S926), STS, GSS 
and CpG island, complete sequence7/1.1e-41:212:74//AL022324- 

F-PLACE1 003584//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *" from contig 4-56, complete 
sequence.//0.0038:465:57//AL01 0230 
20 F-PLACE1003592//Homo sapiens chromosome 17, clone 296K1 , WORKING DRAFT SEQUENCE, 10 unordered 

pieces7/0.72:111:71//AC002557 

F-PLACE1003593//Human PAC clone DJ318C15 from Xq23, complete seq uence 7/0.096: 1 62:66//AC002476 
F-PLACE1003596//Mus musculus integral membrane protein 1 (ltm1) : mRNA, complete cds 7/1 .4e-54: 68 5: 68// 

134260 ' I \ ■ '. 

25 F-PLACE1003602//Homo sapiens mRNA expressed in placenta.//l :ie-1 38:679:97//D83200 

F-PLACE1003605//Homo sapiens chromosome 16, cosmid clone. RT81 (LANL), complete seq uence.//0.0074:265: 

63//AC005356 \ vlf! V 

F-PLACE1003611//HS_2198_B1_D02_MF CIT Approved Human. (Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2198 Col=3 Row=H, genomic survey seq u e nee 7/2. 1e-23:1 37: 97//AQ 184475 
30 F-PLACE1003618//Homo sapiens chromosome 4 clone C00ifcr3-map 4p16, complete sequence7/3.0e-122: 

725:89//AC006226 VVpL-i 

F-PLACE1003625//HS_2238_B2_D11_MF CIT Approved Huma^&enomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2238 Col=22 Row=H, genomic survey sequence7/4.8e-12:92:94//AQ065662 
F-PLACE1003638//Arabidopsis thaliana genomic DNA, chromosome 5rP1 clone: MKD10, complete sequence7/ 
35 0.043:264:63//AB011478 

F-PLACE 1003669 ' ' * 

F-PLACE1003704//RPCI11-23H21.TKBF RPCI-11 Homo sapiens genomic clone RPCI-11-23H21, genomic sur- 
vey sequence 7/7. le-31 :199:91//AQ01 3830 ' . 

F-PLACE1003709//Homo sapiens mitotic checkpoint kinase Bub1 (BUB1) mRNA, complete cds7/4.3e-1 32:669: 
40 95//AF053305 .". -Cr 

F-PLACE1 003711 //Homo sapiens DNA sequence from PAC 163M9 on chromosome 1p35.1-p36.21. Contains 
protein synthesis factor (el F-4C), D1F15S1A pseudogene, ESTs, STS, GSS, complete sequence7/l.5e-3l:166: 
99//AL021920 

F«PLACE1003723//HS_2231_A2_C07_MR CIT Approved Humein^ Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2231 Col=14 Row=E, genomic survey sequence.7/1 .2e-12:114:90//AQ235672 

F-PLACE1003738//Human zinc finger protein 42 (MZF-1) mRNA, complete cds7/5.9e-33:592:67//M58297 
F-PLACE1003760//Homo sapiens tetraspan TM4SF (TSPAN-3) mRNA, complete cds7/3.6e-11 :92:93//AF054840 
F-PLACE1 003762 } . , f 1 

F-PLACE1003768//Homo sapiens genomic DNA, chromosome 2,iq22.2 (Down Syndrome region), segment 7/15, 
50 WORKING DRAFT SEQUENCE7/4.8e-77:737:76//AP000014 1,; ; ;';;/• 

F-PLACE1003771//Homo sapiens BAG clone GS164B05 from'i&M ;p22i complete sequence.//2.1e-1 64:793:98// 
AC004160 < ; ';^:r-/'" 

F-PLACE1003783//HS_2190_A2_C02_T7 CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2190 Col=4 Row=E, genomic survey sequence7/i;i e-26:147:100//AQ218757 
55 F-PLACE1003784//Homo sapiens Xp22-150 BAC GSHB-309P1 5;(Gehome Systems Human BAC Library) com- 

plete sequence.//4.5e-57:706:68//AC0062l 0 

F-PLACE1003795//Homo sapiens Xq28 genomic DNA in the region of the L1 CAM locus containing the genes for 
neural cell adhesion molecule L1 (L1CAM), arginine-vasopressinTeceptor(AVPR2), C1 p115 (C1), ARD1 N-acetyl- 
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transferase related protein (TE2), renin-binding protein (RbP), host cell factor 1 (HCF1 ), and interleukin-1 receptor- 
associated kinase (IRAK) genes, complete cds, and Xq281u2 gene7/0.015:296:60//U52112 
F-PLACE1003833//Homo sapiens DNA sequence from cosmjd N75B3 on chromosome 22 Contains EST, exon 
trap, complete Sequence7/0.52:212:64//AL022339 ; : t V ; • 

5 F-PLACE1003850//P.falciparum histidine-rich protein genes7/a39:330:60//M 17028 

F-PLACE1003858//Human DNA sequence from PAC 332011. on ; chrpmosome 1q24-1q25. Contains ESTs and 
STSs7/4.8e-07:461:59//Z98043 >; 

F-PLACE1003864//Plasmodium falciparum 3D7 chromosome 1.2 : F*FYAC336 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.026:538:56//AC005139 > ' ; 
10 F-PLACE1003870//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 54B20, WORKING 

DRAFTSEQUENCE.//6.5e-06:175:69//Z98304 . I, !• ' 

F-PLACE1003885//Mus musculus poly(A) polymerase VI mRNA, complete cds.//9.4e-75:754:72//U58l34 
F-PLACE1003886//Homo sapiens clone NH0001P09, WORKING DRAFT SEQUENCE, 1 unordered pieces.// 
6 . 7e-20:432 :64//AC006030 
is F-PLACE1003888//Human mRNA for phospholipase C, complete cds.//2.6e-53:702:67//D42108 

F-PLACE1003892//RPCI11-24P17.TV RPCI-11 Homo sapiens genomic clone RPCI-11-24P17, genomic survey 
sequence.//3.3e-20:245:65//B86759 

F-PLACE1003900//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 328E19, WORKING 
DRAFT SEQUENCE7/2.5e-1 7:260:71 //AL022240 
20 F-PLACE1003903//Mus musculus CTP synthetase homolog (CTPsH) mRNA, complete cds.//2.7e-86:533:87// 

U49385 V, . ' 

F-PLACE1003915//Mus musculus clone OST1963, genomic survey sequence.//6.4e-29:251 :80//AF046591 
F-PLACE1003923//Homo sapiens full-length insert cDNA clone ZD40A057/2.8e-25:31 6:70//AF08625l 
F-PLACE1003932//Plasmodium falciparum 3D7 chromosome 2 fFYACl 81 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 8 unordered pieces.//1 .6e-05:652:58/7ACbd5505 

F-PLACE1003936//CIT-HSP-2387C11.TR.1 CIT-HSP Homo sapient -genomic clone 2387C11, genomic survey 
sequence-//1.0:223:62//AQ239494 ' x '"y* 'V ' 

F-PLACE1003968//Rattus norvegicus 5' -AMP-activated protein kinase; gamma-1 subunit mRNA, complete cds 7/ 
5.2e-47:505:72//U42413 . ;~ .'/ , V - 

30 F-PLACE1004103//Homo sapiens chromosome 19, cosmid R28784; : complete sequence.//6.7e-29:241:84// 

AC005954 J-Y'$^' 
F-PI_ACE1004104//Rattus norvegicus rsec5 mRNA, complete cds : 7/3.6e- 11 5:71 9 :86//AF032666 
F-PLACE1004114//Homo sapiens Chromosome 22q11.2 BAG Clbn^77h2 In CES Region, WORKING DRAFT 
SEQUENCE, 7 unordered pieces.//1 .5e-22:213:80//AC000052 A ) ; ; 

35 F-PLACE1 00411 8//Pseudorabies virus with upstream and downsteam sequences7/0.87:209:64//M3465l 
F-PLACE1 0041 28//M. musculus G protein beta-subunit mRNA, complete cds.//2.5e-62:437:84//M63658 
F-PLACE1004149//Oryctolagus cuniculus translation initiation factor'elF2C mRNA, complete cds7/1.4e-1 6:342: 
65//AF005355 

F-PLACE1004156//Homo sapiens DNA sequence from PAC 57E3 on chromosome 6p1 2.1 -21.1 . Contains GSSs 
40 and an STS with a TATC repeat polymorphism, complete sequence.// 1 .2e-26:299:74//AL022099 

F-PLACE1004161 

F-PLACE1004183//Homo sapiens for TOM1 -like protein 7/1 .2e-1 46:731 :96//AJ01 0071 
F-PLACE1004197 

F-PI_ACE1004203//Homo sapiens GPI-anchored membrane protein CDw108 precursor, mRNA, complete cds7/ 
45 4.0e-144:695:98//AF069493 • 

F-PI_ACE1004242//Homo sapiens DNA sequence from PAC 124C6 on chromosome 6q21. Contains genomic 
marker D6S1603, ESTs, GSSs and a STS with a CA repeat pd|ymprphism, complete sequence7/2.3e-1 51:772: 
95//AL021326 ' s $!&?^ :s " ,,: 

F-P1_ACE1004256//HS_2010_B2_G04_T7 CIT Approved HumarvGenomic Sperm Library D Homo sapiens ge- 
so nomic clone Plate=201 0 Col=8 Row=N, genomic survey sequen t ce7/ : i\5e-44:372:79//AQ252434 

F-Pi_ACE1004257//Homo sapiens BAC clone NH0342K06 fipm^2 ; ? complete sequence.//0. 0001 1:349:63// 
AC005034 

F-PI_ACE1004258//Homo sapiens DNA sequence from PAC 779B17 on chromosome 22ql3.l. Contains exon 
trap, complete sequence 7/0. 77:475:59//AL021 806 ] f*. ;l , 

55 F-PLACE1004270//Human IgA C alpha 1 switch region (Sal)>/1 .7etoS^22:6l//L19l21 

F-PLACE1004274//H.sapiens CpG island DNA genomic Msel fragment, clone 1 8g6, forward read cpgi8g6.ftl b7/ 
8.6e-37:196:98//Z57691 > V :. 

F-P1_ACE1004277//Homo sapiens two pore domain K+ channer(TASK-2) mRNA, complete cds7/6.0e- 156:756: 

* ■ ■» 
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F-PLACE1004284//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MPI7, complete sequence.// 
0.0060:635:57//AB011480 , :" 

F-PLACE1004289//HS_3023_B1_E04_T7 CIT Approved Humarr Genomic Sperm Library D Homo sapiens ge- 
5 nomic clone Plate=3023 Col=7 Row=J, genomic survey sequerice7/2.4e-12:86:98//AQ094451 

F-PLACE1 004302//Streptomyces coelicolor cosmid 7H1 7/0.26:297:64//AL021 41 1 
F-PLACE1004316//H.sapiens mRNA for apoptosis specific protein.7/2!9e-150:797:94//Y11588 
F-PLACE1004336//Drosophila melanogaster DNA sequence (P1 ; DS07968 (D117)), complete sequenced. 87: 
206:59//AC004267 

10 F-PLACE1004358//Homo sapiens connector enhancerofKSR 7 like protein CNK1 mRNA, complete cds7/5.9e-1 39: 

688:97//AF100153 

F-PLACE1004376//Mus musculus clone OST20307, genomic survey sequence.//4.le-81:498:89//AF04663l 
F-PLACE1004384//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1121J18, WORKING 
DRAFT SEQUENCE7/3.6e-41:482:73//AL031653 
15 F-PLACE1004388//Caenorhabditis elegans cosmid K08F11 7/8.6e-26:6l5:62//U70855 

F-PLACE1004405//Homo sapiens clone GS512I21 , WORKING DRAFT SEQUENCE, 9 unordered pieces7/9.2e- 
150:749:96//AC005027 

F-PLACE1004425//Homo sapiens PAC clone DJ0733B09 from 7p14-p13, complete sequence.//2.4e-08: 129:76// 
AC005532 

20 F-PLACE1004428//R.norvegicus mRNA for Pristanoyl-CoA Oxidase.//7.0e-1 7:549 :61//X951 88 

F-PLACE1 004437//Human NAD+-specific isocitrate dehydrogenase- beta subunit precursor, mRNA, nuclear gene 
encoding mitochondrial protein, complete cds//3.1e-129:536:99//U49283 

F-PLACE1004451//Human DNA sequence from PAC 214K23..BRCA2 gene region chromosome 13q12-13 con- 
tains BRCA2 exons 1-24, Interferon Induced 56Kd pseudogehe^an9 6 ESTs7/4.8e-23:231 :71//Z74739 
25 F-PLACE1004460//Homo sapiens PAC clone DJ1064B22 fVohu7q21 ; , complete sequence 7/0.96:454:5 6// 

AC004954 ' ; Tp?* to ; 

F-PLACE1004467//HS_2058_B1_C09_T7 CIT Approved Human^en6;mic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2058 Col=17 Row=F, genomic survey sequence.!f/2.4e-87:433:98//AQ242700 
F-PLACE1004471//Figure 2. Nucleotide and translated protein Sequences of HPF1 , -2, and-97/1 .4e-74:665:70// 
30 M27877 I " 

F-PLACE1004473//CIT-HSP-2045A15.TF CIT-HSP Homo sapiens genomic clone 2045A1 5; genomic survey se- 
quence.//3.3e-20:140:92//B80243 - 

F-PLACE1004491//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//9.9e-05:794:57//AC004709 
35 F-PLACE1004506//Human Gx-alpha gene7/1.0e-05:231:63//D90150 

F-PLACE1 00451 0//Homo sapiens TATA binding protein associated factor (TAFII1 50) mRNA, complete cds.//3.2e- 
146:699:98//AF040701 _ 

F-PLACE1 00451 6//Human DNA sequence from cosmid SRL9A1 3, chromosome region npl3. Contains EST.// 
1.4e-33:367:71//Z86001 
40 F-PLACE1004518 

F-PLAC_E1004548//Dictyostelium discoideum MigA (migA) gene, complete cds.//2.6e-05:318:62//U86962 
F-PLACE1004550//Human FMR1 gene, 5' end7/0.0018:142:66//L:;9476 

F-PLACE1 004564//B.taurus mRNA for cleavage and polyadenylatibn;specificity factor7/1 .7e-1 1 4:51 3:85//X75931 
F-PLACE1004629//Anolis carolinensis Brain-1 gene, complete i cds7/p.b001 3:1 88:67//AB001868 
45 F-PLACE1004645//Mycobacterium tuberculosis H37Rv complefeitgenome; segment 138/1627/0.66:337:60// 

Z95120 * r % " 

F-PLACE1004646//Rattus norvegicus retinal pigment epithelium-specific protein (Rpe65) mRNA, complete cds.// 
1.1e-19:326:63//AF035673 

F-PLACE1004658//H.sapiens CpG island DNA genomic Msel fragment?clone 55hl , forward read cpg55hl .ftl a7 
50 12.4e-34:188:98//Z61632 T^p^if; 

F-PLACE1004664//Caenorhabditis elegans cosmid W10G6! complete sequence 7/1 .0:148:65//Z81140 
F-PLACE1004672//Human ABL gene, exon 1b and intron 1b, and putative M8604 Met protein (M8604 Met) gene, 
complete cds7/1.9e-101:182:95//U07561 ''"v'j: i~"'j 4 , 

F-PLACE1004674//Homo sapiens calcium binding protein (ALG-2) mRNA, complete cds.//4.3e-1 09:625:91// 
55 AF035606 

F-PLACE1004681//Homo sapiens genomic DNA of 8p2l.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 3/117/1 .9e-152:759:96//AB020860 

F-PLACE1004686//Homo sapiens DNA sequence from PAC 1 79N1 6 on chromosome 6p21 .1-21 .33. Contains the 
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SAPK4 (MAPK p38delta) gene, and the alternatively spliced SAPK2,gene"coding for CSaids binding protein CSBP2 
and a MAPK p38beta LIKE protein. Contains ESTs, STSs and two. predicted CpG islands, complete sequence.// 
1.2e-34:320:71//Z95152 ! - ) f f 

F-PLACE1004691//HS_3044_A1_G01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
5 nomic clone Plate=3044 CoI=1 Row=M, genomic survey sequenceV/0.01 8:191 :63//AQ098323 

F-PLACE1004693//Human DNA sequence from clone 353H6 on chrompsome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequence7/0.28:573:57//AL022577 r , r 

10 F-PLACE1 00471 6//Plasmodium falciparum MAL3P6, complete sequence.//0.00081 :428:59//Z98551 

F-PLACE1004722//HS_3052_B1_C10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3052 CoI=19 Row=F, genomic survey sequence.//2.3e-05:l04:75//AQi 34959 
F-PLACE1004736//CIT-HSP-2365J21 TF CIT-HSP Homo sapiens genomic clone 2365J21 , genomic survey se- 
quence.//1 .3e-24:1 80:88//AQ080498 
is F-PLACE1004740//RPCI11-58A7.TJ RPCI11 Homo sapiens genomic clone R-58A7, genomic survey sequence.// 

8.6e-26:522:65//AQl 95766 - X* v \ 

F-PLACE1004743//Mus musculus ubiquitin-protein ligase E3-aipha (Ubr1) mRNA, complete cds.//1.1e-1 12:711: 

86//AF061555 s . 

F-PLACE1 004751 f'i'^^v 
20 F-PLACE1004773//Homo sapiens inversin protein mRNA, complete cds7/5.4e-171 :828:97//AF084367 

F-PLACE1004777//Rattus norvegicus mRNA for myosin-RhoGAP:protejn Myr 77/4.2e-134:763:90//AJ001713 

F-PLACE1004793//Human DNA sequence from clone 323P24 on chromosome XpH.21-11.23 Contains SPIN 

(spindlin homolog (PROTEIN DXF34), hypothetical protein EST^STS'^GiSS, complete sequence.//9.3e-1 32:759: 

90//AL022157 Vy^'^' 
25 F-PLACE1 004804 v \. 

F-PLACE1 00481 3//Plasmodium falciparum 3D7 chromosome; 12 PFYAC588 genomic sequence, WORKING 

DRAFT SEQUENCE, 2 unordered pieces.//6.5e-06:403:58//AC^ 

F-PLACE1 00481 4//Homo sapiens chromosome 17, clone hRPK , ;29^_j_22 l complete sequence.//9.8e-39:207: 
99//AC005921 

30 F-PLACE1 00481 5//Homo sapiens PAC clone DJ0651K02 from 7p21-p22, complete sequence.//8.1e-1 5:203:73// 

AC004613 'O 
F-PLACE1004824//G.gallus PB1 geneV/1 .1e-103:759:80//X90849 t 

F-PLACE1004827//HS_2230_A2_A05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2230 Col=10 Row=A, genomic survey sequence.7/4.ie-38:330:81//AQ299313 

35 F-PLACE1004836//H.sapiens nidogen gene (exon 8)7/0.97:11 6:68//X84825 

F-PLACE1004838//HS_3241_A2_A04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3241 Col=8 Row=A, genomic survey sequenceV/1 .8e-87:425:98//AQ206740 
F-PLACE1004840//Sequence 2 from patent US 572881 97/6.7e-47:285:91//l9281 9 
F-PLACE1 004868 ' \ ■^■•ft---*' 

40 F-PLACE1 004885//Arabidopsis thaliana DNA chromosome 4, ESSA-i contig fragment No. 9.//0.1 4:465:59//Z97344 

F-PLACE1 004900 * : • ' 

F-PLACE1004902//CITBI-E1 -251 0J4.TR CITBI-E1 Homo sapiens genomic clone 251 0J4, genomic survey se- 
quence.//3.6e-06:56:100//AQ261184 • 

F-PLACE1 00491 3//Homo sapiens BAC clone RG054D04 from 7g3i t complete sequence.//2.6e-l 5 1:770:91// 

45 AC005058 ^V^C's!' ■ 

F-PLACE1 00491 8//Mus musculus signaling molecule (ATTP) mRNA- complete cds.//2.6e-68:459:84//U97571 
F-PLACE1004930//Homo sapiens TNF-induced protein GG2t1. mRNA, complete cds.//4.4e-1 06:545:95// 
AF070671 ': .V- 

F-PLACE1004934//Human DNA sequence from clone 192P9 on; chromosome Xpl1 .23-11 .4. Contains a pseudo- 
50 gene similar to rat Plasmolipin, ESTs and GSSs, complete se'querice7/3:5e-45:226:84//AL020989 

F-PLACE1 004937 
F-PLACE1 004969 

F-PLACE1004972//Homo sapiens PAC clone DJ0612F12 from' 7pl2-p14, complete sequence.//0.01 2:31 6:61// 
AC004843 , * \ ; 

55 F-PLACE1004979//Human DNA sequence from clone 142F18 on i dhromosome Xq26.3-27.2 Contains part of a 

gene similar to melanoma-associated antigen, EST, GSS and an inverted repeat, complete sequence//4.7e-39: 
394:77//AL031073 

F-PLACE1004982//Caenorhabditis elegans cosmid B0507 7/0.1 6 :Y67:65//U 64833 
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F-PLACE1 004985//Plasmodium falciparum chromosome 2, section 1 b of 73 of the complete sequence7/8.8e-l 4: 
590:61//AE001373 ' \ ■ 

F-PLACE 1005026 ; .!.' 

F-PLACE1 005027 ■ "> - '* " ,v 

5 F-PLACE1 005046 

F-PLACE1005052//Homo sapiens chromosome Xp22-135-136 clone GSHB-56711, WORKING DRAFT SE- 
QUENCE, 35 unordered pieces .//2.1e-1 35: 675:97//AC005867 

F-PLACE1005055//Homo sapiens mRNA for KIAA0576 protein, partial cds.//1 .9e-159:761 :98//AB011148 
F-PLACE1005066//Homo sapiens actin binding protein MAY YEN mRNA, complete cds.//9.2e-1 0:757:56// 
10 AF059569 

F-PLACE1 005077 

F-PLACE1005085//Homo sapiens Xp22-132-134 BAC GSHB-590J15 (Genome Systems Human BAC library) 
complete sequence.//6.9e-29:253:77//AC004673 r . 

F-PLACE1005086//Homo sapiens chromosome 17, clone, HGIT1 1023, complete sequence 7/6. 5e-52:446:78// 
15 AC002316 

F-PLACE1 0051 01//Homo sapiens clone DJ041 4A1 5, WORKING DRAFT SEQUENCE, 9 unordered pieces.//2.0e- 
146:734:96//AC005225 

F-PLACE1005102//Homo sapiens chromosome 19, cosmid R29388, complete sequence.//9.8e-83:254:95// 
AC004476 ° : 
20 F-PLACE1005108//Human BAC clone RG009H02 from 7q31 , complete sequence J/0. 46: 179 :64//AC003 081 

F-PLACE1005111 

F-PLACE1005128//Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 
plete Cds.//0.00051 :287:63//L14320 

F-PLACE1005146//HS_3071_A1_E03_MF CIT Approved HumanGenomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3071 Col=5 Row=l, genomic survey sequence : //7:4eT38:299:82//AQ 103361 

F-PLACE1005162//Human BAC clone GS306C12 from 7q21 : -q22, 1 complete sequence.//2.6e-44:346:82// 

AC002451 

F-PLACE1005176 

F-PLACE1005181//CIT-HSP-2340O5.TR CIT-HSP Homo sapiens genomic clone 234005, genomic survey se- 
30 quence.//0.99:211:63//AQ054651 '.' ' . / \ : 

F-PLACE1005187//CIT-HSP-2358N6TR CIT-HSP Homo sapiens genomic clone 2358N6, genomic survey se- 
quence.//2.7e-07:80:90//AQ074445 

F-PLACE1005206//Human BAC clone 133K23 from 7q31.2, complete sequence.//0.98:216:61//AC000061 
F-PLACE1005232//Homo sapiens clone DJ1106H14, WORKING! DRAFT SEQUENCE, 42 unordered pieces.// 
35 0.70:245:63//AC004965 

F-PLACE1 005243 ;^ h i? '! 

F-PLACE1005261//Caenorhabditis elegans cosmid T05H10, complete sequenceV/0.00041 :254:61//Z47812 
F-PLACE1005266//H.sapiens mRNA (fetal brain cDNA a4j2g)i/9:fe'-33: 1 77:98//Z70695 
F-PLACE1005277//Homo sapiens mRNA for KIAA0610 protein, partial cds.//1 .6e-148:706:98//AB011182 
40 F-PLACE1 005287//Plasmodium falciparum (MESA) mRNA exons: 1 ) ^complete cds.//2.8e-1 5:737:60//M691 83 

F-PLACE1 005305//Bovine mitochondrial GTP:AMP phosphotransferase mRNA, complete cds7/3.8e-1 1 1 :728:84// 
M25757 .> : 

F-PLACE1005308//Clethrionomys glareolus endogenous retroviral sequence ERV-L pol gene, clone ERV-L Vole 
Cg147/1.0:128:67//AJ233621 \ )' k '*' 

45 F-PLACE1 00531 3//Caenorhabditis elegans cosmid D2092.//8.8e-1 1 :342:62//U881 67 

F-PLACE1005327//HS_3080_B2_A12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3080 Col=24 Row=B, genomic survey sequence://4.1e-25:147:96//AQ139116 
F-PLACE1 005331 //Homo sapiens chromosome 19, cosmid F20569, complete sequence.//1.4e-1 32:399:94// 
AC004794 

so F-PLACE1 005335//Human Chromosome 3 pac pDJ70i1 1 , WORKING DRAFT SEQUENCE, 2 unordered pieces.// 

5.5e-114:237:92//AC000380 . 
F-PLACE1 005373 .1 

F-PLACE1005374//Homo sapiens chromosome 7 common- fragile site, complete sequence.//0.20:305:58// 
AF017104 

55 F-PLACE1005409//Human BAC done RG167B05 from 7q21, complete sequence.//2.5e-148:760:95//AC003991 

F-PLACE1005453//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS "* from clone Y48A6, 
WORKING DRAFT SEQUENCE.//0.00069:582:59//Z92854 . r ; v , f 
F-PLACE1005467//RatmRNA7/0.0014:131:70//M59859 '.v!.' 
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F-PLACE1005471//Human DNA sequence from clone 45I4 on chromosome 6q24.1-24.3. Contains two putative 
unknown genes, ESTs, STSs and GSSs, complete sequence7/3.0e-23:530:67//AL023581 
F-PLACE1005477//Human DNA sequence from clone J1 81 N11 , WORKING DRAFT SEQUENCE7/3.3e-131 :814: 
88//Z82191 

5 F-PLACE1005480//Homo sapiens DNA sequence from PAC 257l20von chromosome 22qi3. 1-13.2. Contains cy- 

tochrome P450 pseudogenes CYP2D7P, CYP2D8P, CYP2D6(D),TCF20, NADH ubiquinone oxidoreductase B14 
subunit, ESTs, CA repeat, STS, GSS.//7.0e-34:246:73//AL021878 . , 

F-PLACE1005481//RPCI11-74L17.TJ RPCI11 Homo sapiens genomic clone R-74L17, genomic survey se- 
quence.//0.37:403:57//AQ266885 
10 F-PLACE1005494//Homo sapiens transient receptor potential protein 6 mRNA, complete cds.//2.1e-67:325:99// 

AF080394 

F-PLACE1005502//Homo sapiens BAC clone NH0161H12 frorn 7p'i4-pl5, complete sequence.//O.Ol 5:403:61// 
AC005589 • : 

F-PLACE1Q05526//H.sapiens CpG island DNA genomic Msel 'fragment, clone 9fl, reverse read cpg9f1.rtla.// 
15 3.6e-27:159:96//Z66485 

F-PLACE1005528//Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 9/28, WORKING DRAFT SE- 
QUENCE 7/2. 6e-28: 449: 67//AP 000038 

F-PLACE1005530//Homo sapiens clone DJ0691L07, complete sequence 7/6. 5e-1 8 :234:72//AC004860 
F-PLACE1005550//Fugu rubripes GSS sequence, clone 048A08bH3, genomic survey sequence7/1.2e-14:123: 
20 75//AL025925 * v / : ' * ' 

F-PLACE1005554//Leishmania tarentolae mitochondrial 12S ribbsornal RNA gene 7/0.43 :209:66//X02354 
F-PLACE1005557//Homo sapiens chromosome 17, clone hRPC.117_B_12, complete sequence7/9.3e-1 13:536: 
97//AC004707 

F-PLACE1005574//Plas medium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 3 unordered pieces.//1 .1e-10:514:59//AC005504 

F-PLACE1005584//Homo sapiens mRNA for KIAA061 7 protein . complete cds.//0.00056:289:63//AB014517 
F-PLACE1005595//Human Chromosome 11ql2.2 PAC clone pDJ606g6; complete sequence.//1 .2e-1 11:262:89// 
AC004126 

F-PLACE1 005603 , 
30 F-PLACE1 00561 1//F1 605TFC IGF Arabidopsis thaliana genomic clone F1605, genomic survey sequence.//2.0e- 

1 0:209: 66//B98589 -. 0 

F-PLACE1 005623 '-P-aWd- 

F-PLACE1005630//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 
ordered pieces.//1 .2e-93:230:98//AC005840 / " 1 ^ r " 

35 F-PLACE1005639//HS_3095_B1_A03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3095 Col=5 Row=B, genomic survey sequence7/1.2e-05:220:63//AQ1 23022 
F-PLACE1005646//Homo sapiens RNA helicase-related protein' mRNA, complete cds.//6.4e-1 50:721 : 98// 
AF083255 " J . 

F-PLACE1005656//H.sapiens RR2 mRNA for small subunit ribonucleotide reductase7/1 .3e-51 :480:74//X59618 
40 F-PLACE1005666//RPCI11-78O15TV RPCI11 Homo sapiens genomic clone R-78015, genomic survey se- 

quence.//8.7e-05:243:62//AQ284667 / ' c "... 

F-PLACE1 005698//Human membrane-associated lectin type-CjriRNA7/1 .9e-63:374:85//M98457 
F-PLACE1005727//Plasmodium falciparum chromosome 2, section 59 of 73 of the complete sequence7/0.69:633: 
57//AE001422 

45 F-PLACE1005730//HS_2026_B1_H11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2026 Col=21 Row=P, genomic survey sequence.//2.0e-24:286:74//AQ231147 
F-PLACE1005739//Mus musculus IFN-gamma induced (Mg11) mRNA, complete cds7/2.8e-55:621:71//U 15635 
F-PLACE1005755//HS_2213_A2_H11_MR CIT Approved Human;Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=221 3 Col=22 Row=O t genomic survey sequence'7/1 .4e-25:290:75//AQ1 36844 

so F-PLACE1005763//Rat medium-chain S-acyl fatty acid synthetase thio ester hydrolase (MCH), complete cds7/ 

4.5e-40:297:70//M16200 " . " 

F-PLACE1005799//R.norvegicus mRNA for mitochondrial isoform of cytochrome b57/0.91 :287:63//Yl 251 7 
F-PLACE10058021/Homo sapiens PAC clone DJ044L15 from/Xq23, complete sequence.//5.0e-1 09:530:98// 
AC004827 

55 F-PLACE1005803//HS_3092_B1_A10_MF CIT Approved Human"; Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3092 Col=19 Row=B, genomic survey sequence7/2.4e-08:76:96//AQ 103695 
F-PLACE1005804//Homo sapiens alpha 1 ,2-mannosidase IB mRNA;; complete cds7/1 .4e-126:636:96//AF0271 56 
F-PLACE1 00581 3//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds7/2.6e-154:739:98//AF065482 
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F-PLACE1005828//Homo sapiens chromosome 17, clone hRPC:97i J\_3, WORKING DRAFT SEQUENCE, 1 
ordered pieces.//2.2e-37:355:77//AC004l 50 

F-PLACE1005834//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS *** from contig 4-105, com- 
plete sequence V/0.00080:663:58//AL01 0283 y\'^ 
5 F-PLACE1005845//Plasmodlum falciparum 3D7 chromosome 12 PFYAC81 2 genomic sequence, WORKING 

DRAFT SEQUENCE, 8 unordered pieces 7/0. 0001 5:340 :58//ACu04l 53 

F-PLACE1 005850//Human DNA sequence from clone 465N24 oAchjomosome 1 p35. 1 -36. 1 3. Contains two novel 
genes, ESTs, GSSs and CpG islands, complete sequence7/.l .8e-46:278:85//AL03l432 
F-PLACE1 005851 '[ '-x^y^ <. 

10 F-PLACE1 005876//B.taurus mRNA for cleavage and polyadenylatioaspecrficity factor7/5.0e-1 20:701 :89//X75931 

F-PLACE1 005884//CIT-HSP-2333O12.TR CIT-HSP Homo sapiens genomic clone 2333012, genomic survey se- 
quence.//4.6e-78:385:98//AQ039226 ' : ". 

F-PLACE1 005890//Schizosaccharomyces pombe bem1/bud5 suppressor (Bem46+) mRNA, partial cds7/9.3e-1 6: 
638:57//U29892 \. 
'5 F-PLACE1005898//Rattus norvegicus A-kinase anchoring protein AKAP1 50 mRNA, complete cds.//1 .0:178:65// 

U67136 . .... , ; 

F-PLACE1005921//M. musculus mRNA for immunity associated protein 38.//6.6e-17:614:59//Y08026 
F-PLACE1005923//RPCI11-33G19.TJ RPCI-11 Homo sapiens genomic clone RPCI-11-33G19, genomic survey 
sequence.//4.0e-1 0:535:57//AQ0461 51 
20 F-PLACE1005925//Human DNA sequence *** SEQUENCING INPROGRESS *" from clone 537K23, WORKING 

DRAFT SEQUENCE.//0.1 7:1 59:65//AL034405 \ ! 

F-PLACE1 005932 ; . 

F-PLACE1005934//H.sapiens CpG island DNA genomic * Mser fragment, clone 165g2, forward read 
cpgl 65g2.ft1 a7/8.3e-43:247:93//Z571 53 
25 F-PLACE1005936//F.rubripes GSS sequence, clone 069K22aG2'i genomic survey sequence.//0.91:1 16:68// 

AL014719 i' 

F-PLACE1005951//Rhodobacter sphaeroides D M SO/TM AO-senkb r *ki n'ase (dorS), DM SO/TM AO-response reg- 
ulator (dorR), DMSO/TMAO-cytochrome c-containing subunit](dbrCj, DMSO-membrane protein (dorB), and DM- 
SO/TMAO-reductase (dorA) genes, complete cds.//0. 0022: 495 :59//AF0j'6236 
30 F-PLACE1005953//Homo sapiens PAC clone DJ0320J15 from;Xq23;- complete sequence.//2.9e-05:442:61// 

AC004081 \;iivV*: : .i ' 

F-PLACE1005955//Caenorhabditis elegans cosmid F01 F1 y/4.'3e-20:569:64//U 13070 
F-PLACE1005966//P.falciparum aarp3 gene, exony/0.0083:270:64//Y08925 
F-PLACE1 005968 

35 F-PLACE1005990//Homo sapiens chromosome 12p13.3 clone R IPC ITf 407G6, WORKING DRAFT SEQUENCE, 

51 ordered pieces7/1.0e-1 00:51 3:96//AC005866 . 

F-PLACE1006002//Human DNA sequence *** SEQUENCING IN PFtOGRESS *** from clone 229A8, WORKING 
DRAFT SEQUENCE.//2.5e-54:444:77//Z86090 

F-PLACE1 006003//HS-1 059-A2-G01 -MRabi CIT Human Genomic Srperm Library C Homo sapiens genomic clone 
40 Plate=CT 781 Col=2 Row=M, genomic survey sequence.//3.4e-05:214:64//B44442 

F-PLACE1006011//Mus musculus pofy-(ADPribosyl)-transferase homolog PARP mRNA, complete cds7/4.3e-71: 
580:79//AF072521 '*' v f J 

F-PLACE1 00601 7//Homo sapiens Chromosome 16BACclone dlT987-SKA-113A6 -complete genomic sequence, 
complete sequence//8.6e-32:1 77: 83//AC 002299 * : V 

45 F-PLACE1006037//MUS musculus B6D2F1 clone 2C11B mRNA , .//l".8e-34:269:83//U01 139 

F-PLACE1006040//Homo sapiens mRNA for alpha endosulfine//3.4e-1 47:71 9:97//X99906 
F-PLACE1006076//Homo sapiens DNA sequence from PAC 79C4|on chromosome 1q24. Contains the PMX1 
gene, coding for two alternative forms of the Paired MesodermJHomeobox protein 1 (PMX-1 , PHOX-1). Contains 
ESTs, STSs and BAC end sequences (GSSs), complete sequeiic'e : //q.37:332:62//Z97200 

so F-PLACE1006119//Homo sapiens Ran-GTP binding protein mR^^artial cds.//1.3e-145:679:99//AF039023 

F-PLACE1006129 ; 

F-PLACE1006139//Saccharomyces cerevisiae chromosome VI cosmid 9965.//4.8e-27:693:60//D44597 
F-PLACE1006143//Human DNA sequence — SEQUENCING IN PROGRESS *** from clone 16915, WORKING 
DRAFT SEQUENCE.//4.7e-46:435:77//Z93015 > , 

55 F-PLACE1006157//Saguinus oedipus mRNA for membrane cofactoP protein CD46, complete cds, clone:B2.// 

0.048:290:60//D85750 ^ , 

F-PLACE1006159//Homo sapiens chromosome 10 clone CIT987Sk"f054O2 map I0q25, complete sequence.// 
3.2e-129:466:96//AC005661 
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F-PLACE1006164//HS_3003_A1_F06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3003 CoI=15 Row=K, genomic survey sequenpe7/1 .4e-70:388:93//AQH8200 
F-PLACE1006167//Homo sapiens chromosome 19, cdsmid^F23149, complete sequence.//4.3e-78:385:86// 
AC005239 

5 F-PLACE1006170//Mouse mRNA for alpha-adaptin (C)7/3.5er91 :630:84//X14972 

F-PLACE1006187//Homo sapiens cyclin E2 mRNA, complete cds7/3.9e : 149:694:99//AF091 433 
F-PLACE1006195//Homo sapiens Xp22 BAC GS-607H18 (Genome Systems Human BAC library) complete se- 
quence.//2.5e-16:283:70//AC003658 -^--;-y 

F-PLACE1006196//Mouse RNA helicaseand RNA-dependent ATPase from the DEAD box family mRNA, complete 
10 cds.//2.2e-94:648:84//L25125 

F-PLACE1006205//Human Xp22 cosmid U250A9, complete sequence 7/0. 15:533:58//U75931 
F-PLACE1006223//F24L20-T7 IGF Arabidopsis thaliana genomic clone F24L20, genomic survey sequence.// 
0.0068:1 75:64//B1 9803 

F-PLACE1006225//CIT-HSP-2335I23.TF CIT-HSP Homo sapiens genomic clone 2335I23, genomic survey se- 
15 quence.//2.1e-19:149:90//AQ039880 

F-PLACE1006236//Human chromosome 12p15 BAC clone C1T987SK-99D8 complete sequence. //0. 5 1:290:58// 
U91327 

F-PLACE1006239//Homo sapiens BAC clone RG118D07 from 7q31, complete sequence.//7.4e- 158:452:96// 
AC004142 " : 
20 F-PLACE1006246//RPCI11-36I23.TK RPCI-11 Homo sapiens genomic clone RPCI-11 -36 123, genomic survey se- 

quence.//2.6e-31 :176:97//AQ045400 . . 

F-PLACE1006248//Homo sapiens mRNA for KIAA0648 proteiri.^artial cds.//2.3e-1 66:791 :98//AB014548 
F-PLACE1006262//342E3.TVD CIT978SKA1 Homo sapiens ''genomic clone A-342E03, genomic survey se- 
quence.//!. 0:228:63//B1 6447 . * V^|v^. 
25 F-PLACE1006288//Human DNA sequence *** SEQUENCING IN^ROGRESS "* from clone 20N2, WORKING 
DRAFT SEQUENCE.//6.6e-172:809:99//AL031 320 \ ■■ 
F-PLACE1006318 "* ' r '\ • 

F-PLACEl006325//Homo sapiens PAC clone DJ0988L12 from ?7tfl 'f 123^21.1, complete sequence7/0.079:396: 
59//AC004454 ^'T'f- i 

30 F-PLACE1006335//Mouse Ig third hypervariable region (HCDR3)7ribhproductively rearranged alpha-chain gene 

VHSB32-D-JH2 region. //1 .0:90:67//M55721 '^v'tv? ' 

F-PLACE1006357//Plasmodium falciparum 3D7 chromosome 12' PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//0.16:445:56//AC005504 ; .'' ' 

F-PLACE1006360//Plasmodium falciparum MAL3P7, complete seqOience.//6.1e-05:625:57//AL034559 
35 F-P1_ACE1006368//X.laevis mRNA for KLP2 protein 7/3. 0e-25: 376 :68//X94082 

F-PLACE1 006371 //Homo sapiens chromosome 16, cosmid clone 360H6 (LANL), complete sequence7/2.0e-146: 
711:97//AC004232 

F-PLACE1 006382 " 5 

F-PLACE1006385//Homo sapiens epsin 2a mRNA, complete cds.//5.1e-110:539:97//AF062085 
40 F-PLACE1 00641 2//Homo sapiens BAC clone GS588G18 from 7p12-p14, complete sequence.//1 .3e-23:463:68// 

AC005029 

F-PLACEl0064T4//Homo sapiens PCAF associated factor 65 alpha mRNA, complete Cds.//L3e-1 09:525:98// 
AF069735 

F-PLACE1006438//Homo sapiens mRNA for KIAA0557 protein .j^yrjbal cds.//6.9e-23:531 :65//AB011129 
45 F-PLACE1006445//HS_3071_A1_C11 JvlF CIT Approved HumMGenomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3071 Col=21 Row=E, genomic survey sequence 7/4. 7e-74:392:95//AQ 103347 
F-PLACE1 006469//Rhodobacter capsulatus strain SB1 003, partiai;g"enome7/1 .1 e-40:686:65//AF01 0496 
F-PLACE1006470//T.brucei kinetoplast maxicircle variable region pNA.^0.99:250:59//Z1 51 18 
F-PLACE1006482//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 447C4, WORKING 
50 DRAFT SEQUENCE.//4.3e-1 20:328:98//AL021 977 3" ">'? 

F-PLACE1006488//Canine mRNA for 68kDA subunit of signal recognition particle (SRP68).//6.5e-86:478:91// 
X53744 ' / : 

F-PLACE1 006492 

F-PLACE1 006506 " ' ; " V 

55 F-PLACE1006521//Homo sapiens BAC clone RG281G05 from '7£l5-p21 , complete sequence 7/0. 001 0:547:58// 

AC005083 ''; \ 

F-PLACE1006531//Oryctolagus cuniculus translation initiation factor elF2C mRNA, complete cds7/2.6e-84:625: 
80//AF005355 
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F-PLACE1 006534//Caenorhabditis elegans cosmid Y40H7A, complete sequence.//0.0003l :671 :58//AL0335i 0 
F-PLACE1 006540 '' 

F-PLACE1006552//P.falcipaaim glutamic acid-rich protein gnen, complete cds.//6.0e-1 0:636 :59//J03998 
F-PLACE1006598//Homo sapiens BAC clone NH0539B24 from 7p 15.1 -p 14, complete sequence7/9.8e-25:170: 
5 77//AC006044 

F-PLACE1 00661 5//Homo sapiens eukaryotic translation initiation factor e!F3, p35 subunit mRNA, complete cds.// 
6.7e-1 67:781 :99//U97670 ' J 

F-PLACE1 00661 7//Homo sapiens Xp22 BAC GSHB-433024"(Gen6me : Systems Human BAC library) complete 
sequence.//0.98:514:59//AC004470 • ■ 

10 F-PLACE1006626//H.sapiens DNA 3' flanking simple sequence region clone wg2c37/0.00079:206:62//X76589 

F-PLACE1006629//Human BAC clone RG333F24 from 7q11.2-q21, complete sequence 7/0.0012:576:57// 
AC004015 

F-PLACE1006640//P.falciparum complete gene map of plastid-like DNA (IR-B).//0.0018:588:59//X95276 
F-PLACE1006673//Plasmodium falciparum 3D7 chromosome 12- PFYAC69 genomic sequence, WORKING 
15 DRAFT SEQUENCE, 4 unordered pieces.//0.0028:469:58//AC004688 

F-PLACE1006678//Mus musculus UDP-Gal:betaGlcNAc beta 1 ,3-galactosyltranferase-l (b3GTl) gene, complete 
cds.//0.00011:184:64//AF029790 

F-PLACE1006704//Mus musculus dentin sialophosphoprotein precursor (DSPP) mRNA, complete cdsV/0.0013: 
380:62//U67916 \. v j\;X: 

20 F-PLACE1006731//Human DNA sequence from PAC 408N23 oh chromosome 22q13. Contains HIP, HSC70-IN- 

TERACTING PROTEIN (PROGESTERONE RECEPTOR-ASSOCIATED P48 PROTEIN), ESTs and STS7/1 .5e- 
78:520:86//Z98048 ^ ,; * : 

F-PLACE1006754//Homo sapiens chromosome 19, cosmid : R29i'24,c complete sequencer/1 .9e-1 35:378:99// 
AC005626 .''.I-- 
25 F-PLACE1 006760//CIT-HSP-2336O1 3.TR CIT-HSP Homo sapiens genomic clone 233601 3, genomic survey se- 

quence. //0. 01 8:1 47:66//AQ039246 " 

F-PLACE1006779//Plasmodium falciparum chromosome 2, section 63 of 73 of the complete sequence7/2.6e-08: 
823:58//AE001426 ; ; ''j:/' \ 

F-PLACE1006782//Homo sapiens clone NH0005N18, WORKING DRAFT SEQUENCE, 2 unordered pieces.// 
30 0.043:252:65//AC005487 ; *' / * 

F-PLACE1006792//HS_3165_B1_H01_MR CIT Approved Human, Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3165 Col=1 Row=P, genomic survey sequence.//1 .4e-11 :249:67//AQ 149559 
F-PLACE1006795//Mouse eph-related receptor tyrosine kinase (Mek4) mRNA, complete cds.//1.3e-1 2: 155:80// 
M68513 

35 F-PLACE1 006800//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-92, complete 

sequence.//6.7e-05:391:62//AL010272 " . 

F-PLACE1006805//paramecium species 1,168 mtdna dimeV: replication init. region.//9.1e-09:369:62//K00915 
F-PLACE1 00681 5//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 321 D2, WORKING 
DRAFT SEQUENCE.//0.89:465:58//AL031 033 
40 F-PLACE1 00681 9//Homo sapiens clone DJ1163L11, complete sequence.//1.5e-121 :618:91//AC005230 

F-PLACE1 006829//Brn-3a=class V POU transcription facto r [mice ,• CD/C D , embryo fibroblast cells, Genomic, 21 60 
nt].//0.011:145:68//S69350 * " S^- V 

F-PLACE1006860//Plasmodium falciparum MAL3P7, complete"s^quence.//2.2e-07:691:58//AL034559 
F-PLACE1006867//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 323M4, WORKING 
45 DRAFT SEQUENCE.//1 .5e-1 32:643:98//AL033378 ^'^< 

F-PLACE1 006878 ■ 

F-PLACE1006883//Mycobacterium tuberculosis H37Rv complete 1 ' genome; segment 138/1627/1.0:236:62// 
Z95120 

F-PLACE1006901//Mus musculus t complex testis-specific protein (Tctex2) gene, t haplotype, promoter se- 
so quence.//2.7e-19:171:81//U21672 

F-PLACE 1006904 f j* \ i! : f 

F-PLACE1 00691 7//H.sapiens CpG island DNA genomic Msel fragment, clone 79g10, forward read 
Cpg79g10.ft1a7/I.3e-21:131:98//Z63175 v r v 

F-PLACE1006932//MUS musculus FKBP65 binding protein mRNA, complete Cds7/0.99:248:61//L07063 
55 F-PLACE1006935//Homo sapiens chromosome 9 duplication of the T cell receptor beta locus and trypsinogen 

genefamilies7/0.85:161:63//AF029308 , t- 

F-PLACE1006956//Hylobates lar involucrin gene, complete ;cds7/d.077:355:61//M35447 

F-PLACE1006958//Mus musculus osmotic stress protein 94-(Osp94) mRNA, complete cds.//2.9e-89:483:86// 
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F-PLACE1006961//Saccharomyces cerevisiae mitochondrial tRNA-Tyr, tRNA-Asn, & amp; tRNA-Met genes.// 
1.6e-06:651:58//AJ223323 ■ 
F-PLACE1006962//H.sapiens ir1B mRNA.//7.1e-1 5:202:71 //X6341 7 
5 F-PLACE1006966//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y105E8, 

WORKING DRAFT SEQUENCE.//1 .7e-26:451 :61//AL022594 

F-PLACE1006989//cSRL-172A4-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic 
clone CSRL-172A4, genomic survey sequence7/l .0:97:67//B03188 rf 

F-PLACE1 00701 4//Rattus norvegicus equilbrative nitrobenzylthioinosine-insensitive nucleoside transporter mR- 
10 NA, complete cds.//4.2e-07:592:58//AF01 5305 

F-PLACE1007021//Homo sapiens chromosome 19, cosmid FJ 6403; complete sequence.//5.1e-1 7:285:70// 
AC005777 . -r 

F-PLACE1007045//Human DNA sequence from PAC 181N1 on chromosome X contains ESTs, STS polymorphic 
CA repeat* 7/6.2e-1 31 :775 :89//Z82899 
15 F-PLACE1007053//Homo sapiens clone DJ081 0E06, WORKING DRAFT SEQUENCE, 8 unordered pieces7/1 .7e- 

143:675:99//AC004895 

F-PLACE1007068//Homo sapiens chromosome 17, clone hRPK.2l4_0„1 , complete sequence7/l.3e-l 31:652: 
97//AC005224 

F-PLACE1 007097//Homo sapiens DNA sequence from BAG 55C20.on chromosome 6. Contains a Spinal Muscular 
2 o Atrophy (SMA3) LIKE gene overlapping with a beta-glucoronidase LIKE pseudogene. Contains a membrane pro- 

tein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five predicted 
tRNA genes. Contains ESTs, GSSs (BAC end sequences) and a CA repeat polymorphism, complete sequence.// 
8.3e-158:768:97//AL021368 \ 

F-PLACE1007105//Mus musculus muskelin mRNA, complete CClsV/4. 1e-1 24:687: 9 1//U72 194 
25 F-PLACE1007111//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces. //4.7e-05: 586 :56//a6o05 139 . 

F-PLACE1007112//HS_2234_B2_G10_MF CIT Approved Human" Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2234 Col=20 Row=N, genomic survey sequence.//0.26:200:62//AQ08780l 
F-PLACE1007132//CIT978SK-A-211C6.TVB CIT978SK Homo sapiens genomic clone A-211C6, genomic survey 
30 sequence.//1.3e-40:255:92//B72112 v. 

F-PLACE1007140//QN1 orf [Coturnix coturnix, japonica, K2'neurqretinal cells, mRNA Partial, 3884 nt]7/4.9e-i5: 
386:62//S68151 * 

F-PLACE1007178//Plasmodium falciparum 3D7 chromosome^i2 PFVACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//0.011:329:61//AC005140 . 
35 F-PLACE1007226//Human lipocortin (LIP) 2 gene, upstream regi6n?//670036:180:63//M62899 

F-PLACE1007238//FMR1 {CGG repeats} [human, Fragile X syndrpme^atient, Genomic, 429 nt]7/2.8e-08:269: 
63//S74494 ' ^ 1 ' 

F-PLACE1007239//Homo sapiens mRNA for transcription elongation factor S-ll, hS-ll-Ti , complete cds7/6.3e-57: 
405:87//D50495 > ' t 

40 F-PLACE1007242//HS_3006_A1_B11_MR CIT Approved Human^Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3006 Col=21 Row=C, genomic survey sequenceV/a.b88:191 :59//AQ089443 
F-PLACE1007243//Human transporter protein (g17) mRNAr complete cds7/7.9e-l2:245:66//U49082 
F-PLACE1007257//Homo sapiens mRNA for dia-12c protein.//5.2e-144:677:98//Y15908 
F-PLACE1007274//HS_3003_A1_D08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

« nomic clone PIate=3003 Col=l5 Row-G, genomic survey sequence.//7.4e-49:345:85//AQ294i54 

F-PLACE1007276//Fugu rubripes GSS sequence, clone 014OipaG11, genomic survey sequence7/0.0052:228: 
62//AL024982 t : ' :\ ?•/ 

F- P LAC E1007282//F. rubripes GSS sequence, clone 019Ob7aB3,;genomic survey sequence 7/0.024:289:58// 
AL011743 

50 F-PLACE1007286//Human Chromosome 16 BAC clone CIT987SK : A-256A9, complete sequence7/0.0048:185: 

69//AC002492 4 V 1 

F-PLACE1007301//Dictyostelium discoideum gene for TR FA, complete cds 7/0.069 :761:57//AB009080 
F-PLACE1007317 >? a :§u " 

F-PLACE1 007342 - • 

55 F-PLACE1007346//Homo sapiens estrogen-responsive B box protein' ( EBB P) mRNA, complete cds7/5.4e-120: 

567:98//AF096870 * 

F-PLACE1007367//Homo sapiens clone RG228D17, WORKING'DRAFT SEQUENCE, 2 unordered pieces7/1 .2e- 
59:61 3:75//AC005077 V ' ; 'V . 4 
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F-PLACE1007375//Caenorhabditis elegans cosmid D2092.//1 .8e-l2:l93:70//U88l67 
F-PLACE1 007386 ' t . 

F-PLACE1007402//HS_2170_A2_D12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2170 Col=24 Row=G, genomic survey sequence.//5.6e-06:162:67//AQl 25590 
5 F-PLACE1007409//Homo sapiens mitoxantrone resistance protein 2 mRNA, complete sequence7/l.6e-25:l65: 

93//AF093772 ' 
F-PLACE1007416 

F-PLACE1 007450//Homo sapiens DNA from chromosome 1 9, BAC331 52, complete sequence. //4.9e-34: 764:62// 
AC003973 

10 F-PLACE1007452//Mus musculus bet3 (Bet3) mRNA, complete;cds7/4.1e-17:374:64//AF041433 

F-PLACE1007454//Homo sapiens (clone s153) mRNA fragment7/8.,1e-52:317:93//L40391 
F-PLACE1007460//Human DNA sequence from clone 914P14 onrChVomosome Xq23 Contains calpain-like pro- 
tease gene, DCX (doublecortin) ESTs, CA repeat, GSS, complete sequence 7/0. 001 9:280 :64//AL031 117 
F-PLACE1 007478//Homo sapiens Chromosome 1 6 BAC clone CIT987-SKA-345G4 -complete genomic sequence, 

15 complete sequence7/2.5e-24:362:7i//AC002302 ■« 
F-PLACE1 007484 

F-PLACE1007488//Danio rerio faciogenital dysplasia protein^(fgd) mRNA, complete cds 7/3. 8e- 14:293:63// 
AFO 17370 

F-PLACE1 007507//Human DNA sequence from clone 1 05D1 6 on chromosome Xp1 1 .3-1 1 .4 Contains pseudogene 
20 similar to laminin-binding protein, CA repeat, STS, complete sequence7/4.6e-10:152:75//AL0313H 

F-PLACE1007511//Homo sapiens chromosome 17, clone hRPC.1110_E_20, complete sequence 7/3. 6e-1 39:477: 
98//AC004231 

F-PLACE1007524//Plasmodium falciparum microsatellite 14C sequence.//0.0055:395:59//AFO15461 
F-PLACE1007525//Trypanoplasma borelli mitochondrion cytochrome oxidase subunit 1 (coxl), cytochrome oxi- 
25 dase subunit 2 (cox2), and apocytochrome b (cytb) genes, compiete;cds; and complete 9S rRNA gene and partial 
1 2S rRNA gene.//0.001 3:550:58//U1 1 682 F-PLACE1 007537//H. sapiens CpG island DNAgenomic Mse1 fragment, 
clone 198g6, reverse read cpg198g6.rt1a.//0.98:12l :67//Z60280.*.y 

F-PLACE1007544//Mus musculus chromosome 14 marker urn-m'24 GA dinucleotide DNA sequence7/2.3e-10: 
141:75//U31508 } \r.&&* v 

30 F-PLACE1007547//Homo sapiens mRNA for KIAA0661 protein;Vcp\mpiete cds7/3.1e-69:733:71//AB014561 

F-PLACE1007557//Drosophila yakuba mitochondrial DNA molecu!e.//0.022:393:61//X03240 
F-PI_ACE1007583//Human DNA sequence *** SEQUENCING IN:RR0GRESS *" from clone 545L17, WORKING 
DRAFT SEQUENCE7/3.6e-1 1 4:565:97//AL031 665 * . 

F-PLACE1007598//CIT-HSP-2371G14.TF CIT-HSP Homo sapiens genomic clone 2371G14, genomic survey se- 
35 quence7/2.0e-22:304:70//AQllH83 • • /' 

F-PLACE1 00761 8//Homo sapiens chromosome 17, clone hRPfctf4'2jC_21, complete sequence.//! .0:386:59// 
AC005245 > ! ' 

F-PLACE1 007621 ' : 

F-PLACE1 007632//Homo sapiens 1 2p1 3.3 PAC RPCI5-940J5(Rpswell Park Cancer Institute Human PAC Library) 
40 complete sequence7/1.0e-88:276:96//AC006064 * ^ t ' 

F-PLACE1007645//Bovine elastin mRNA, partial cds.//2.1e-07:1l6:79//M26132 
F-PLACE1 007649 

F-PLACE1007677//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 968D22, WORKING 

DRAFT SEQUENCE7/1 .2e-21 :567:64//AL023755 
45 F-PLACE1007688//Pseudorabies virus immediate-early gene7/2.2e : 05:287:66//Xl5l20 

F-PLACE1007690//Caenorhabditis elegans cosmid R07G37/0.40:122:70//U23452 

F-PLACE1007697//Mus musculus LIM/homeobox (Lhx3) gene fragment7/0.85:117:71//L40483 

F-PLACE1007705//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 460J8, WORKING 

DRAFT SEQUENCE7/0.0035:75:88//AL031662 - 
so F-PLACE1 007706//Homo sapiens metalloprotease 1 (MP1 ) mRNA\ complete cds.//1 .3e-147:709:97//AF061243 

F-PLACE1007725//Arabidopsis thaliana genomic DNA, chromosome 5, fP1 clone: MBB18, complete sequence.// 

1.0:510:58//AB005231 * - r 

F-PLACE1007729//Human endogenous retrovirus HML6 proviral.clpne HML6p, putative leader region, gag, pro 
and pol pseudogenes7/4.8e-1 36:51 6:89//U86698 , ; : 

55 F-PLACE1007730//Homo sapiens mRNA for KIAA0685 protein, . 'coniplete cds.//7.9e-1 55:728:98//AB0 14585 

F-PLACE1007737//Homo sapiens clone DJ0847O08, WORKING DRAFT. SEQUENCE, 3 unordered pieces7/5.8e- 
22:806:60//AC005484 % , <; , J-.'. 

F-PLACE1007743//Plasmodium falciparum 3D7 chromosome *1 2 PFYAC1 383 genomic sequence, WORKING 
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DRAFT SEQUENCE, 3 unordered pieces7/1.1e-06:510:56//ACp0^5504 • 

F-PLACE1007746//HS_2268_B1_G10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2268 Col=19 Row=N, genomic survey sequence"7/0.1 0:1 71 :63//AQl 24780 
F-PLACE1007791//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *** from MALI P6, WORKING 
5 DRAFT SEQUENCE.//0.63:241 :58//AL031 749 

F-PLACE1007807//Homo sapiens chromosome 17, clone. hRPK.879_D_6, complete sequenced .Oe-1 20:743: 
87//AC005273 7* : 'N\\. 

F-PLACE1 00781 0//Homo sapiens Xp22 BAC GS-607H18 (Genome Systems Human BAC library) complete se- 
quence.//1 .Oe-1 1 3:739:86//AC003658 > ■ ^ . • 

10 F-PLACE1007829//CIT-HSP-2383J22.TR CIT-HSP Homo sapiens' genomic clone 2383J22, genomic survey se- 

quence.//1.0e-47:254:97//AQ1 96438 „v |,-'V. ; 

F-PLACE1007843//F.rubripes GSS sequence, clone l62K02b'Cl2,- 'genomic survey sequence.//l.6e-l 0:1 48:72// 
AL006903 . 4 , ■. 

F-PLACE1007846//Homo sapiens genomic DNA, chromosome 21q22.2 (Down Syndrome region), segment 3/15, 

15 WORKING DRAFT SEQUENCE.//3.4e-177:844:98//AP000010 

F-PLACE1007852//Mouse perlecan mRNA, complete cds7/8.5e-39:243:90//M77174 
F-PLACE1007858//Homo sapiens mRNA for KIAA0766 protein, complete cds.//3.9e-1 89 :894:98//AB0 18309 
F-PLACE1007866//CIT-HSP-2353D11.TF.1 CIT-HSP Homo sapiens genomic clone 2353D11 , genomic survey se- 
quence.//0.015:279:61//AQ263271 

20 F-PLACE1 007877 

F-PLACE1 007897 

F-PLACE1007908//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487.//2.3e- 154:755:97// 
AB007956 v / , 

F-PLACE1007946//Human chromosome Y cosmid 56B5 genomic sequence, WORKING DRAFT SEQUENCE.// 
25 1.1e-59:310:81//AC003097 

F-PLACE1007954//Homo sapiens BAC clone NH0414C23 from Y, complete sequence7/2.le-61 :522:79// 
AC006157 \ \ : 

F-PLACE1007955//Homo sapiens cyclin-D binding Myb-like protein mRNA, complete cds.//2.7e-171 :813:98// 
AF084530 *"- ^ • ' 

30 F-PLACE1007958//Homo sapiens cAMP-specific phosphodiesterase 8B (PDE8B) mRNA, partial cds7/2.5e-153: 

730:98//AF079529 ''-'^l^' 

F-PLACE1007969//Mus musculus myelin gene expression factor; (ME F^2) mRNA, partial cds.//3.4e-32:383:74// 
U13262 . ; : 

F-PLACE1007990//H.sapiens genomic DNA fragment (clone J31 A212R)7/6.6e-35:198:96//Z94758 
35 F-PLACE1008000//MUS musculus veli 3 mRNA, complete cdS://1 .5e-118:706:88//AF087695 

F-PLACE1 008002//Homo sapiens clone DJ061 3C23. WORKING DRAFTSEQUENCE, 4 unordered piecesV/6.4e- 
163:786:98//AC005628 

F-PLACE1008044//Rattus norvegicus nuclear pore complex protein NUP107mRNA, complete cdsY/1.2e-95:625: 
84//L31840 ' / : 

40 F-PLACE1008045//Caenorhabditis elegans cosmid F17C8, c6mplete:'sequence.//0.016:165:65//Z35719 

F-PLACE1008080//Human DNA sequence from cosmid L118G10, Huntington's Disease Region, chromosome 
4p1 6.3.//4.0e-07:251 :64//Z68883 

F-PLACE1008095//RPCI11-21F19.TP RPCl-11 Homo sapiens genomic clone RPCI-11-21F19, genomic survey 
sequence.//1.5e-30:166:99//B85883 , -. ^ !' 
45 F-PLACE1008111//Aphidius picipes NADH dehydrogenase j gene.x.mitochondrial gene encoding mitochondrial 

protein, partial cds7/7.5e-06:414:60//AF069163 " '* : : ' 

F-PLACE1008122//S.cerevisiae chromosome XV reading frame ORF YOL125w7/0.046:477:59//Z74867 
F-PLACE1008129//Human Chromosome 15q26.1 PAC clone pDJ290i21 containing fur, fes, and alpha mannosi- 
dase llx genes, WORKING DRAFT SEQUENCE, 9 unordered pieces .//0.0068:446:57//AC004586 
50 F-PLACE1008132//Human DNA sequence *** SEQUENCING IN;RROGRESS *" from clone 316D5, WORKING 

DRAFT SEQUENCE.//3.6e-20:111 :93//Z82199 , I > . 

F-PLACE1008177//Mouse mRNA for meiosis-specific nuclear structural, protein 1 (MNS1), complete cds7/2.5e- 
88:866:73//D14849 : ^Vv- ' 

F-PLACE1008181//Human DNA sequence — SEQUENCING IN PROGRESS *" from clone 159A1, WORKING 
55 DRAFT SEQUENCE.//0.0033:727:56//AL034397 i/./i- 

F-PLACE1008198//HS_3073_A1_C06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3073 Col=11 Row=E, genomic survey $e'quencey/2.3e-12:94:92//AQ171450 
F-PLACE1008201//Homo sapiens clone RG140B11 , WORKING'DRA'ft SEQUENCE, 1 unordered pieces7/2.5e- 
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1 62:791 :97//AC005069 

F- PLACE 1008209 ' ' . ] ' 

F-PLACE1008231//Mouse testis-specific protein rnRNA, complete cds 7/0.65: 1 74:66//M26332 
F-PLACE1008244//CIT-HSP-2337B4.TR CIT-HSP Homo s'apiens. gendmic clone 2337B4, genomic survey se- 
5 quence.//6.7e-28:165:95//AQ039317 .V ; ' tK .. " 

F-PLACE1008273//B.primigenius rnRNA for coat protein gamma-cop7/2.8e-71 :709:71//X92987 
F-PLACE1008275//D.discoideum actin A-13 gene, 5' flank.//0.l2:131:64//M29123 

F-PLACE1008280//Homo sapiens Xp22-175-176 BAC GSHB J 4840 17 '(Genome Systems Human BAC Library) 
complete sequence7/0.011:96:73//AC00591 3 - -v O 

io F-PLACE1008309//Rattus norvegicus putative four repeat ion channel/mRNA, complete cds7/8.2e-86:672:77// 

AF078779 ^. / . 

F-PLACE1008329//HS_2027_A1_C06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2027 Col=11 Row=E, genomic survey sequence7/8.7e-09:116:81//AQ244432 
F-PLACE1008330//Homo sapiens chromosome 19, cosmid F2 '143 Incomplete sequence7/2.2e-1 41:670:98// 
15 AC005176 V i ::• ; J. 

F-PLACE1008331//Homo sapiens clone DJ241P17, WORKING DRAFT SEQUENCE, 7 unordered pieces7/2.1e- 
27:157:78//AC005000 

F-PLACE1008356//Homo sapiens rnRNA for KIAA0679 protein, partial cds.//1.1e-137:659:98//AB014579 
F-PLACE1008368//CIT-HSP-2311C9.TR CIT-HSP Homo sapiens genomic clone 2311C9, genomic survey se- 

20 quence7/7.1e-08:398:60//AQ016352 

F-PLACE1008369//HS_2251_B1_A02_MF CIT Approved Human- Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2251 Col=3 Row=B, genomic survey sequence7/2.1e-35:217:93//AQ066512 
F-PLACE1008392//Homo sapiens chromosome 17, clone hRPK.136_H_19, complete sequence7/1 .4e-11 :403: 
64//AC005856 \ . Z 

25 F-PLACE1008398//Human DNA sequence *** SEQUENCING JN PROGRESS *** from clone 215D11 , WORKING 

DRAFT SEQUENCE7/3.7e-1 44:681 :99//AL03441 7 ' * 

F-PLACE1 008401//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0366H07; 
HTGS phase 1 , WORKING DRAFT SEQUENCE, 28 unordered V pfecesl//2.8e-45:257:96//AC004604 
F-PLACE1 008402//Homo sapiens rnRNA for p1 1 5, complete cds{//4^3e^ 48:71 1 :98//D86326 
30 F-PLACE1008405//Plasmodium falciparum 3D7 chromosoW*'l£;PFYAC69 genomic sequence, WORKING 

DRAFT SEQUENCE, 4 unordered pieces7/0.089:672:56//AC004688 - 
F-PLACE1 008424 ; 

F-PLACE1008426//Homo sapiens genomic DNA of 8p21 .3-p22 antijoncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 7/1l7/1.0e-88:331:84//AB020864 
35 F-PLACE1008429//Chromosome 22q13 BAC Clone CIT987SK : 384D8 complete sequence 7/0. 55: 530: 5 8// 

U62317 " "" : 

F-PLACE1008437//CIT-HSP-2376H4.TR CIT-HSP Homo sapiens genomic clone 2376H4, genomic survey se- 
quence 7/3. 3e-78 :349:94//AQl 1 2479 

F-PLACE1008455//HS_2064__B1_E09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=2064 Col=17 Row=J, genomic survey sequence7/4.7e-59:471 :81//AQ246589 

F-PLACE1008457//Homo sapiens chromosome 17, Neurofibromatosis 1 locus, complete sequence7/8.9e-43:307: 
73//AC004526 ' . t . r 

F-PLACE1008465//CIT-HSP-2163F24.TR CIT-HSP Homo s'apiens genomic clone 2163F24, genomic survey se- 
quence.//8.9e-41 :210:99//B90014 
45 F-PLACE1008488//Mus musculus rnRNA for testis-specific protein kinase 1, complete cds.//0.0001 3:51 6:58// 

AB003494 ... , : m 

F-PLACE1008524//Human DNA sequence *** SEQUENCING^l'SjP^GRESS *** from clone 34B21 , WORKING 
DRAFT SEQUENCE.//1 .3e-1 61 :778:98//AL031 778 

F-PLACE1008531//Homo sapiens wbsch (WBSCR1) and repNcktibfl^fa^or C subunit 2 (RFC2) genes, complete 
50 cds.//1.1e-78:191:100//AF045555 I * 

F-PLACE1008532//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 92N15. WORKING 
DRAFT SEQUENCE.//3.8e-24:257:70//293097 

F-PLACE1008533//Hbmo sapiens PAC clone DJ130H16 from 22q1 2,1 -qter, complete sequence7/1.0e-13:215: 
71//AC004997 "Vf 
55 F-PLACE1008568//Human DNA sequence from PAC 388N15 ; on chfombsbme Xq21.1 7/0.66:263:64//Z99571 

F-PLACE1008584//Homo sapiens cosmid clone U39B3 from Xp22.i^22.2, complete sequence7/1 .1e-19:31 5:68// 
U73023 ; " • 

F-PLACE1008603//Homo sapiens rnRNA for KIAA0791 protein, complete cds.//1.2e-1 73:81 2:98//AB01 8334 
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F-PLACE1008621//Homo sapiens clone RG228D1 7, WORKING DRAFT SEQUENCE, 2 unordered pieces7/3.9e- 
09:198:71//AC005077 ' : \ :> 

F-PLACE1008625//Homo sapiens chromosome 5, PAC clone 45L.14 (LBNL H91 ), complete sequence7/0.68:568: 
59//AC005373 . ' v : 

5 F-PLACE1008626//HS_3221_A2_F03_T7 CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3221 Col=6 Row=K, genomic survey sequenceV/1 7e-1 3: 147:82//AQ 180967 
F-PLACE1008627//Cricetulus griseus mRNA forZn finger factbr.//9.7e-98:586:88/A r 12836 
F-PLACE1008629//CIT-HSP-2012I4TR CIT-HSP Homo sapiens genomic clone 201214, genomic survey se- 
quence.//0.00085:203:66//B53732 

10 F-PLACE1008630//Sequence 26 from Patent W095 17522 7/9. 7e-05: 97 :80//A45356 

F-PLACE1008643//Human mRNA for inter-alpha-trypsin inhibitor family heavy chain-related protein (IHRP), com- 
plete CdS.//1 .4e-23 :299:64//D38595 

F-PLACE1008650//Homo sapiens pleiotropic regulator 1 (PLRG1) mRNA, complete cds.//1.1e- 133:622:99// 
AF044333 

'5 F-PLACE1008693//CIT-HSP-2346F2.TF CIT-HSP Homo sapiens genomic clone 2346F2, genomic survey se- 

quence.//0.24:89:76//AQ060732 

F-PLACE1008696//Homo sapiens NADH dehydrogenase-ubiquinone Fe-S protein 8 23 kDa subunit (NDUFS8) 
gene, nuclear gene encoding mitochondrial protein, complete Cds.//1 .4e-94:420:97//AF038406 
F-PLACE1 00871 5//CIT-HSP-2294K20.TR CIT-HSP Homo sapiens genomic clone 2294K20, genomic survey se- 
20 quence.//2.1e-70:349:98//AQ007199 ^ ^ 

F-PLACE1008748//Arabidopsis thaliana chromosome I BAC>4l4N 5 'genomic sequence, complete sequence.// 
0.14:347:59//AC004260 

F-PLACE1008757//Homo sapiens Xp22 BAC GSHB 526D21' : (Geno'me ; Systems Human BAC library) complete 
sequence.//7.9e-25 :244:71//AC003037 , ; ;y ; 

25 F-PLACE1008790//Homo sapiens importin alpha 7 subunit mR^AV' complete cds.//4.5e-1 20:503:97//AF060543 

F-PLACE1008798//Human Chromosome 1 6 BAC clone CIT987SK^A-270G1 , complete sequence.//0.00026:370: 
61//AF001549 . ^VVf- v T 

F-PLACE1008807//CIT-HSP-2334B19.TF CIT-HSP Homo sapiens genomic clone 2334B19, genomic survey se- 
quence.//3.3e-08:220:65//AQ036643 : 
30 F-PLACE1008808//Homo sapiens exonuclease homolog RAD1 (RADj) mRNA, complete cds.//1 .7e-1 20:470:97// 

AF030933 ; % , 

F-PLACE1 00881 3//Rattus norvegicus rsec15 mRNA, complete cds 7/2. 86^87:504 :89//AF032668 
F- PLACE 1008851 //Ho mo sapiens DNA sequence from PAC 163M9 on chromosome 1p35.1-p36.21. Contains 
protein synthesis factor (elF-4C), D1F15S1A pseudogene, ESTs, STS, GSS, complete sequence.//4.0e-2l :212: 
35 74//AL021920 

F-PLACE1 008854 

F-PLACE1008867//Human DNA sequence from clone J428A131 1 , WORKING D R AFT SEQUENCE 7/4. 7e-77:477: 
84//Z82209 

F-PLACE1008887//Homo sapiens BAC clone NH0335J 1 8 "frorrT 2, complete sequence7/3.4e-53:699:70// 
40 AC005539 

F-PLACE1008902//Mouse G-alpha-13 protein mRNA, complete 7 cds.//2.1e-06:1 64: 68//M 63660 
F-PLACE1008920//Homo sapiens mRNA for KIAA0765 protein^ partial cds.//6.4e-158:753:98//AB018308 
F-PLACE1008925//Homo sapiens chromosome 16p11.2 BACcf6n^CIT987SK-A-180G2, WORKING DRAFT SE- 
QUENCE, 5 unordered pieces.//0.00013:400:63//AC002042 .. ^ - 
45 F-PLACE1008934//Human DNAsequence *** SEQUENCING iN^ROGBESS "Mrom clone 11 04E15, WORKING 

DRAFT SEQUENCE7/7.4e-05:145:71//AL022312 ... y •> 

F-PLACE1008941//Human zinc finger protein (ZNF141) mRNA; t; comi)Jefe 

F-PLACE1008947//Pseudorabies virus with upstream and downste'am sequences 7/5. 9e-1 5:71 0:60//M34651 
F-PLACE1009020//HS_3051 J31_H01_MR CIT Approved HumanjGenqmlc Sperm Library D Homo sapiens ge- 

so nomic clone Plate=305l Col=1 Row=P, genomic survey sequence/7/i .9e-2l :1 67:86//AQ253727 

F-PLACE1009027//Human DNA sequence from clone 914P14 on chromosome Xq23 Contains calpain-like pro- 
tease gene, DCX (doublecortin) ESTs, CA repeat, GSS, complete^sequence.//4.1e-l52:763:97//AL031117 
F-PLACE1009039//HS_2034_A2_F08_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2034 Col=16 Row=K, genomic survey sequenrie7/0:i7:252:59//AQ230137 

55 F-PLACE1009045//HS_3185_B2_B03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3185 Col=6 Row=D, genomic survey sequence.//l.9e-34:260:86//AQl 72861 
F-PLACE1009048//Pig pituitary glycoprotein hormone alpha subunit gene, 5'flank and exon 1 7/4.7e-70:463:80// 
D00766 
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F-PLACE1009050//Homo sapiens 12q13.1 PAC RPCI3-197B17 (Roswell Park Cancer Institute Human PAC li- 
brary) complete sequence7/0.63:280:6V/AC00424l , r }\^. . 

F-PLACE1 009060//Mus musculus mRNA for Alix (ALG-2-interaictirjg protein X), complete CDS.//5.9e-1 1 3:725:85// 
AJ005073 . > . , 

5 F-PLACE1009090//Human DN A sequence *** SEQUENCING IN PROGRESS "* from clone 1045J21 , WORKING 

DRAFTSEQUENCE.//9.1e-27:222:84//AL021919 , .;; . v . i 

F-PLACE1009091//Homo sapiens clone DJ0968I16, complete seq uence 7/0. 027:630 :58//AC0060 16 
F-PLACE1 009094 

F-PLACE1009099//Mouse zinc finger protein (mkr4) mRNA, partial cds.//2.1e-85:726:76//M365l5 
10 F-PLACE1009110 

F-PLACE1009111//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 138B7, WORKING 
DRAFT SEQUENCE7/6.0e-12:362:64//Z98752 

F-PLACE1009113//Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds.// 
3.4e-138:671 :97//AF035586 
'5 F-PLACE1009130//Human mRNA for KIAA0032 gene, complete cds.//3.6e-23:718:59//D25215 

F-PLACE1 0091 50//Homo sapiens *** SEQUENCING IN PROGRESS ***, WORKING DRAFT SEQUENCE7/6.1 e- 
142:684:98//AJ011929 0 . 

F-PLACE1009155//Homo sapiens genomic DNA, chromosome 21 q 11 .1 , segment 2/28, WORKING DRAFT SE- 
QUENCE7/4.3e-36:227:77//AP000031 ™*" : .'v^ 
20 F-PLACE1009158//H.sapiens genomic sequence for ERCC2 gene 3'region involved in DNA excision repair7/l .0: 

173:607/X52222 ^ ^ Hf- Z * 

F-PLACE1009166 

F-PLACE1009172//Human BAC clone 7E17 from 12q, complete sequence 7/4.0e-35:257:85//AC002070 
F-PLACE1009174//Homo sapiens Xp22 bins 16-17 BAC GSHB-53111 7 (Genome Systems Human BAC Library) 
25 complete sequence7/2.9e-l9:288:72//AC004805 ' / : V" 1 '*; 

F-PLACE1009183//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MHJ24, complete sequence7/ 
0.053:388:60//AB008266 , *' ,s * ' 

F-PI_ACE1009186//Rattus norvegicus fracture callus 1 (FxCl) mRNA; : complete Cds7/1 .8e-50:3l7:89//AF06l242 
F-PLACE1 0091 90//RPC1 1 1 -81 N5TJ RPC1 1 1 Homo sapiens genomic clone R-81 N5, genomic survey sequence7/ 
30 0.91:114:67//AQ281881 

F-PLACE1009200//CITBI-E1-2509J16.TF CITBI-E1 Homo sapiens genomic clone 2509J16, genomic survey se- 
quence 7/2. 8e-44: 1 75 :83//AQ2621 98 

F-PLACE1009230//H.sapiens gene for pregnancy specific beta-1 glycoprotein 7/1. 1e-1 06:495: 88//X63203 
F-PLACE1009246//HS_3058_B1_A06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=3058 CoI=11 Row=B, genomic survey sequence 7/0. 10: 175: 68//AQ 185945 

F-PLACE1 009298//Mus musculus maternal-embryonic 3 (Mem3)/pRNA, complete cds.//1 .8e-94:575:89//U47024 
F-PLACE1009308//Human clone mcag32 chromosome 7 CTG/epe.at region.//0.0017:350:62//U23862 
F-PLACE1 00931 9//Homo sapiens post-synaptic density proteinys'fPSDgs) mRNA, complete cds.//3.0e-06:4H : 
59//U83192 

40 F-PLACE1009328//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 191 P20, WORKING 

DRAFT SEQUENCE7/5.7e-138:830:86//AL034399 

F-PLACE1009335//Human (lambda) DNA for immunoglobin light chaih.//0.071:253:62//D87015 
F-PLACE1009338//RPCI11-74N24 TV RPCI11 Homo sapiens genomic clone R-74N24, genomic survey se- 
quence V/2.4e-34: 180:1 00//AQ2688 11 «*■■ 
45 F-PLACE1 009368 ; f'?:^ 

F-PLACE1 009375 ? ' ^"-f^'V * 

F-PLACE1009388//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 1014D13, WORKING 
DRAFT SEQUENCE7/2.0e-37:288:84//AL022311 [ ' . ' '! \ y . ' 

F-PLACE1009398//Human DNA binding protein (HPF2) mRNA, complete cds.//4.3e-78:730:74//M27878 
50 F-PLACE1009404//SmD homolog [mice, liver, mRNA Pamal,'lS9^t]7/0:l6:95:71//S71494 

F-PLACE1 00941 0//Homo sapiens chromosome 17, clone hRPK.142_H_19, complete sequence7/1 .6e-1 50:701 : 
99//AC005919 

F-PLACE1009434//Mus musculus clone OST431 , genomic survey seq uence 7/2. 9e-73:442:88//AF046700 
F-PLACE1009443//Mycobacterium tuberculosis H37Rv complete genome; segment 148/1627/0.012:582:56// 
55 AL022022 '■>' 

F-PLACE1009444//Homo sapiens phosphatidylinositol 4-kihase 230' (pi4K230) mRNA, complete cds7/4.6e-21: 
146:93//AF012872 

F-PLACE1009459//Mus musculus clone OST9217, genomic survey ;sequence.//2.9e-31 :264:81//AF046660 
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F-PLACE1009468//Sequence 1 from patent US 55809687/1 .9e-83:567:84//l30536 

F-PLACE1009476//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-67A1 , complete sequence7/1 .9e- 
142:704:97//AC004531 ' " *" ' 

F-PLACE1009477//Human 11p14.3 PAC clone pDJ939m16, complete sequence7/2.2e-09:235:68//AC004601 
5 F-PLACE1009493//Human Chromosome 16 BAC clone CIT987SK-A-363E6, complete sequence7/2.9e-83:171 : 

92//U91321 ' 

F-PLACE1009524//Homo sapiens DNA sequence from PAC 63G5 on chromosome 22q12.3-13.1 . Contains part 
of a gene for a human SEC7 homolog B2-1 (cytohesin-2, Arno,. ARF exchange factor) LIKE protein, an unknown 
gene and a gene coding for a Leucine rich protein. Contains ESTs. STSs and GSSs, complete sequence7/3.8e- 
10 69:175:92//Z94160 . , 

F-PLACE1009539//Mus musculus synaptojanin 2 isoform alpha mRNA, complete cds.//7.0e-26:237:78// 
AF041862 ' ■ -; : V" 

F-PLACE1 009542//Human DNA sequence from clone 1039K5 on chromosome 22ql 2.3-13.2 Contains gene sim- 
ilar to PICK1 perinuclear binding protein, gene similar to mohocarboxylate transporter (MCT3), ESTs, STS, GSS 
'5 and a CpG island, complete sequenceV/3.1e-l0:l26:79//AL03l587 

F-PLACE1009571//RPCI11-60K12.TK RPCI11 Homo sapiens -genomic ^lone R-60K12, genomic survey se- 
quence. //1.4e-05:68:9 1//AQ 195869 ' y- M:^ 
F-PLACE1 009581 

F-PLACE1009595//Homo sapiens chromosome 5, P1 clone 1029A7"*(LBNL H15), complete sequence7/6.6e-19: 
20 309:70//AC003959 " \ X ' ' 

F-PLACE1009596//Rattus norvegicus platelet-activating factor, acetyl hydrolase beta subunit (PAF-AH beta) gene, 
complete Cds7/9.0e-09:485:59//AF01 6049 

F-PLACE1009607//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 409J21 , WORKING 
DRAFT SEQUENCE7/4.9e-43:714:66//Z83824 * *\'yP - 

25 F-PLACE1 00961 3//Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic sequence, WORKING 

DRAFT SEQUENCE, 9 unordered pieces.//0.017:655:57//AC004157 
F-PLACE1 009621 - ? 

F-PLACE1009622//HS-101 6-B2-E08-MF.abi CIT Human GenomiaSperm Library C Homo sapiens genomic clone 
Piate=CT 791 CoI=16 Row=J, genomic survey sequence7/2.7e- : 15:1 ! 6o:98//B33248 

30 F-PLACE1009637//Plasmodium falciparum 3D7 chromosome : 1 2 PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces.//0.63:130:67//AC005308 
F-PLACE1009639//S.pombe chromosome II cosmid c24E97/0:86:509:58//AL021816 
F-PLACE1 009659//Homo sapiens mRNA for KIAA0587 protein, IcoVtiplete cds.//1 .4e-1 71 :81 6:98//AB01 1 1 59 
F-PLACE1009665//Homo sapiens chromosome 17, clone. HCIT462L7, complete sequence7/3.4e-67:437:87// 

35 AC005177 '/^'-^.T ■ 

F-PLACE1009670//Homo sapiens genethonin 1 mRNA, compjet^pdW/2.5e-1 47:701 :98//AF062534 
F-PLACE1009708//Homo sapiens clone DJ0935K16, completiB ^equence.//1.5e-98:228:100//AC006011 
F-PLACE1009721//Human Cosmid g077la222 from 7q3L3, cbmpl6te sequence7/2.2e-1 30:736:91//AC000109 
F-PLACE1009731//M. musculus mRNA for immunity associated protein 38. //1.1e- 13:3 11 :64//Y08026 

40 F-PLACE1009763//Homo sapiens UBA3 (UBA3) mRNA, complete, cds7/4.2e-125:602:98//AF046024 

F-PLACE1 009794 - V* ' P ? 

F-PLACE1 009798//Hnman DNA sequence from clone 1 1 89B24 on chromosome Xq25-26.3. Contains NADH-Ubi- 
quinone Oxidoreductase MLRQ subunit (EC 1.6.5.3, EC 1.6.99.3fci-MLRQ), Tubulin Beta and Proto-oncogene 
Tyrosine-protein Kinase FER (EC 2.7.1.112, P94-FER, C-FER, "TYK3) pseudogenes, and part of a novel gene 
« similar to hypothetical proteins S. pombe C22F3.14C and C. elegans G16A3.8. Contains ESTs, an STS and GSSs, 

complete sequence 7/1 .3e-73: 27 1:84//AL030996 ' i * *"'"*'" 

F-PLACE1 009845 

F-PLACE1009861//B.tauris cathepsin B mRNA, 3' end7/0.00023:i 47 :65//M 64620 

F-PLACE1009879//Human DNA sequence *** SEQUENCING IN ^ROGRESS *** from clone 159A1 , WORKING 
50 DRAFT SEQUENCE.//4.9e-27:725:63//AL034397 * '/'} j A. \ 

F-PLACE1009886//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 167A19, WORKING 
DRAFT SEQUENCE7/8.2e-1 2:1 35:82//AL031 427 

F-PLACE1009888//F14G3-T7 IGF Arabidopsis thaliana genomic^clone F14G3, genomic survey sequence.// 
0.0044:232:607/AQ251431 " 
55 F-PLACE1009908//S.pombe chromosome I cosmid c3F107/1.5e.^^559:59//Z69369 

F-PLACE1009921//Homo sapiens cosmid clone HDAB ( 1 S 1 49) !i nsert DN A, complete cosm id. //5.9e-48:3 04:87// 
M63005 Vv;^ 

F-PLACE1009924//Homo sapiens chromosome 16p11.2 BAC cioVe : CIT987SK-2011O4, WORKING DRAFT SE- 
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QUENCE, 4 unordered pieces7/2.4e-51 :481 :78//AC004529 ■ ; \ , ' 

F-PLACE1009925//nbxb0027C22r CUGI Rice BAC Library Oryza sativa genomic clone nbxb0027C22r, genomic 
survey sequence7/0.98:220:67//AQ272066 

F-PLACE1009935//Sequence 16 from patent US 5552281 7/0:030: 152:67//I25655 
5 F-PLACE1009947//Homo sapiens clone GS096J14, WORKING DRAFT, SEQUENCE, 3 unordered pieces7/2.6e- 

12:322:67//AC006026 
F-PLACE1 009971 

F-PLACE1009992//HS_3178_B1_F04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3178 Col=7 Row=L, genomic survey sequence7/4.9e-23:142:95//AQl503H 
10 F-PLACE1009995//Caenorhabditis elegans cosmid C01A2, complete sequence.//0.00019:231:64//Z81029 

F-PLACE1009997//Rattus norvegicus A-kinase anchoring protein AKAP 220 mRNA, complete cds7/7.9e-87:552: 
80//U48288 . , 

F-PLACE1010023 " V''' ' 

F-PLACE1010031//Human DNA sequence from clone 30M3 on chromosome 6p22. 1-22.3. Contains three novel 
15 genes, one similar to C. elegans Y63D3A.4 and one similar to (predicted) plant, worm, yeast and archaea bacterial 
genes, and the first exon of the KIAA0319 gene. Contains ESTs, GSSs and putative CpG islands, complete se- 
quence .//6.9e- 1 0 1 : 1 81 :98//AL03 1 775 

F-PLACE1010053//M.musculus Spnr mRNA for RNA binding protein.//2.3e-136:689:95//X84692 
F-PLACE1010069//Human DNA sequence "* SEQUENCING IN PROGRESS from clone 212A2, WORKING 

20 DRAFT SEQUENCE.//0.0090:383:60//Z95114 

F-PLACE1010074//Homo sapiens sorting nexin 2 (SNX2) mRNArcomplete cdsV/1 .8e-166:792:98//AF065482 
F-PLACE1010076//Mouse mRNA for TGF-beta type I receptor, complete cds.//7.5e-1 3:203 :77//D25540 
F-PLACE1010083//Homo sapiens mRNA for KIAA0456 protein; partial cds.//3.0e-152:727:98//AB007925 
F-PLACE1010089//HS_3111_A1_E08_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

25 nomic clone Plate=3111 Col=15 Row=l, genomic survey sequence.//!;4.8e-07:124:78//AQl01268 
F-PLACE1010096//R.norvegicus mRNA for 100 kDa protein7/.V:2e;T08:700:85//X^ 

F-PLACE1010102//Plasmodium falciparum 3D7 chromosome 1 2 • PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces 7/2. 1e-07:476:60//AC005506 . 

F-PLACE1010105//Homo sapiens actin binding protein MAYVEN ^mRNA, complete cds.//3.8e-25:728:60// 

30 AF059569 ' / V-7 V' 

F-PLACE1010106//Human DNA sequence from PAC 127BT4 prV chromosome Xq227/6.5e-25:488:63//Z93928 
F-PLACE1010134//S.pombe chromosome I cosmid c29B127/1.9e-T3:238:67//Z99164 
F-PLACE1010148//Homo sapiens partial human cDNA (660 bp)7/4.8e-83 :409:98//AJ222636 
F-PLACE1010152//CIT-HSP-2381 F24.TF CIT-HSP Homo sapiens genomic clone 2381 F24, genomic survey se- 

35 quence.//1 .5e-28: 1 63:98//AQ1 96757 

F-PLACE1010181//Homo sapiens PAC clone DJ1139I01 from Xq23, complete sequence.//2.4e-1 5: 197:72// 
AC004973 

F-PLACE1010194//lctalurus punctatus tumor supressor p53 mRNA; complete cds7/3.0e-14:1 81 :74//AF074967 
F-PLACE1010202//Homo sapiens mRNA for MBNL protein.//1 .2e-27:509:66//Y 13829 
40 F-PLACE1010231//Human DNA sequence *** SEQUENCING iN PROGRESS *** from clone 287G14, WORKING 

DRAFT SEQUENCE7/2.3e-1 01 :194:95//AL033377 ' 

F-PLACE1010261//Homo sapiens mRNA for KIAA0448 protein, complete cds.//5.8e-145:693:97//AB007917 
F-PLACE1010270//Plasmodium falciparum 3D7 chromosome '12 "PFYACSSS genomic sequence; WORKING 
DRAFT SEQUENCE, 2 unordered pieces7/2.1e-05:347:60//AC004710 . 
45 F-PLACE1010274//Caenorhabditis elegans cosmid CO 1A2/Cdmpl0fe sequence 7/0. 00040 :231 :64//Z8l 029 

F-PLACE1010293//Homo sapiens chromosome 2 PAC RPCI3-4V7ET6 (Roswell Park Cancer Institute Human PAC 
library) complete sequence 7/6. 5e-25: 344: 70//AC004464 * ^ ; r^y\ 

F-PLACE1010310//Homo sapiens DNA sequence from PAC'S^E^dbn chromosome 1p34.4-36.13. Contains en- 
dothelin-converting-enzyme 1 (ECE-1), EST, STS, CA repeat, cornpfete sequence.//3.5e-l 0:185:67//AL031005 
50 F-PLACE1 01 0321 //Human DNA sequence from clone 299D3 on chromosome 22q13.3, complete sequence.// 

0.010:524:58/7284468 ' 

F-PLACE1010324//CIT-HSP-2335J21.TR CIT-HSP Homo sapiens genomic clone 2335J21, genomic survey se- 
quence./^. le-90:448:97//AQ04 1837 • '." ~ 

F-PLACE1010329//Apis mellifera Iigustica complete mitochondrial, genome 7/2.8e-08:384:64//L061 78 
55 F-PLACE1 01 0341//HS-1 047-A2-C04-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 

Plate=CT 830 Col=8 Row=E, genomic survey sequence7/4:1 e-21 :141 -92//B38252 

F-PLACE1010362//Mycobacterium tuberculosis H37Rv complete genome; segment 155/1627/0.94:398:57// 
AL022121 
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F-PLACE1010364//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y102G3, 
WORKING DRAFT SEQUENCEV/0.11 :404:56//AL020985 : \' 

F-PLACE1010383//Homo sapiens chromosome 17, clone hCif.186_H_2, complete sequence.//0.066:88:76// 
AC004675 '-Vr-iP 

F-PLACE1010401//CIT-HSP-2367K17.TR CIT-HSP Homo sapiens genomic clone 2367K17, genomic survey se- 
quence.//2.4e-71 :454:88//AQ076825 '. « . 

F-PLACE1010481//Bos taurus C5-glucuronyl epimerase mRNA, partial cds7/7.5e-134:722:93//AF003927 
F-PI_ACE1010491//Homo sapiens Cre binding protein-like 2 mRNA, complete cds.//2.2e-1 50:702 :99//AF039081 
F-PLACE1010492 . ; V . 

F-PLACE1010522//Homo sapiens cosmid LM1937 from Xq287/0.022:405:60//U82695 
F-PLACE1010529//Sequence 1 from patent US 577671 77/2.9e^1 45 :684:98//AR016417 
F-PLACE1010547//Human DNA sequence from clone 790B6 on "chromosome 20pH .22-12.2. Contains STSs and 
GSSs, complete sequence.//1.0:283:61//AL031677 

F-PLACE1010562//RPCI11-65I16.TKRPCI11 Homo sapiens genomic clone R-6511 6, genomic survey sequence.// 
0.01 7:21 6:67//AQ200831 ' 4 . 

F-PLACE1010579//Homo sapiens full-length insert cDNA YI23D12.//3.9e-19:147:89//AF075014 

F-PLACE1 01 0580//Mouse RNA helicase and RNA-dependent ATPase from the DEAD box family mRNA, complete 

CdS.//6.4e-96:559:89//L25125 

F-PLACE1010599//Homo sapiens peroxisomal membrane anchor protein HsPex14p (PEX14) mRNA, complete 
Cds7/3. 1 e-1 46:707:97//AF0451 86 ; ■* *.":' 

F-PLACE1010616//Plasmodium falciparum 3D7 chromosome- »1'2VPFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces7/0.045:454:59//A^bi308r t ; 

F-PLACE1010622//Plasmodium falciparum MAL3P2, compiete'sequence7/9.1e-07:378:60//AL034558 
F-PLACE1 01 0624//Streptomyces coelicolor cosmid 5A7.//1 ,4e-0 t 5:Si8:61//AL031 1 07 

F-PLACE1010628//Homo sapiens clone DJ0647C14, WORKING; Df^tAFT SEQUENCE, 21 unordered pieces.// 
5.0e-137:675:97//AC004846 *\' f j.& r \ * 

F-PLACE1010629//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-259H10, complete sequence 7/2 .5e- 
17:187:80//AC004682 / - V' ' ' 

F-PLACE1010630//Arabidopsis thaliana genomic DNA, chro'mosdmerSVTAC clone: K21 P3, complete sequence.// 
0.21 :159:64//AB01 6872 ' M ,* 

F-PLACE1 01 0631//Homo sapiens clone RG1 40B1 1 , WORKING DRAFT-SEQUENCE, 1 unordered pieces.//1 .2e- 
144:720:97//AC005069 ' ^ * 

F-PLACE1010661 - ^ 

F-PLACE1010662//Arabidopsis thaliana DNA chromosome 4, BAC clone F7J7 (ESSA project)7/0. 90:257:61// 
AL021960 

F-PLACE1010702//Human repressor transcriptional factor (ZNF85) mRNA, complete cds.//3.3e-73:697:74// 
U35376 

F-PLACE1010714//Human Chromosome I5qll-qi3 PAC clprie;p_DJ778a2, complete sequence 7/0.01 0:447:59// 
AC004583 * . . ^T?' 

F-PI_ACE1010720//Mouse TPA-induced TIS11 mRNA7/2.0e-86:535:88//X14678 

F-PLACE1010739//HS_2013_B2_B10_MR CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=20i3 Col=20 Row=D, genomic survey sequence.//5.7e-87:435:97//AQ235864 
F-PLACE1010743//R.norvegicus mRNA for myr57/1 .7e-87. r $82: 85//X77609 

F-PLACE1010761//Homo sapiens chromosome 17, clone. hRpK:"294^J_22, complete sequence7/4.7e-45:235: 
99//AC005921 V J. 

F-PLACE1010771//M.musculus HCNGP mRNA 7/1 .6e-1 35:801 :88?/X6S061 

F-PLACE1010786//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** fromcontig 4-15, complete 
sequence.//0.35:334:60//AL010221 . J^-*,- ' 

F-PL_ACE1010800//RPCI11-79H17.TV RPCI11 Homo sapiens 'geniDmic clone R-79H17, genomic survey se- 
quence7/5.8e-18:168:82//AQ284252 > 

F-PI_ACE1010802//Human Chromosome X clone bWXD531, cqrWpfete;sequence7/1 .6e-30:693:63//AC004384 
F-PI_ACE1010811//RPCI11-51N5.TK RPCI11 Homo sapiens genomic clone R-51N5, genomic survey sequence.// 
8.3e-11 :142:78//AQ052380 • [ * 

F-PLACE1010833//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 467K16, WORKING 
DRAFT SEQUENCE7/7.3e-40:1 47:88//AL031 283 /]' : 

F-PI_ACE1010856//M.musculus mRNA for utrophin7/7.3e-17:150:86//Y12229 

F-P1_ACE1010857//Homo sapiens genomic DNA of 8p2l.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 11/117/1 .4e-94:422:95//AB020868 
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F-PLACE1 01 0870//M.musculus mRNA for ZT3 zinc finger factorvK 3e : 93:530:90//Z67747 

F-PLACE1 01 0877//Homo sapiens mRNA for KIAA061 0 protein partial cds.//1 . 1 e-1 47:694: 98//AB01 1 1 82 

F-PLACE1010891 r * \ 

F-PLACE1 01 0896//Mouse BAC mbac20 from 1 4D1 -D2 (T-Cell Receptor Alpha Locus), complete sequence.//3.9e- 
5 26:394:68//AC003997 

F-PLACE1010900 . .. < } [j : 

F-PLACE1010916//HS_2242_A1_C04_MF CIT Approved Human; Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2242 Col=7 Row=E, genomic survey sequence7/1 :0eT78:391 :97//AQU6687 
F-PLACE1010917 

10 F-PLACE1010925//Plasmodium falcipanjm 3D7 chromosome 12 .PFYAC69 genomic sequence, WORKING 

DRAFT SEQUENCE, 4 unordered pieces.//0.11:629:56//AC004688 . 

F-PLACE1010926//Homo sapiens mRNA for KIAA0554 protein, partial cds.//9.5e-138:653:98//AB011126 
F-PLACE1010942//Homo sapiens intersectin short form mRNA, complete cds7/5.6e-90:437:98//AF064243 
F-PLACE1010944//Homo sapiens full-length insert cDNA clone ZD38E12.//1 .4e-09:208:68//AF086247 
15 F-PLACE1010947 ; * v ;. . 

F-PLACE1010954//CIT-HSP-2283D9.TR CIT-HSP Homo sapiens genomic clone 2283D9, genomic survey se- 
quence./^. 1e-29:1 90:91 //B98965 

F-PLACE1 01 0960//Plasmodium falciparum DNA •** SEQUENCING IN PROGRESS *** from contig 4-52, complete 
sequence.//0.00074:421:60//AL010226 
20 F-PLACE1 01 0965//CIT-HSP-2386K24:TF.1 CIT-HSP Homo,sapiens genomic clone 2386K24, genomic survey se- 

quence 8e-84:412:99//AQ240696 ' *f.,;Vy; 

F-PLACE1 01 1 026//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *** from contig 3-20, complete 
sequence.//0.00037:257:64//AL008972 : *\ . 

F-PLACE1011032//Homo sapiens chromosome 5, BAC clorie : 118LT3 (LBNL H176), complete sequence.//3.8e- 
25 06:315:65//AC005348 / 

F-PLACE1011041//Human Fas-ligand associated factor 3 mRNA,^partikicds7/1.5e-56:286:98//U70669 

F-PLACE1011046//Rat phospholipase C-1 mRNA, complete cds.//1 .3e-24:278:76//M20636 

F-PLACE1011054//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 981 L23, WORKING 

DRAFT SEQUENCE7/3.8e-27:1 96:84//AL031 686 ' : : 1 

30 F-PLACE1011056//Ovis aries bactinecin 11 (Bac11) gene, exoh' 4^ and 'complete cds7/5.4e-06:182:67//U77049 

F-PLACE1011057//protein kinase PRK2 [human, DX3 B-cell myelorriaicell line, mRNA, 3255 nt]7/3.2e-31 :169: 

100//S75548 l '^"r 

F-PLACE1011090//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 998H6, WORKING 
DRAFT SEQUENCE.//5.1 e-80:479:89//AL031 687 
35 F-PLACE1011109//Rattus norvegicus nuclear-encoded mitochondrial elongation factor G mRNA, complete cds.// 
2.3e-24:192:84//L14684 *' / 

F-PLACE1011114//S.cerevisiae chromosome XI reading frame ORF YKR024C.//1 .4e-14:346:60//Z28249 
F-PLACE1011133//T7E9-T7.1 TAMU Arabidopsis thaliana ^enbmi? clone T7E9, genomic survey sequence.// 
0.01 0:345:60/B1 9698 

40 F-PLACE1011143//CIT-HSP-2375J10.TR CIT-HSP Homo sapiens' genomic clone 2375J10, genomic survey se- 

quence .//0 . 000 1 3 : 95 : 76//AQ 1 09305 

F-PLACE1011160//Homo sapiens PAC clone DJ0808A01 frVm r 7q2T:1-q31 .1 , complete sequence .//3.7e-1 11 :692: 
87//AC004893 \ 'X/-?' I 

F-PLACE1011165//H.sapiens galactokinase (GK2) mRNA, c^mj3tet%d^.//8.4e-31:194:92//M84443 
45 F-PLACE1011185//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-249B10, complete sequence7/3.le- 

43:447:72//AC002288 " V » r ; 

F-PLACE1011203//Homo sapiens chromosome 18q11 beta-l,4-galactosyltransferase mRNA, complete cds.// 
3.3e-124:584:99//AF038664 *7 ' : / f ^ " 

F-PLACE1011214//HS_2046_A2_B01_MR CIT Approved Hun^an' Genornic Sperm Library D Homo sapiens ge- 
so nomic clone Plate=2046 Col=2 Row=C, genomic survey sequeric ! e7/2'0e-39:346:81//AQ305965 

F-PLACE1011219 ^ 

F-PLACE1011221//CITBI-E1-2513F18.TRCITBI-E1 Homo sapiens genomic clone 251 3F1 8, genomic survey se- 
quence.//2.4e-20:119:100//AQ279801 [ V \ '^r* ' 

F-PLACE1 01 1229//Homo sapiens mRNA for KIAA0529 protein/partial CdS.//4.4e-146:675:99//AB011101 
55 F-PLACE1011263//Homo sapiens BAC clone GS166A23 fronWp21, complete sequence.//1.7e-42:212:84// 

AC005014 

F-PLACElOH273//Caenorhabditis elegans DNA "* SEQUENCING IN PROGRESS *** from clone Y37D8, 
WORKING DRAFT SEQUENCE.//1. 0:21 4:60//Z9281 9 
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F-PLACE1011291//RPCI11-16P9.TP RPCI-11 Homo sapiens genomic clone RPCI-1M6P9, genomic survey se- 
quence.//8.0e-08:66:98//B81 770 

F-PLACE1 01 1296//Homo sapiens chromosome 16, cosmid clone 443G8(LANL), complete sequence7/0.027:1 35: 
67//AC004647 ■V^'/^'"" 1 
5 F-PLACE1011310//H.sapiens CpG island DNA genomic Msei .fragment, clone 53d0, reverse read 

cpg53c10.rt1b7/1.4e-05:57:100//Z61496 v *: 

F-PLACE1011325//Human immunodeficiency virus type 1 (D9) proviral structural capsid protein (gag) gene, partial 
CdS.//0.077:193:60//L02290 ■ s- J 

F-PI_ACE1011332//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds7/3.ie-i 50:699: 
W 99//AF1 02265 

F-PLACE1011340//Homo sapiens chromosome 17, clone hRPK.388_F_14, complete sequence7/2.4e-38:186: 
83//AC005375 - . 

F-PLACE1011371//Mus musculus PK-120 precursor (itih-4) mRNA, complete cds7/6.0e-35:689:63//AF023919 
F-PLACE1011375//MUS musculus Kv3.4 gene, exon 4.//6.0e-88:584:86//AJ010310 

'5 F-Pl_ACE1011399//paramecium species 7,325 mt dna dimer: replication init. region7/0.00011:255:63//K00919 

F-PLACE1011419//Homo sapiens chromosome 21 PAC LLNLP704G1150Q137/0.067:337:62//AJ006996 
F-PLACE1011433//Homo sapiens mRNA for KIAA0530 protein, partial cds7/4.6e-157:743:98//AB011102 
F-PLACE1 01 1452//Homo sapiens *** SEQUENCING IN PROGRESS ***, WORKING DRAFT SEQUENCEV/1.1 e- 
53:557:73//AJ01 1 929 T . ; . 

20 F-PLACE1011465//Homo sapiens Chromosome 16 BAC clprie:CjT9JB7SK-A-248F7, complete sequence.//3.5e- 

71 :498:80//AC004605 ' l ^ ' rr 

F-PLACE1011472//Homo sapiens mRNA for KIAA0712 protein, complete Cds7/4.8e-151 :703:99//AB018255 
F-PLACE1011477//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds.//5.2e-145:675:99//AF065482 
F-PLACE1011492//Ray (T.californica) acetylcholine receptor beta-subunit mRNA.//1 . 0:448 :59//J00964 
25 F-PLACE1011503 'l^ii-.;*. 

F-PI_ACE1011520//Homo sapiens clone DJ1119N05, complete ^sVquehce.//3.8e-147:692:99//AC004968 
F-PLACE1011563//R.norvegicus mRNA for leucocyte common antigen-related protein (3941 bp)7/0. 00036:296: 
61//X83546 • - • L ' "■ 

F-PLACE1011567//Homo sapiens PAC clone DJ1164K10 from~7p21 -p22, complete sequence7/1 .1e-38:315:82// 
30 AC004984 

F-Pl_ACE1011576//Homo sapiens hematopoietic cell derived zinc finger protein mRNA, complete cds7/1 .3e-65: 
268:86//AF054180 ^ /t < 

F-PLACE1011586//Homo sapiens chromosome 17, clone HRPC890E16, complete sequence 7/2.0e-82: 188:96// 
AC004477 

35 F-PI_ACE1011635//Homo sapiens chromosome 17, clone hRPK.2l4_0_l ( complete sequence7/l.8e-l 53:752: 
97//AC005224 

F-PLACE1011 64l//Homo sapiens T-cell receptor alpha delta locusfrom bases 501 613 to 752736 (section 3 of 5) 
of the Complete Nucleotide Sequence.//4.8e-05:i90:67//AE000660' 
F-PLACE1011643//Alcaligenes eutrophus phaP geney/0.16:466:59//Xi35729 
40 F-PLACE1011646//Human DNAsequence*** SEQUENCING IN^^ 

DRAFT SEQUENCE7/9.1 e-19:156:76//AL033383 
F-PLACE1011649 ; }y: } \fr^ 

F-PLACE1011650//Homo sapiens retinol dehydrogenase gene, complete cds7/6.4e-09:172:74//AF037062 
F-PLACE1011664//D.melanogastercrn mRNA7/1 J e-52:650:68//X58374 ' 
45 F-PI_ACE1011675//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces7/0J1 :443:58//AC0055Q7^; J T 

F-PI_ACE1011682//Human DNA sequence from clone 342B11 on chromosome 22q12.1-12.3. Contains ESTs and 
a GSS, complete sequence7/0.31:127:71//AL008719 • \! / 

F-PLACE1011719//Human BAC clone RG369K23 from 7q31, complete sequence7/4.6e-52:461:77//AC002487 

50 F-PLACE1011725 t m , <ir . : 

F-PI_ACE1011729//Human Chromosome 15q 11 -q 13 clone p'DJ276c12from the Prader-Willi/Angelman syndrome 
region, WORKING DRAFT SEQUENCE, 3 unordered pieces7/0.011 :320:62//AC004737 
F-PLACE101l749//Plasmodium falcipanjm 3D7 chromosome 12 PFYAC293 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces7/0.00031:544:59//AC004157 

55 F-PLACE1011762//Homo sapiens BAC clone RG437L15 from 8q21, complete sequence7/2.4e-1 15:682:90// 

AC004003 f . t 

F-PLACE1011778//RPCI11 -22D17TVB RPC1-11 Homo sapiens "genomic clone RPCI-11-22D17, genomic survey 
sequence7/2.7e-114:611:93//AQ008944 
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F-PLACE1011783//CIT-HSP-2317N1.TF CIT-HSP Homo sapiens genomic clone 2317N1, genomic survey se- 
quence7/2.3e-17:120:94//AQ042330 ; * 

F-PLACE1011858//Gallus domesticus filamin mRNA, complete cds#4.ie-24:565:64//U00147 
F-PLACE1011874//Homo Sapiens Chromosome X clone bWXD3l 2 ^complete sequence7/2.5e- 141:678:98// 
AC004478 

F-PLACE1011875//Homo sapiens mRNA for KIAA0580 protein, partial cds7/1.6e-108:526:98//AB011152 
F-PLACE1011891//Human DNA sequence SEQUENCINGJN PROGRESS *" from clone 439F8, WORKING 
DRAFT SEQUENCE.//0.0014:330:62//AL021 392 

F-PLACE1011896//MUS musculus WntlOa mRNA, complete Cds7/1 .4e-89:678:82//U61969 
F-PLACE1011922//Caprine arthritis-encephalitis virus envelope glycoprotein (env) gene, partial cds7/0.069:246: 
61//U81400 

F-PLACE1011923//Homo sapiens serum-inducible kinase mRNA.complete Cds.//1 .2e-138:664:98//AF059617 
F-PLACE1011962//HS_3212_B2_G12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3212 Col=24 Row=N, genomic survey seq uerice://2:4e-07:1 54: 74//AQ 175369 
F-PLACE1011964//Human DNA sequence *** SEQUENCING* In PROGRESS *** from clone 322P7, WORKING 
DRAFT SEQUENCE.//3.7e-22:369:69//AL023799 * -..T.N- 

F-PLACE1 01 1 982//HS-1 041 -A1 -B01 -MR.abi CIT Human GenomicSperm Library C Homo sapiens genomic clone 
Plate-CT 823 Col=1 Row=C, genomic survey sequence.//0.44:309:58//B36529 

F-PLACE1 01 1995//Homo sapiens Xq28 BAC RPCI11-382P7 (Rpswell Park Cancer Institute Human BAC Library) 
complete sequence7/8.8e-53:687:71//AC006054 - : ; 

F-PLACE1012031//Homo sapiens mRNA for KIAA0713 proteih" partial cds7/1.2e-146:690:98//AB01 8256 
F-PLACE2000003//Homo sapiens chromosome 17, clone hRPK.3i8rA_15, complete sequenced 7e-62:293: 
88//AC005837 ' ;* u ; . . / 

F-PLACE2000006//Homo sapiens chromosome 12p13.3 clone. R PC M ; -96H 9, WORKING DRAFT SEQUENCE, 66 
unordered pieces .//1.4e-11 6:261 :91//AC006057 * , v * 

F-PLACE2000007 V : '*> 

F-PLACE2000011//Homo sapiens chromosome 19, cosmid F20887, complete sequence.//5.2e-1 02:489:99// 
AC005578 : • 

F-PLACE2000014//Human DNA sequence *** SEQUENCING-IN^PROGRESS *** from clone 1 111 N9, WORKING 
DRAFT SEQUENCE.//0.0095:307:62//AL022574 ■* - : ,: 

F-PLACE2000015//Homo sapiens clone RG140B11 , WORKING 1 DRAFT SEQUENCE, 1 unordered pieces.//2.0e- 
36:31 6:81//AC005069 " ' ' * 

F-PLACE2000017//HS_3042_A1_F08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3042 Col=15 Row=K, genomic survey sequence'7/1 .0:184:61//AQ098074 
F-PLACE2000021//Homo sapiens TRF1 -interacting ankyrin-reiated^ADP-ribose polymerase mRNA, complete 
Cds7/4.6e-84:844:72//AF082556 * \ 

F-PLACE2000030//Human Chromosome 11 Cosmid cSRLt6b6? complete sequence7/2.3e-22:233:77//U73638 
F-PLACE2000033//C.capitata mRNA for chorion protein s1 87/0.001 9:342:62//Y08913 

F-PLACE2000034//Rattus norvegicus transmembrane receptprRoboi. ! m^ complete cds 7/2. 8e- 13:335:63// 
AF041082 ■ 

F-PLACE2000039//Rattus norvegicus cytoplasmic dynein hea\)7'cliaih*(MAP 1C), mRNA, complete cds7/7.7e-84: 
489:90//L08505 _ V tf* -VpVi ■ 

F-PLACE2000047//Homo sapiens ccr2b (ccr2), ccr2a (cci^);ccr5;(ocr5) and ccr6 (ccr6) genes, complete cds, and 
lactoferrin (lactoferrin) gene, partial cds, complete sequenceV/5/64-28:327:76//U95626 
F-PLACE2000050//Homo sapiens chromosome 17, clone HRPC41C23, complete sequence.//1.le-32:527:68// 

AC003101 1 - : 

F-PLACE2000061//CIT-HSP-2346L20.TF CIT-HSP Homo sapiens genomic clone 2346L20. genomic survey se- 
quence.//! .1e-05:89:83//AQ05901 0 - ? 

F-PLACE2000062//Human membrane-associated lectin type-C mRNA7/9.0e-113:662:86//M98457 
F-PLACE2000072//Homo sapiens ZNF202 beta (ZNF202) mRNA; complete cds7/2.2e-1 33:631 :98//AF0272 19 
F-PLACE2000097//Homo sapiens chromosome 12p13.3 clone i RPCI11-189M20, WORKING DRAFT SE- 
QUENCE, 39 unordered pieces 7/1 .6e-1 6:11 9:93//AC005910 /* \ 

F-PLACE2000100//HS_3184_A1_D06_T7 CIT Approved HumaniGenomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3184 Col=11 Row=G, genomic survey sequenced .5e-80:409:97//AQ 150004 
F-PLACE2000103//Human DNA sequence "* SEQUENCING INj PROGRESS *** from clone 20208, WORKING 
DRAFT SEQUENCE7/1 .Oe-1 72:830:98//AL031 848 ^/; : 
F-PLACE2000111//Homo sapiens DNA, trinucleotide repeats regiph7/1 . 0:200:64//AB018491 
F-PLACE2000115 ■ 
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F-PLACE2000124//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-67A1 , complete sequence7/6.2e-43: 
362:80//AC004531 

F-PLACE2000132//RPCI11-79F15.TV RPCI11 Homo sapiens/geriomic clone R-79F15, genomic survey se- 
quence./^. 4e-35:206:94//AQ2841 66 . v ; 
5 F-PLACE2000136//Human BAC clone 7E17 from I2q, complete.;sequence7/2.7e-l2:8i4:59//AC002070 

F-PLACE2000140//Human DNA sequence **• SEQUENCINGS PROGRESS from clone 11703, WORKING 
DRAFT SEQUENCE.//3.6e-165:799:97//AL020995 

F-PLACE2000164//Canine histamine H2 receptor gene, complete cds.//0.1 0:392 :56//M32701 
F-PLACE2000170 " . j j» 

10 F-PLACE2000172//Homo sapiens PAC clone DJ0811017 from 7q21-22, complete sequence .//3.9e-9 1:552:88// 

AC006005 

F-PLACE2000176//Homo sapiens Chromosome 22qll.2 BAC CIone,b437glO In BCRL2-GGT Region, complete 
sequence.//0.98:201:64//AC004032 ; %■ % 

F-PLACE2000187 /" [ ^ . ; 

15 F-PLACE2000216 / T 'x " 

F-PLACE2000223//RPCI11-12L17.TP RPCI-11 Homo sapiens genomic clone RPCI-11-12L17, genomic survey 
sequence.//0.00039:325:58/B75888 ' ' \ . 

F-PLACE2000235//Human Chromosome 16 BAC clone C1T987SK-254P9, complete sequence 7/7. 5e-55: 237:78// 
AC003003 

20 F-PLACE2000246//Homo sapiens chromosome 3p clone RPCI4-'544D10, WORKING DRAFT SEQUENCE, 58 

unordered pieces .//2.4e-92:236:94//AC005902 ' '■ . 

F-PLACE2000264//Human DNA sequence from clone 391022 on chromosome 6p21.2-21 .31 Contains pseudo- 
genes similar to ribosomal protein, ESTs, GSSs, complete sequence)/l!4e-32:331:78//AL03 1577 
F-PLACE2000274//Anthocidaris crassispina mRNA for B2HC, partial cds.//8.5e-48: 765 :66//AB0 12308 
25 F-PLACE2000302//Kaposi's sarcoma-associated herpes-like viruW ORF73 homolog gene, complete cds.//8.3e- 

08:662:58//US2064 .,, ■ ;\ r 

F-PLACE2000305//Homo sapiens clone DJ1129L24, WORKIN§DR|fT;SEQUENCE, 5 unordered pieces.//2.4e- 
08:95:81//AC006021 : ^TiiM 

F-PLACE2000317//HS_3183_B2_F05_MR CIT Approved Human Genomic Sperm-Library D Homo sapiens ge- 
30 nomic clone Plate=3183 Col=10 Row=L, genomic survey seq0ehcef/y2.5e-71:346:99//AQ 172747 

F-PLACE2000335//Homo sapiens clone DJ1 032D07, WORKING DRAFT SEQUENCE, 3 unordered pieces.//3.7e- 
14:402:65//AC004952 r '^-f\P I 

F-PLACE2000341//Rattus norvegicus sodium-dependent multi-vitamin transporter (SMVT) mRNA, complete 
cds.//4.5e-77:555:82//AF026554 [ y/^.V^ . 

35 F-PLACE2000342//Suid herpesvirus 1 UL5 gene, partial cds,- UL6 and UL7 genes, complete cds, UL8 gene, partial 

CdS.//1.8e-14:259:71//U66829 J 

F-PLACE2000347//Human DNA from overlapping chromosome 19-specific cosmids R32543,, and F1 561 3 con- 
taining ZNF gene family member, genomic sequence, complete , sequerice.//6.0e-34:376:74//AC003006 
F-PLACE2000359//RPCI11-23J20.TKBR RPCI-11 Homo sapiens genomic clone RPCI-11 -23J20, genomic survey 
40 sequence.//8.4e-21 :288:69//AQ01 3849 

F-PLACE2000366//Hu_man Jigger! transposable element, complete consensus sequence.//5.0e-1 14:692:80// 
U49973 '?""■ * 

F-PLACE2000371//Homo sapiens 12p1 3.3 PAC RPCI1-29K11 (Roswell Park Cancer Institute Human PAC Library) 
complete sequenceV/0.38:356:58//AC0051 82 : ; . 

45 F-PLACE2000373//RPCI11-49C18TJ RPCI11 Homo sapiens" genomic clone R-49C18, genomic survey se- 

quence J/0, 064: 1 32:68//AQ051 776 

F-PLACE2000379//Homo sapiens Xp22 BAC GS-607H18 (Genome Systems Human BAC library) complete se- 
quence.//1.6e-130:776:88//AC003658 \ , 

F-PLACE2000394//Homo sapiens chromosome 18 BAC RPClli^l28pi4 (Roswell Park Cancer Institute Human 
so BAC Library) complete sequenceV/5.4e-113:808:83//AC005909 ' : 

F-PLACE2000398//Mouse hexamer repeat sequence (11 7) homologous to Drosophila 'period' gene.//0.87:286: 
63//X06967 ;i * ' \V : ff 

F-PLACE2000399 7 ^.'jf \ ' l 

F-PLACE2000404//Caenorhabditis elegans cosmid R74, complete sequ'ence.//2.9e-59:532:68//Z36238 
55 F-PLACE200041l//Acanthamoeba castellanii transformation-sensitive protein homolog mRNA, complete cds.// 

0.44:553:56//U89984 . ';; ^,^ ; v 

F-PLACE2000419//Human adenosine deaminase (ADA) gene/complete cds.//l .4e-56:303:86//M 13792 
F-PLACE2000425//HS_3047_A1_H05_MR CIT Approved Human'Genomic Sperm Library D Homo sapiens ge- 
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nomic clone Plate=3047 Col=9 Row=0, genomic survey sequence.//2.8e-42:224:97//AQ 126949 
F-PLACE2000427 „ 

F-PLACE2000433//Homo sapiens chromosome 17, clone hRPK.156_L_14, complete sequence7/1 .1e-1 9:363: 
67//AC005621 ,...V^;^V 
5 F-PLACE2000435//HS_3036_B1_F11 JvIR CIT Approved HumarvGenomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3036 Col=21 Row=L, genomic survey sequence//3.1e-06:184:66//AQ096999 
F-PLACE2000438//Caenorhabditis elegans cosmid Y45F1 OD; completed sequence .//4.6e-23:550:62//AL02 1492 
F-PLACE2000450//Homo sapiens PAC clone DJ1 1 88N21 from 7qli .23.q2l .1 , complete sequencey/1 .0e-78:604: 
80//AC006025 

10 F-PLACE2000455//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-279B1 0, complete sequenceV/8.2e- 

05:330:63//AC002300 > ; >. 

F-PLACE2000458//Homo sapiens chromosome 5p, BAC clone,50g2l (LBNL H154), complete sequence7/5.7e- 
1 68:81 6:97//AC005740 • ~ C" ] 

F-PLACE2000465//Human Chromosome 11 Overlapping Cosmids;.cSRL72g7 and cSRL140b8, complete se- 
15 quence.//4.3e-33:296:79//AC002037 

F-PLACE2000477//Horno sapiens clone RG052H06, WORKING' DRAFT SEQUENCE, 11 unordered pieces.// 
3 .4e-59 :598 :74//AC005057 

F-PLACE3000004//Human EYA3 homolog (EYA3) mRNA, complete cds.//7.6e-49:361 :84//U81602 
F-PLACE3000009//Human placenta (Diff48) mRNA, complete cds.//3.0e-58:713:69//U49187 
20 F-PLACE3000020//R.norvegicus type III adenylyl cyclase mRNA, complete cds.//6.1e-103:600:89//M55075 

F-PLACE3000029 

F-PLACE3000059//Mus musculus mRNA for ubiquitin conjugating ehzyme.//4.4e-1 15:71 8:86//Y1 7267 
F-PLACE3000070//Homo sapiens chromosome 5, BAC clone 194j18 (LBNL H158), complete sequencey/1 .8e- 
17:250:74//AC005368 <. *>;$y* 

25 F-PLACE3000103//Caenorhabditis elegans cosmid Cl3Flo.//4.6e-d7:408:6l//U97006 

F-PLACE3000119//*** SEQUENCING IN PROGRESS *** Homb^apiens chromosome 4, BAC clone C0190L06; 
HTGS phase 1 , WORKING DRAFT SEQUENCE, 21 unordeVe^pfeces.//1.5e-58:291 :86//AC004670 
F-PLACE3000121//Rattus norvegicus rsed5 mRNA, completecds.//8:ie-8l:837:7l//AF032668 
F-PLACE3000124//Homo sapiens chromosome 17, clone hRPK?85vBj7, complete sequence .//l.8e-48:330:79// 

30 AC005695 y j r V" 

F-PLACE3000136 \ S 

F-PLACE30001 42//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 349A1 2, WORKING 
DRAFT SEQUENCE.//0.011 :294:62//AL033520 ' - 

F-PLACE3000145//Gallus gallus tensin mRNA, 3' endV/6.9e-52:659:68//Lp6662 
35 F-PLACE3000147//Human DNA sequence from clone 267M20 on chromosome Xq22.2-22.3. Contains part of the 

DIAPH2 gene and a pseudogene, ESTs, STSs and GSSs, complVte sequence.//5.1e-37:305:8l//AL03l053 
F-PLACE3000148//Homo sapiens chromosome Y, clone 47511 , complete sequencey/4.7e-32:766:63//AC004474 
F-PLACE3000155//Homo sapiens chromosome 17, clone hRPK.597_MLi2, complete sequence7/7.4e-l 73:822: 
98//AC005277 

40 F-PLACE3000156//Homo sapiens chromosome 19, overlapping cosmids F18547, F11133, R27945, R28830 and 

R32804,_complete sequence7/2.2e-81 :783:74//AC003682 
F-PLACE3000157 

F-PLACE3000158//, complete sequencey/1 .Oe- 180: 845 :97//AC0 05500 

F-PLACE3000160//CIT978SK-152K7.TV CIT978SK Homo sapiens 'genomic clone 152K7, genomic survey se- 
« quence.//0.080:259:59//B50878 

F-PLACE3000169//Homo sapiens chromosome 19, BAC ClT-B-i;9in6, complete sequence.//9.8e-i 58:749:98// 
AC006130 

F-PLACE3000194 T'^vVv' , 

F-PLACE3000197//Frubripes GSS sequence, clone 075N04bB7;-genomic survey sequence.//1.4e-08:164:68// 
50 AL003352 

F-PLACE3000199//Human DNA sequence *" SEQUENCINisJ^pROGRESS *** from clone 424J12, WORKING 
DRAFT SEQUENCE.//0.0019:277:58//Z82207 

F-PLACE3000207//Homo sapiens BAC clone GS165L15 from ; . r 7p1 5,' complete sequence.//6.6e-21:3 12:67// 
AC005013 ,■ v* : t ^'-*V"'. 

55 F-PLACE3000208//Homo sapiens (clones: CW52-2, CW27-6^CWl5 : 2,;QW26-5, 11-67) collagen type VII inter- 

genic region and (COL7A1) gene, complete Cds7/1 .0:279:61 //Lid982" l ' ; 

F-PLACE3000218//Homo sapiens, WORKING DRAFT SEQUENCE- 52 unordered pieces y/9.3e-43:383:79// 
AC004086 1 *' " * * 
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F-PLACE3000220//RPCI11 -54B4.TV RPCI11 Homo sapiens genomic clone R-54B4, genomic survey sequence.// 
2.4e-36:381 :76//AQ082056 

F-PLACE3000221//Homo sapiens clone DJ1186P10, WORKING DRAFT SEQUENCE, 6 unordered pieces//7.2e- 
1 35:721 :91//AC005231 ; 
F-PLACE3000226 \ 1 r 

F-PLACE3000230//Homo sapiens dcr2b (ccr2), ccr2a (ccr2), ccr5 (ccr5) and ccr6 (ccr6) genes, complete cds, 
and lactoferrin (lactoferrin) gene, partial cds, complete sequ'e nee .//3-3e^80:498:78//U 95626 
F-PLACE3000242//Human DNA sequence from clone 1 409 on chromosome Xpl 1 .1 -1 1 .4. Contains a Inter-Alpha- 
Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced Melanoma-Associated Antigen MAGE LIKE gene 
and a 6-Phosphofructo-2-kinase (Fructose-2,6-bisphosphatase) LIKE pseudogene. Contains ESTs, STSs and ge- 
nomic marker DXS8032, complete sequence.//2.6e-54:254:92//Z98046 
F-PLACE3000244//M.musculus mRNA for 200 kD protein.//1.4e l 139':850:86//X80169 
F-PLACE3000254//Ateline herpesvirus 3 complete genomeY/1 .3e;1 0:399:6 1//AF083424 
F-PLACE3000271//Human Chromosome 16 BAC clone CIT987SK-A-815A9, complete sequenceY/1.8e-21 :350: 
68//AF001548 

F-PLACE3000276//HS_2026_B1_H11_T7 CIT Approved Human (Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2026 Col=21 Row=P, genomic survey sequence.//5.7e-45:376:8l//AQ23H47 
F-PLACE3000304//Homo sapiens chromosome 19, cosmid R26660, complete sequence.//1.6e-1 38:650:99// 
AC005328 
F-PLACE3000310 

F-PLACE3000320//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 423B22, WORKING 
DRAFT SEQUENCE.//1 .9e-41 :379:77//AL034379 

F-PLACE3000322//Homo sapiens chromosome 17, clone hRPK.209_J_20, complete sequenceY/3.3e-35:419: 
68//AC005822 " t i * 

F-PLACE3000331//CIT-HSP-2347D24.TR CIT-HSP Homo sapieris'gehomic clone 2347D24, genomic survey se- 
quence.//2.7e-20:119:99//AQ061543 , .v v. ; 

F-PLACE3000339//Rhodobactersphaeroides magnesium cheiatase subunits Bchl (bchl) and BchD (bchD) genes, 
complete cds; and BchO (bchO) gene, partial cds 7/0.99:3 10:58//AF01;7642 

F-PLACE3000341//Homo sapiens 3p22 Contig 7 PAC RPCI4-672^1;1 : tRbswell Park Cancer Institute Human PAC 
Library) complete sequence.//7.5e-159:752:98//AC006055 ' "V J *' 

F-PLACE3000350//Rattus norvegicus serine/threonine protein kinase TA01 mRNA, complete cds.//2.3e-i 07:592: 
92//AF084205 ; 

F-PLACE3000352//Human DNA sequence from PAC 293L6 ontc|irompsome 22, complete sequence7/2.1e-37: 
480:70//Z83732 . " * J" 

F-PLACE3000353 \ \ mJh ?\ • ' 

F-PLACE3000362//Homo sapiens chromosome 17, clone hRPK,215_P_18, complete sequence.//0.0001 1:373: 

60//AC005969 

F-PLACE3000363 

F-PLACE3000365//Human DNA sequence from PAC 227P1 7, between markers DXS6791 and DXS8038 on chro- 
mosome X contains CpG island, EST.//0.074:279:61//Z81007 ' *' 

F-PLACE3000373//Human DNA sequence from PAC 50A13 on chromosome Xp11. Contains ATP SYNTHASE 
LIPID BINDING PROTEIN P1 (P2, P3) precursor (ATP5G1 , ATP5G2 r ATP5G3) like pseudogene, ESTs and STSs. 
Contains polymorphic CA repeat.//2.8e-118:653:92//Z92545 ' 

F-PLACE3000388//Homo sapiens PAC clone DJ0777023 from 7p14-p15, complete sequence.//2.2e-25:288:71// 
AC005154 ■ 

F-PLACE3000399//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 466N1 , WORKING 
DRAFT SEQUENCE.//2.3e-69:303:86//Z97630 J-' 1 '■ 

F-PLACE3000400//Caenorhabditis elegans cosmid H03A11, complete sequence7/0.0063:435:58//Z93239 
F-PLACE3000401//Homo sapiens clone DJ1147A01, WO RKI N & D R AFT SEQUENCE, 25 unordered pieces.// 
5.8e-25:292:73//AC006023 } I 

F-PLACE3000402//RPCI11-20D6.TVB RPCI-11 Homo sapiens igeribrnlc done RPCI-11-20D6, genomic survey 
sequence.//1.1e-10:154:74//AQ008761 " H 

F-PLACE3000405//Homo sapiens chromosome 17, clone hRPK.628VE_12, complete sequence7/2.9e-41:515: 
72//AC005701 "[ .^ ' 

F-PLACE3000406//cSRL-179E11-u cSRL flow sorted Chromosome 'if specific cosmid Homosapiens genomic 
clone cSRL-1 79E1 1 , genomic survey sequence.//2.8e-9l :540:89//B03443 
F-PLACE3000413 / ■ : /■• , 

F-PLACE3000416//F19L8-Sp6 IGF Arabidopsis thaliana genomic *clone' F19L8, genomic survey sequence.// 
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0.001 8:664:55//B1 1305 _ / ■ 

F-PLACE3000425//Human DNA sequence from clone 231L4 on chromosome Xq27.l-27.3 Contains GSS, STS, 
complete sequence7/1 .1e-16:284:70//AL022719 • r ».■,-. /.. •„ 

F-PLACE3000455//Human DNA sequence "* SEQU E NCI NG \ N f^ROG R ESS *** from clone 469D22, WORKING 

5 DRAFT SEQUENCE.//3.6e-146:732:96//AL031 284 !WH'- 

F-PLACE3000475//HS_2164_A2_H10Jv1F CIT Approved Human- Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2164 Col=20 Row=0, genomic survey sequence.//1.5e-07:159:71//AQ1 32983 
F-PLACE3000477//Human DNA sequence from PAC 368A4 on chromosome X. Contains ESTs, CELLULAR NU- 
CLEIC ACID BINDING PROTEIN (CNBP) like gene and STSs.//2.9e-11:213:70//Z83843 

10 F-PLACE4000009//Sequence 93 from patent US 561 6500 7/9. 9e-08' : 692 :60//l 39845 

F-PLACE4000014//Homo sapiens mRNA for KIAA0809 protein, partial cds 7/1 .1e-1 16:331 :100//AB018352 
F-PLACE4000034//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-69G12, complete sequence7/5.0e- 
05:244:63//AC004131 ' 

F-PLACE4000049//Homo sapiens Xp22-1 71 -1 73 BAC GSHB-31 2I4 (Genome Systems Human BAC Library) corn- 
's pletesequence7/l.2e-37:385:74//AC005926 

F-PLACE4000052//M.musculus abcl mRNA7/1.5e-11 0:671 :88//X75926 
F-PLACE4000063 

F-PLACE4000089//M.musculus BOX DNA for regulatory element and promoter region related to EC cell differen- 
tiation 7/3. 7e-1 2:1 1 4:85//X7431 1 
20 F-PLACE4000093//CIT-HSP-2380K5.TF CIT-HSP Homo sapiens genomic clone 2380K5, genomic survey se- 

quence 7/0.1 1 :245:60//AQ1 08342 

F-PLACE4000100//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 20208, WORKING 
DRAFT SEQUENCE7/2.9e-1 9:384:65//AL031 848 /. ■ ;. ' 

F-PLACE4000106//Homo sapiens mRNA for KIAA0462 proteirirpartial cds.//1 .2e-1 45:684: 99//AB007931 
25 F-PLACE40001 28//Mus musculus putative transcription factor-mRNA, complete cds7/3.7e-62:541 :78//AF091 234 

F-PLACE4000129 *< ^W'' 

F-PLACE4000131//HS_3139_B2_F12_T7 CIT Approved Human jGenornic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3i39 Col=24 Row=L, genomic survey sequence;^/2'i3e-i 4:221 :70//AQi83207 
F-PLACE4000147//Human DNA sequence from clone 740Airorf criromosome Xq22.2-23. Contains part of the 

30 COL4A5 gene for Collagen Alpha 5(IV) Chain Precursor. pohfemS'G'SSs, complete sequence.//0.28:412:58// 

AL031622 ' \jtiif¥ |t : 

F-PLACE4000156//Human zinc finger protein ZNF1367/7.2e-88:764:76//U09367 
F-PLACE4000192 ... " 

F-PLACE4000211 ; ' " ' T % ^ 

35 F-PLACE4000222//344J1.TVB CIT978SKA1 Homo sapiens genomic clone A-344J01, genomic survey se- 

quence.//! .2e-1 4: 1 77:76//B1 71 58 

F«PLACE4000230//Mus musculus semaphorin Via mRNA, complete cds.//9.8e-116:662:89//AF030430 
F-PLACE4000233//Homo sapiens DNA from chromosome 1 9, BAC 331 52, complete sequence.//5.2e-54:363:70// 
AC003973 

40 F-PLACE4000247 \.\ ■']/ 

F-PLACE4000250//Homo sapiens Xp22-132-134 BAC GSHB-590J15 (Genome Systems Human BAC library) 

complete sequence.//0.0053:229:65//AC004673 

F-PLACE4000252 

F-PLACE4000259//H.sapiens gene for U5 snRNP-specific 200kb J pfotein7/2.0e-25:191:87//Z70200 
« F-PLACE4000261//Mus musculus bromodomain-containing protein BP75 mRNA, complete cds 7/2.6e-23:31 4:71// 

AF084259 ' ' 

F-PLACE4000269//Rattus norvegicus rexo70 mRNA, complet^cfe;fej5e-122:734:88//AF032667 

F-PLACE4000270 ..?* V. £ : ~'\ 

F-PLACE4000300 { " > ± r 

so F-PLACE4000320//Human FKBP-rapamycin associated protein,!(FRAP)'mRNA, complete cds.//1 .4e-21 :1 35:96// 

L34075 /^Ji J^Ol/ 1 ^ " 

F-PLACE4000323//HS_2165_B1_B02_MF CIT Approved HumanlGenpmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l65 Col=3 Row=D, genomic survey sequence.//4!3e-08:170:71//AQ1 25036 
F-PLACE4000326//Mouse DNA with homology to EBV IR3 "repeat,- segment 1, clone Mu2.//2.8e-0 6:3 11:63// 
55 M 10296 . • • 

F-PLACE4000344//Plasmodium falciparum chromosome 2, section 38 of 73 of the complete sequence7/0.0l4: 

252:60//AE001401 ' ■ ' 

F-PLACE4000367 
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F-PLACE4000369 "r r :« - 

F-PLACE4000379//CIT-HSP-2350B9TF CIT-HSP Homo sapiens genomic clone 2350B9, genomic survey se- 
quence.//9.2e-46:282:86//AQ062661 :\. > • 

F-PLACE4000387//CIT-HSP-2382F11 TR CIT-HSP Homo sapiens genomic clone 2382F11 , genomic survey se- 
5 quence.//0.96:102:70//AQ080649 ; i% - r . 

F-PLACE4000392//Rattus norvegicus polymorphic marker D20UlAl;sequence.//1 .2e-05:222:68//AF054088 

F-PLACE4000401//Homo sapiens mRNA for KIAA0640 protein,. partial cds.//9.6e-46:605:71 //AB0 14540 

F-PLACE4000411//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 173D1, WORKING 

DRAFT SEQUENCE7/3.2e-29:179:79//AL031984 
10 F-PLACE4000431//H.sapiens gene for U5 snRNP-specific 200kD protein 7/4.0e-44:263:92//Z70200 

F-PLACE4000445//HS-1 053-B1 -D02-MFabi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 

Plate=CT 775 Col=3 Row=H, genomic survey seq u ence 7/0. 070 :47:1007/B4 1346 

F-PLACE4000450 

F-PLACE4000465//Homo sapiens BAC clone RG114B19 from 7q31.1, complete sequence.//2.3e-07:273:65// 
15 AC005065 * 

F-PLACE4000487//Homo sapiens chromosome 17, clone hRPK.i56_L_i4, complete sequence7/4.le-34:35i: 
70//AC005821 

F-PLACE4000489//HS_3012_B1_G05_MR CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3012 Col=9 Row=N, genomic survey sequence.//2.0e-36:220:92//AQ095537 
20 F-PLACE4000494//Homo sapiens 12p13.3 PAC RPCI5-1063M23 (Roswell Park Cancer Institute Human PAC Li- 

brary) complete sequence7/2.3e-57:395:79//AC005865 -• ' f/*N-,v 

F-PLACE4000521//Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE7/1 .6e- 
163:770:98//AJ011929 '.. .■ . 

F-PLACE4000522//Feline leukemia virus Notch2 gene, clone - FeLV/Notch2-C, partial cds.//4.0e- 124:686:90// 
25 U47645 - v / 1 

F-PLACE4000548 ! . * V >JM ? * 

F-PLACE4000558//Bothrops atrox batroxobin gene (EC 3.4.21 !29).//b.049:435:59//X12747 
F-PLACE4000581 ' ! 

F-PLACE4000590//Homo sapiens chromosome Y, clone 47511', complete sequence7/3.6e-20:747:59//AC004474 
30 F-PLACE4000593//Caenorhabditis elegans cosmid F25D7, 'complete* sequence 7/5. 6e-1 6:326:65//Z7841 8 

F-PLACE400061 2//Homo sapiens PAC clone DJ0722F20 from 7q31 . 1 -q31 .3, complete sequenceV/1 .7e-1 63:785: 
97//AC005281 

F-PLACE4000638//Homo sapiens clone NH031 9F03, WORKING DRAFTSEQUENCE, 3 unordered pieces7/8 Je- 
74:707:74//AC006039 

35 F-PLACE4000650 

F-Pl_ACE4000654//Mus musculus mRNA for ubiquitin conjugating enzyme 7/1 . 1 e- 1 45 : 840 :89//Y 17267 
F-PLACE4000670//Sequence 13 from patent US 57123817/1.0:311 :59//l82816 
F-SKNMC1 00001 1 //Gall us gallus bone sialoprotein II mRNA, complete cds7/0.014:92:73//U10577 
F-SKNMC1 00001 3//Orang-utan involucrin gene, complete cds7/0.021:417:59//M25312 

40 F-SKNMC1000046//Homo sapiens mRNA for KIAA0654 proteifi partial cds 7/7. 6e- 147: 706 :98//AB0 14554 

F-SKNMC1 000050//Sequence 5 from patent US 5789181 7/1 .6e;52:330:90//AR020616 
F-SKNMC1000091//Human NK homeobox protein (Nkx6.1) geneVexon : 1 7/0.001 8:375:60//U66797 
F-THYR01 00001 7//Rattus norvegicus pyridoxine 5'-phosphate oxidase mRNA, complete cds.//6.6e-97:542:84// 
U91561 ' I ..' , 

45 F-THYR01000026//Human DNA sequence from clone 833B7 on chromosome 22ql2.3-l3.2 Contains genes for 

NCF4 (P40PHOX) protein, cytokine receptor common beta chain"precursor CSF2RB (partial), ESTs, CA repeat, 
STS, GSS, complete sequence 7/3. 5e-46:353:82//AL008 637 'V..;":> \ * • - 

F-THYRO1000034//Human DNA sequence SEQUENCING tN>ROGRESS *** from clone 90L6, WORKING 
DRAFT SEQUENCE7/0.83:227:61//Z97353 ; -i^' V j ' 

so F-THYR01 000035//Human Chromosome X clone bWXD1 87,, complete sequence7/1 .2e-39:303:83//AC004383 

F-THYR01 000040 '[V? C« : ~ . 

F-THYRO1000070//Homo sapiens chromosome 10 clone CIT987SK-ii44G6 map 10q25.l .complete sequence.// 
1 .3e-05:613:58//AC005383 

F-THYRO1000072//Homo sapiens mRNA for KIAA0657 protein, partial cds 7/2. 7e-84:722:77//AB0 14557 
55 F-THYR01 000085 

F-THYR01 000092//CIT-HSP-2013L1 6.TFB CIT-HSP Homo sapiens genomic clone 201 3L1 6, genomic survey se- 
quence.//0.31:186:61//B60606 

F-THYRO1000107 : 



r ■ 
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F-THYR01000111//Human genomic DNA sequence from clone 308O1 on chromosome Xp1 1.3-1 1.4. Contains 
EST, CA repeat, STS, GSS, CpG island7/6.4e-110:690:87//Z93403 

F-THYRO1000121//Rattus norvegicus CTD-binding SR-like protein rA8 mRNA, complete cds.//1 .4e-1 27:81 6:85// 
U49055 

5 F-THYR01000124//H.sapiens CpG island DNA genomic Msel fragment, clone 72a7, forward readcpg72a7.ftla.// 

9.5e-26:169:94//Z62724 

F-THYRO1000129//Homo sapiens TED protein (TED) mRNA,. complete cds.//8.5e-154:732:98//AF087142 
F-THYR01000132//Homo sapiens chromosome 9q34, clone 63G10, complete sequence .//3.7e-39:3i 5:82// 
AC002096 

10 F-THYR01 0001 56//Human DNA sequence from clone 1 1 3J7 on chromosome Xp1 1 .22-1 1 .4. Contains part of a 

putative Homeobox (pseudo?) gene, ESTs and an STS, complete sequenced .2e-21 :335:71//AL023574 
F-THYR01000163//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-A-218C7, complete sequence.// 
8.4e-52:301:88//AC002331 

F-THYRO10001 73//Mouse clathrin-associated protein (AP47) mRNA, complete cds7/4.0e-89:82l :74Z/M6241 9 
15 F-THYR01 0001 86//Human DNA sequence *** SEQUENCING" IN PROGRESS *** from clone 424J12, WORKING 

DRAFT SEQUENCE.//7.2e-39:293:85//Z82207 

F-THYRO1000187//Clostridium tetani gene for tetanus toxin.//0.041:473:57//X06214 

F-THYRO1000190//Homo sapiens chromosome 17, clone hRPK.332_H_l8, complete sequence.//0.38: 184:64// 
AC005746 1 

20 F-THYRO1000197//Homo sapiens mRNA for poly(A)-specific ribbnUclease.//7.5e-174:805:99//AJ005698 

F-THYR01000199//Homo sapiens mRNA for KIAA0652 protein, complete Cds7/1 .2e-86:616:84//AB014552 
F-THYRO1000206//HS_3047_A1_A05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3047 Col=9 Row=A, genomic survey sequence7/0.51:331:63//AQ099134 
F-THYR01000221//Plasmodium falciparum 3D7 chromosome -\2 PFYAC293 genomic sequence, WORKING 

25 DRAFT SEQUENCE, 9 unordered pieces.//0.092:738:56//AC004'15f; 

F-THYRO1000241//Gallus gallus genome fragment with pentamer tandem repeats 7/0.43: 191 :62//X00186 
F-THYRO1000242//Human zinc finger gene HZF77/2.8e-43:534:64//X60156 

F-THYR01000253//Homo sapiens 3p22 Contig 7 PAC RPCI4-672N11 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence.//0.95:139:68//AC006055 v ^ ' 

30 F-THYR01 000270 ' ; :" 

F-THYR01000279//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 531 H16, WORKING 
DRAFT SEQUENCE.//1 .4e-174:826:98//AL031 664 : ' : - 

F-THYRO1000288//Homo sapiens mRNA for Hs Ste24p, complete cds.//3.9e-1 79 :848:98//AB0 16068 
F-THYRO1000320//Mus musculus sphingosine-1 -phosphate lyase mRNA, complete cds.//1.0e-44:331:83// 
35 AF036894 

F-THYR01 000327//Homo sapiens autocrine motility factor receptor (AMFR) mRNA, complete cds7/5.7e-H 2:641 : 
91//L35233 ' ^ y 

F-THYR01000343//Homo sapiens mRNA for KIAA0790 protein', partial cds.//2.2e-162:763:98//AB01 8333 
F-THYRO1000358//Human selenium-binding protein (hSBP) mRNA, Complete cds.//2.2e-32:177:84//U29091 
40 F-THYR01 000368//Caenorhabditis elegans cosmid W09G3, complete sequence 7/0. 97 :206:60//Z82080 

F-THYR01 00038 1//Arthrobacter sp. glcl gene for beta-1 ,3-glucanase, complete cds7/0.27:427:62//D23668 
F-THYR01000387//Homo sapiens PAC clone DJl048Bl6«frpm 7q34 : cj36, complete sequence 7/9. 7e-l 47:698: 
98//AC006019 V '.:' " 

F-THYR01000394//HS_2061_A2_C04_MR CIT Approved Human denbmic Sperm Library D Homo sapiens ge- 
« nomic clone Plate=206l Col=8 Row=E, genomic survey sequence7/i .6e-29:202:9l//AQ247672 

F-THYRO1000395//Drosophila melanogaster ring canel protein and ORF2 mRNA, complete cds.//4.3e-l5:512: 
59//L08483 ■ ! ' \ 

F-THYR01 000401 3.2e-11 6:504:80//AF051 908 

F-THYRO1000438//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
50 DRAFT SEQUENCE, 5 unordered pieces7/3.4e-09:539:59//AC005308 

F-THYRO1000452//RPCI11-1C19.TVB RPCI-11 Homo sapiens genpmic clone RPCI-11-1C19, genomic survey 
sequence.//0.27: 1 32:64//B49573 

F-THYR01000471//Homo sapiens PAC clone DJ1136G13 from 7q35-g36, complete sequence7/1 .3e-38:332:8l// 
AC005229 

55 F-THYR01 000484//Homo sapiens BAC378, complete sequence 7/2;2e-37:254:76//U851 96 

F-THYR01000488//Homo sapiens chromosome 5p, BAC clone 50g21 (LBNL H154), complete sequence7/6.3e- 
130:327:97//AC005740 K u; . v 

F-THYRO1000501//H.sapiens Staf50 mRNA7/9.8e-74:61.5:77//X822u0 
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F-THYR01 000502//Human DNA sequence from PAC 436M 1 1 on chromosome Xp22. 1 1 -22.2. Contains the serine 
threonine protein phosphatase gene PPEF1 , and the first coding exon of the RS1 gene for retinoschisis (X-linked, 
juvenile) 1 (XLRS1). Contains ESTs, an STS and GSSs, complete sequence.//0.076:380:59//Z94056 
F-THYRO 1000505 

5 F-THYR01000558//Human PAC clone 127H14 from 12q, complete sequence 7/2.4e-27:4l2:69//AC002563 

F-THYR01000569//HS_2178_B2_E03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2178 Col=6 Row=J, genomic survey sequence7/i:9e-27:326:74//AQ307499 
F-THYR01 000570 

F-THYR01000585//Homo sapiens protein associated with Myc mRNA, complete cds.//7.4e- 167:808:97// 
10 AF075587 t \ w ,'\ 

F-THYR01000596//Human Chromosome 16 BAC clone CIT987SK-A-972D3, complete sequence.//0. 99:280:61// 
U91323 

F-THYRO1000602//HS_3037_B2_E04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3037 Col=8 Row=J, genomic survey sequence7/1>2e-05:109:75//AQ097057 
is F-THYR01000605//Homo sapiens map 2p11 .2; 83cM from GATA85A06 repeat region, complete sequenceV/1 .0: 

84:70//AF067777 .« • 

F-THYR01000625//Homo sapiens chromosome 19, cosmid. R29425,' complete sequence 7/3. 4e- 174:820:98// 
AC005546 ^ 

F-THYRO1000637//Human DNA sequence from clone 91 J24' on: chromosome 6q24 Contains part of utrophin 
20 Gene, part of cytochrome C oxidase gene, EST, CpG island, complete sequence.//3.6e-38:289:84//AL024474 
F-THYR01000641//Plasmodium falciparum MAL3P7, complete sequence 7/6. 8e-07:540:56//AL034559 
F-THYR01 000658//Homo sapiens chromosome 1 7, clone hRPK 74_E_22, complete sequence.//1 .1 e-68:468:84// 
AC005696 ! ' " * 

F-THYRO1000662//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K23L20, complete se- 
25 quence.//0.0072:141:70//AB016874 ' 

F-THYRO1000666//Mus musculus mRNA for motor domain of KIF9, partial cds7/4.7e-58:367:87//AB001437 
F-THYR01 000676//Homo sapiens chromosome 19, cosmid F22676! complete sequence.//1 .2e-36:396:71// 
AC005778 V . * 

F-THYRO1000684//Fugu rubripes cosmid 165K09 DNA for GRM7, TRIP, Sand, PRGFR3 genes7/6.6e-1 3:236: 
30 69//AJ010317 

F-THYR0 1 000699//RPCI1 1 -50D4.TK RPCI11 Homo sapiens genomic clone R-50D4, genomic survey sequence.// 
2.7e-09:135:78//AQ052641 > .v t ^ 

F-THYR01000712//Homo sapiens BAC clone RG041D11 5 frqm>7q21> complete sequence.//5.2e-1 7:290:67// 
AC005053 ■ J ; 

35 F-THYR0 1 00071 5//Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 

plete CdS.//8.6e-08:517:60//L1 4320 " ^ , 

F-THYRO1000734//HS_3233_B1_B04_T7 CIT Approved Humah^Genomic Sperm Library D-Homo sapiens ge- 
nomic clone Plate=3233 Col=7 Row=D, genomic survey sequence7/6.6e:72:463:89//AQ182143 
F-THYR01000748//Homo sapiens KIAA0411 mRNA, comp| , ete-dds.7/9.7e-34:339:74//AB007871 
40 F-THYRO1000756//M. musculus mRNA for Gal betal, 3GalNAc alpha2,3-sialyltransf erase 7/0. 00034:349:60// 

X73523 : ° ; jV' ' 

F-THYR01000777//S.griseus strO gene and sts gene cluster7/8:2e-0^:&5:59//Y08763 
F-THYR01000783//Xenopus laevis tail-specific thyroid hormone *up*regulated (gene 5) mRNA, complete cds.// 
4.0e-70:860:69//U37373 '\ 
45 F-THYR01000787//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 366D1 , WORKING 

DRAFT SEQUENCE7/5.3e-09:221 :66//Z97986 
F-THYR01 000793 

F-THYRO1000796//Cristatella mucedo clone 5.9 microsatellite sequence.//0.34:173:63//AF085422 
F-THYR01000805//Homo sapiens Xp2l PAC RPCI1 -37A1 2 containing exons 10 to 16 of the Duchenne Muscular 
so Dystrophy gene, complete sequence7/7.8e-43:677:66//AC004468 — • 

F-THYR01 00081 5//Homo sapiens chromosome 5, Bac clone 189 (LBNL H135), complete sequence 7/5. 5e-43: 
405:77//AC005914 ; 

F-THYRO1000829//CIT-HSP-2387C10.TF.1 CIT-HSP Homo sapiens genomic clone 2387C10, genomic survey 
sequence.//2.0e-20:159:88//AQ240053 ^ . 

55 F-THYR01 000843 * V'V\'&- : 

F-THYRO1000852//Homo sapiens chromosome 19, cosmid R3 1855,. complete sequence.//l.8e-33:445:72// 
AC005782 « 

F-THYRO1000855//Mus musculus potassium channel alpha subunit (Kv9.1) mRNA, complete cds7/0 .038:208: 

• * y 

c-r^yi - 
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64//AF008573 " i * 

F-THYR01000865//Homo sapiens PAC clone DJ0283M22 from 14, complete sequence. //1 .9e-30:286:74// 
AC005477 \; ;: *.V: 

F-THYR01 000895//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 385E7, WORKING 
5 DRAFT SEQUENCE.//2.8e-1 8:1 86:80//AL031 720 >i:^ > 

F-THYR01000916//Homo sapiens clone DJ0965K10, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
3.6e-78:432:93//AC006015 

F-THYR01000926//Homo sapiens cAMP-specific phosphodiesterase 8B (PDE8B) mRNA, partial cds7/9.2e-l78: 
839:98//AF079529 V. 'r ' ' 

10 F-THYR01 000934//Human pyrroline 5-carboxylate reductase mRNA, complete cds.//3.5e-32:759:63//M77836 

F-THYR01000951//Homo sapiens Chromosome Hql2 pacpDJ57i 14 -WORKING DRAFT SEQUENCE, 29 un- 
ordered pieces.//4.9e-76:224:93//AC004229 ' < 
F-THYR01 000952 

F-THYRO1000974//HS_3238_B2_F01 JvIR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
*5 nomic clone Plate=3238 Col=2 Row=L, genomic survey Sequence7l2.4e-26:154:96//AQ219846 

F-THYR01000975//Plasmodium falciparum Topoll gene.//0.32:49 / 1 :58//X79345 

F-THYRO1000983//Mvwf9A3 exon amplification products from BACs in Mvwf region Mus musculus genomic, ge- 
nomic survey sequence.//7.0e-1 6:1 12:94//AQ0 10457 " .».'?- t : 

F-THYR01 000984//CIT-HSP-21 6701 7.TR CIT-HSP Homo sapiens genomic clone 2 1 6701 7, genomic survey se- 
20 quence.//0.00015:186:66//B91313 

F-THYRO1000988//Human Chromosome 1lql2.2 PAC clone 'pDJ756b9 containing human ferritin heavy chain 
mRNA (FTH), WORKING DRAFT SEQUENCE, 19 unordered pieces 7/0. 024: 267: 63//AC004588 
F-THYRO1001003 li'^ - ; 

F-THYRO1001031//Homo sapiens chromosome 17, clone hRPCV859jO_20, complete sequence 7/1. 1e-55:543: 
25 72//AC003695 ■ ^0 t . 

F-THYR01 001 033//Methanobacterium thermoautotrophicum fWmVases 48264 to 58328 (section 5 of 1 48) of the 
complete genome.//0.94:445:58//AE000799 ', ^". .^ 

F-THYRO1001062//Human DNA sequence *** SEQUENCING IN PROGRESS # " from clone 199H1 6, WORKING 

DRAFT SEQUENCE.//4.4e-45:441 :75//AL022320 ■> ; , : 

30 F-THYR01 001 093//Homo sapiens chromosome 9, clone hRPKi202dHif3, complete sequence 7/4. 9e-34:353: 76// 

AC006241 \ : ' 

F-THYRO1001100//Human DNA-binding protein mRNA, 3'ehd7/lVl ^72:742 :74//L 14787 

F-THYR01 001 1 20//Homo sapiens clone DJ 1 1 29E22, WORKING DR^FT SEQUENCE, 7 unordered pieces7/1 .2e- 

76:521 :86//AC005522 " ;. 

35 F-THYR01 001 1 21//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 671 014, WORKING 

DRAFT SEQUENCE.//0.00078:594:58//AL031 595 

F-THYRO1001133//Homo sapiens PAC clone DJ1200I23 from : 7p15, complete sequence 7/4. 0e-35:349: 76// 
AC004996 * 

F-THYR01001134//Homo sapiens clone DJ1070G24, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
40 1.0:154:66//AC005486 

F-THYR01001142//Human DNA sequence from clone B79B4 on chromosome 22 Contains CA repeat and GSS, 
complete sequence7/l .4e-44:374:80//Z821 78 
F-THYRO1001173 ' ' 

F-THYR01 001 1 77//Human pigment epithelium-derived factor g ; ene;;complete cdsV/1 .9e-42:250:86//U29953 
45 F-THYR01001189//HS_3171_B2_F10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3171 Col=20 Row=L, genomic survey sequehce7/1;8e-28:246:83//AQ302330 
F-THYRO1001204//Drosophila melanogaster DNA repair protein^mel4l) gene, complete cds, and TH1 gene, 
partial CdS.//4.9e-39:657:64//U34925 * V'K- ; 

F-THYRO1001213//, complete sequence.//1 .7e-45:257:84//AC005300 /{ 
^o F-THYR01 001262//Homo sapiens genomic DNA, chromosome 21 qli .V, segment 7/28, WORKING DRAFT SE- 

QUENCE7/1.5e-40:274:87//AP000036 ,V| ». 

F-THYR01 001 271//Streptomyces coelicolor cosmid 1 A67/0 < .0331364f61//AL023496 
F-THYR01001287//Drosophila melanogaster cosmid clone 86E4.119.6e r 49:586:69//AL021086 
F-THYRO10012907/HS_2045_B1 JH09_MR CIT Approved Mujnjan Q<9npmic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=2045 Col=17 Row=P, genomic survey sequence 7/4.4e-1 3: 156:78//AQ248237 

F-THYRO1001313//S. lavendulae bla gene for beta-lactamase, complete cds7/i .0:229:64//Dl2693 
F-THYR01001320//Homo sapiens Chromosome 22qll .2 PAC Clone p_n5 In BCRL2-GGT Region, complete se- 
quence.//1 . 1 e-88:672:82//AC002472 
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F-THYRO1001321//Human PAC clone DJ527C21 from Xq23,. complete sequence.//1 .2e-115:740:87//AC000114 
F-THYRO1001322//HS_3205_B2_C12_MR CIT Approved HumaVv Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3205 Col=24 Row=F, genomic survey sequence7/0.00031:285:61//AQ304025 
F«THYRO1001347//Homo sapiens mRNA for KIAA0745 protein, partial cds.//2.2e-43:638:64//AB01 8288 
5 F-THYR01 001 363//Homo sapiens PAC clone DJ0845I21 from 7ql1'21-q1 1 .23, complete sequence7/1 .0e-09:l89: 

74//AC004905 

F-THYR01 001 365//Homo sapiens chromosome 1 0 clone CIT987SKrl 1 63G1 0 map-1 0q25, complete sequence.// 
7.6e-1 68:821 :97//AC005660 

F-THYRO1001374//Homo sapiens mRNA for KIAA0707 protein, partial CClS .//2.3e-1 55:740 :97//AB01 4607 
10 F-THYRO1001401//Homo sapiens chromosome 19, cosmid\F23l49, complete sequence.//3.2e-07: 138:73// 

AC005239 .... 

F-THYR01 001 403//Homo sapiens chromosome 12p13.3 clone RPCI3-454B23, WORKING DRAFT SEQUENCE, 
48 unordered pieces .//3.6e-70:360:86//AC005845 

F-THYRO1001405//BOS taurus mRNA for NDP52, complete cds.//2.6e-1 4:559 :63//AB008852 
is F-THYR01001406//Mus musculus putative steroid dehydrogenase (KIK-I) mRNA, complete cds.//l.0e-9 1:631: 
82//AF064635 * ' 

F-THYRO1001411//Homo sapiens chromosome 19, cosmid F18718, complete sequence.//5.5e-42:509:71// 
AC006126 

F-THYRO1001426//*" SEQUENCING IN PROGRESS *" Homo sapiens genomic DNA(PAC 1118122) fromchro- 
20 mosome 11 ; HTGS phase 1 , WORKING DRAFT SEQUENCE.//2.7e-31 :172:81//AJ002553 

F-THYR01001434//Human Chromosome 11 pacpDJ393ol ? 5, WORKING DRAFT SEQUENCE, 8 unordered piec- 
es.//1 .0:98:70//AC000384 , ; v vVii 

F-THYRO1001458//Bos taurus non-muscle myosin heavy chaitf mRNA; partial cds7/1 .9e-58:653:71//U87265 
F-THYR01001480//Homo sapiens clone DJ0756H11, WO^KiNG 'DRAFT SEQUENCERS unordered pieces.// 
25 7.5e-42:357:80//AC006001 " ^:; : 4-fr/ : ■ 

F-THYRO1001487//H.sapiens DNA sequencey/0.92:160:64//Z22'44?!' '' 1 " 

F-THYRO1001534//Homo sapiens chromosome 17, clone hCIT46tFL23, WORKING DRAFT SEQUENCE, 3 
unordered pieces.//4.8e-47:266:80//AC004666 w . 

F-THYRO1001537//Human DNA sequence SEQUENCING' lN f PROGRESS *" from clone 998H6, WORKING 
30 DRAFT SEQUENCE.//1 .3e-79:479:89//AL031 687 f 

F-THYRO1001541//Human DNA sequence from clone 399M14 on chromosome Xq26.1-26.3. Contains ESTs, an 
STS and GSSs, complete sequence.//0.0034:106:77//Z96074 .? 

F-THYRO1001559//Rattus norvegicus simple sequence repeat D18Mco6.//1.6e-09:351:63//AF006056 
F-THYRO1001570//RPCI11-49B23.TJ RPCI11 Homo sapiens genomic clone R-49B23, genomic survey se- 
35 quence.//1 .4e-65:384:91//AQ0521 05 . 

F-THYRO1001 573//Homo sapiens Clone 24778 unknown mRNA://8.2e-1 04:546:95//AF070572 
F-THYRO1001584//CIT-HSP-2365J21.TF CIT-HSP Homo sapiens genomic clone 2365J21, genomic survey se- 
quence.//1 .3e-24:180:88//AQ080498 

F-THYRO1001595//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone Y313F4, WORKING 
40 DRAFT SEQUENCE.//8.7e-145:779:93//AL023808 

F-THYR01 001 602//Homo sapiens chromosome 1 7, clone hRPK.786lO_4, complete sequence.//2.9e-26:393:68// 
AC005863 r 

F-THYRO1001605//Dictyostelium discoideum filopodin (talA) gene; bbmplete cds.//0.0012:436:58//U14576 
F-THYRO1001617//Homo sapiens full-length insert cDNA clone ZD69D05.//8.6e-43:342:82//AF086381 
45 F-THYR01001637//Homo sapiens clone DJ1019E05, WORKING: dRAFT SEQUENCE, 10 unordered pieces.// 

6.2e-15:318:66//AC004950 ! ."fJ ; <j 

F-THYR01001656//Homo sapiens PAC clone DJ044L15 from :Xq23, complete sequence .//1.5e-05: 147:68// 
AC004827 \J- i 1;C 

F-THYRO1001661 ' ," T '' V "■ 

50 F-THYR01001671//Homo sapiens mRNA for 2'-5' oligoadenylate.synthetase 59 kDa isoform.//2.5e- 164:780:98// 
AJ225089 " ** t?, ' ; ^ 

F-THYR01001673//Homo sapiens clone RG161 A02, complete sequehce://4.4e-40:770:64//AC005071 
F-THYR01001703//S.coelicolorplasmid SCP2 transfer region DNAy/0. 14:41 4:59//X72857 
F-THYR01 001 706//Homo sapiens BAC clone RG281B09 from 7q21 .1-g31 .1 , complete sequenceV/2.6e-43:308: 
55 75//AC004745 ' ' 

F-THYRO1001721//, complete sequencey/9.9e-134:770:91//AC005500 

F-THYR01 001 738//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 355C1 8, WORKING 
DRAFT SEQUENCE7/0.99:163:61//AL022327 
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F-THYRO1001745 . . 

F-THYRO1001746 >\. 

F-THYRO10O1772//HS_3069_B1_C05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3069 Col=9 Row=F, genomic survey sequence.//1 .5e-61 :360:91//AQ1 71 021 
F-THYR01001793//B.taurus mRNA for beta-subunit of rod photoreceptor CNG-channel.//0. 028 :446:58//X89626 
F-THYRO 1001809 '^K 1 '* 

F-THYR01 001 828//Human DNA sequence "* SEQUENCING IN PROGRESS *" from clone 1 1 0F1 1 , WORKING 
DRAFT SEQUENCE V/1 .3e-1 75:841 :98//AL033526 . „ t ; ; * [ 

F-THYR01001854//Homo sapiens chromosome 17, clone fiC)T54K 19, complete sequence .//7.9e-07:445:59// 
AC003664 , . ... 

F-THYRO1001895 
4.4e-1 3:248:68//AB01 2576 

F-THYRO1001907//Homo sapiens BAC clone RG054D04 from,7q31, complete sequence 7/2. 9e-1 5: 144:77// 
AC005058 ; £ 4 

F-VESEN1000122//HS_3075_B1_C09_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3075 Col=17 Row=F, genomic survey sequence. //1 .1e-1 6:1 30:90//AQ 143749 
F-Y79AA1000013 

F-Y79AA1000033//Homo sapiens BAC clone GS1 14109 from 7p;14-p15, complete sequence 7/2 .9e-95:300:94// 
AC006027 

F-Y79AA1000037//Human prot-oncogene (BMI-1) mRNA, complete cds ; //2.4e- 19:230 :66//L 13689 
F-Y79AA1000059//Homo sapiens immunophilin homolog ARA9 mRNA, complete cds.//2.2e-38:629:64//U78521 
F-Y79AA1000065//Human DNA sequence from cosmid J256K24,' between markers DXS6791 and DXS8038 on 
chromosome X contains EST.//5.3e-1 0:11 7:83//Z72005 - 

F-Y79AA1000131//Homo sapiens LERK-6 (EPLG6) gene, exon 1 y/7.6e- 10:381 :64//U92893 
F-Y79AA1000181//Human DNA sequence from clone 612B13 on chromosome 1q24-25.3 Contains exon from 
gene similar to 40S ribosomal protein, first coding exon of dyriamiri 2 r (tiYNII). ESTs, STS, GSS, CpG Island, 
complete sequence7/1 .4e-1 65:732:99//AL031 864 ! '^:' y ;\ ; 

F-Y79AA1000202//Drosophila melanogaster DNA sequence (P1:bS06882 (D310)), complete sequence7/9.le- 
20:339:65//AC005115 . ■ {: v \ 

F-Y79AA1 00021 4//Homo sapiens clone DJ0673M15, WO RKING. DRAFT SEQUENCE, 33 unordered pieces.// 
3.7e-72:397:93//AC004854 , r : .V\» 1 

F-Y79AA1 000230 ' • 1 r 

F-Y79AA1 00023 1//M us musculus SIK similar protein mRNA, complete cds.//8.5e-151:833:90//AF053232 
F-Y79AA1000258//Leishmania donovani histidine secretory acjd.phosphatase (SAcP-1) gene, complete cds.// 
0.0099:547:58//U78522 1 

F-Y79AA1000268//MUS musculus Nip21 mRNA, complete Cds7/4.0e-11 :424:62//AF035207 
F-Y79AA1000313 ; 

F-Y79AA1000328//CIT-HSP-386A20.TF CIT-HSP Homo sapiens"geriomic clone 386A20, genomic survey se- 
quence 7/5. 9e-07: 173 :69//B55085 

F-Y79AA1000342//RPCI11-57J6.TK.1 RPCI11 Homo sapiens genbmic clone R-57J6, genomic survey sequence.// 

5.2e-27:1 51 :99//AQ1 15511 ;> 

F-Y79AA1 000346//B.primigenius mRNA for coat protein gamma-c^ 

F-Y79AA1000349//M. musculus Spnr mRNA for RNA binding p^t&njh Se-9S:S35:92//XBA692 

F-Y79AA1 000355//Homo sapiens clone DJ0847008, WO RKING D RAFTS EQ U EN C E , 3 unordered pieces7/1 .6e- 

21:129:85//AC005484 

F-Y79AA1000368//H .sapiens CpG island DNA genomic Mse1 fragment; done 12f1, reverse read cpg12f1.rt1c.// 
0.0001 6:53:98//Z56610 " . „ Vp';! 

F-Y79AA1 000405//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P4, WORKING 
DRAFT SEQUENCE7/0.069:366:59//AL031747 i ^ 

F-Y79AA1 00041 0//Human DNA sequence from PAC 117P19 on chrorfigsome X.//1 .0e-25:235:80//Z86061 
F-Y79AA1 000420//H .sapiens CpG island DNA genomic Mse1 fragment; clone 82c3, forward read cpg82c3.ft1 a.// 
2.0e-36:194:98//Z63378 '^'V*. 

F-Y79AA1000469//Mus musculus ancient ubiquitous 46 kDa protein AUP1 precursor (Aup1) mRNA, complete 
Cds7/8.5e-121 :696:89//U41 736 

F-Y79AA1000480//HS_2175_A2JH11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l75 Col=22 Row=0, genomic survey sequence.//2.5e-26:l78:89//AQ307693 
F-Y79AA1000538//Homo sapiens clone DJ1158B01, WORKING DRAFT SEQUENCE, 23 unordered pieces.// 
0.67:111 :72//AC004980 / 
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F-Y79AA1000539//HS_2237_B2J r 10_MF CIT Approved Human -Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2237 Col=20 Row=L, genomic survey sequenceV/1 .2e-1 4: 168:77//AQ 153503 
F-Y79AA1 000540//Homo sapiens clone DJ0655N24, WORKING DRAFT SEQUENCE, 8 unordered pieces7/0.94: 
127:67//AC005193 ^ 
5 F-Y79AA1000560//Mouse mRNA for alpha-adaptin (C)7/1 .7e-11 4:776 :84//X1 4972 

F-Y79AA1 000574//M.musculus tex23 mRNA (5'region)7/1 .8e-23:29;1 :75//X80424 

F-Y79AA1000589//Homo sapiens clone 614 unknown mRNA, complete sequence 7/8.6e-1 53:755 :97//AF09 1080 
F-Y79AA1 000627//Homo sapiens zinc finger protein (ZF51 28) mRNA, complete cds7/5.2e-1 35:644: 98//AF060503 
F-Y79AA1000705//M .musculus mRNA of enhancer-trap-locus 17/6.9e-148:902:86//X69942 

10 F-Y79AA1000734//Homo sapiens PEX11 beta mRNA for peroxisome assembly factor, complete cds7/4.8e-180: 

850:98//AB018080 n 
F-Y79AA1000748//Caenorhabditis elegans cosmid F25B57/0.00019:308:60//U23172 
F-Y79AA1000752//Oryctolagus cuniculus mRNA for hnRNP-E1 protein7/1 .7e-40:513:68//AJ003023 
F-Y79AA1 000774 

15 F-Y79AA1 000782 

F-Y79AA1000784//Homo sapiens RanBP7/importin 7 mRNA, complete cds.//3.5e-177:847:97//AF098799 
F-Y79AA1 000794//H .sapiens CpG island DNA genomic Mse1 fragment, clone 45a4, forward read cpg45a4.ft1 a.// 
2.5e-13:104:92//Z61120 

F-Y79AA1000800//Homo sapiens GABA-B receptor mRNA, complete cds7/0.98:244:60//AF056085 
20 F-Y79AA1 000802 ' f ^ > 

F-Y79AA1000805//Human Chromosome 11 Cosmid cSRL30riii, complete sequence.//9.3e-76:528:85//U73642 
F-Y79AA1000824//RPCI11-26B4.TP RPCI-11 Homo sapiens genomic clone RPCI-11-26B4, genomic survey se- 
quence.//4.4e-14:99:95//B84538 '" ' " : ' V * ~; 

F-Y79AA1000827//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 117715, WORKING 
25 DRAFTSEQUENCE7/1.5e-08:249:69//AL022315 ' . ; r ' 

F-Y79AA1000833//Macaca fascicularis mRNA for alpha-tubulin.//1 .8e-103:603:89//X04757 
F-Y79AA1 000850 

F-Y79AA1000962//Human DNA sequence from PAC 360E1 8 on chromosome X contains EST, CpG island and 
polymorphic CA repeat.//0.038:468:59//Z82203 '* -\ ^ 

30 F-Y79AA1000966//Mus musculus COP9 complex subunit 4 (COPS4) mRNA, complete cds.//9.7e- 150:865:89// 

AF071314 

F-Y79AA1000968//Rattus norvegicus initiation factor elF-2B gamma subunit (elF-2B gamma) mRNA, complete 
cds.//6.4e-1 22:71 7:88//U38253 " " . 

F-Y79AA1000969//Mouse chromosome 6 BAC-284H12 (Research 'Genetics mouse BAC library) complete se- 
35 quence7/1.0:155:63//AC002397 

F-Y79AA1000976//Caenorhabditis elegans cosmid F54C17/4.3e-06:130:73//U88165 
F-Y79AA1000985//Mus musculus pericentrin mRNA, complete cdsV/2.4e-44:428:77//U 05823 
F-Y79AA1001023 "^ ;,!V 

F-Y79AA 100 1041 //Human mutY homolog (hMYH) gene, complete cds7/2.3e-1 3:90: 100//U63329 
40 F-Y79AA1001048//Human mRNA for very-long-chain acyl-CoA dehydrogenase (VLCAD), complete cds.//2.6e- 

28:772:60//D43682 '^i-rl- r 

F-Y79AA1001061//Homo sapiens chromosome 4 clone B331 M8\map 4q25, complete sequence7/9.4e-36:292: 
82//AC004701 ' ' 

F-Y79AA1001068//tipAL-AS complex: tipA=TipAL-AS [Streptomyces; lividans, Genomic, 1146 nt].//0. 17:537:59// 
45 S64314 /'.,.; 

F-Y79AA1001077//Zea mays mRNA for aldehyde oxidase-2, complete cds 7/0. 17:23 1:64//D88452 
F-Y79AA1001078 ; ; ; : . 

F-Y79AA1001105//Zebrafish otx2 mRNA for otx homeoprotein, complete cds.//3.1e-63:529:77//D26173 
F-Y79AA1001145//Homo sapiens clone GS166C05, WORKING DRAFT SEQUENCE, 7 unordered piecesV/1 .3e- 
50 23:228:76//AC005015 ' T "; ': . 

F-Y79AA1001167 ' : i/ " 

F-Y79AA1001177//M.musculus mRNA for NfiX1 -protein 7/4.0e-1 0:398: 64//Y07688 

F-Y79AA1001185//Human DNA sequence "* SEQUENCING IN PROGRESS from clone 16915, WORKING 
DRAFTSEQUENCE7/1.1e-113:666:90//Z93015 
55 F-Y79AA1001211//HS_3124_B2_H08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3124 Col=16 Row=P, genomic survey sequehce7/5.5e-12:87:96//AQ1 87492 
F-Y79AA1001216 

F-Y79AA1001228//Mycobacterium tuberculosis H37Rv complete genome; segment 143/1627/0.028:188:67// 
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F-Y79AA1001233//Human placental 1 7-beta-hydroxysteroid dehydrogenase mRNA, complete cds//3.5e-24:73l : 
60//M36263 ; 

F-Y79AA1001236//Homo sapiens mRNA for JM23 protein, complete coding sequence (clone IMAGE 34581 and 
5 IMAGE 45355 and LLNLC110I133Q7 (RZPD Ber1in))7/1 .2e-1 33:441 :97//AJ005892 

F-Y79AA1001281//HS_2241_B2J r 09_MF CIT Approved Human;Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=224l CoI=18 Row=L, genomic survey sequence7/5.0e-27:l 69 :94//AQ2 17497 
F-Y79AA1001299//Human Ini1 mRNA, complete cds7/6.7e-115:323:93//U04847 
F-Y79AA1001312 
10 F-Y79AA1001323 
F-Y79AA1001384 

F-Y79AA1001391//Mus musculus transcription factor HOXA13 (Hoxa13) gene, complete cds.//5.8e-42:245:74// 
U59322 

F-Y79AA1 001394//Caenorhabditis elegans cosmid F54B3, complete, sequence//7.8e-1 8: 636:58//Z48583 
is F-Y79AA1 001 402//Homo sapiens Chr.14 PAC RPCI4-794B2 (Roswell Park Cancer Institute Human PAC Library) 
complete sequence7/1.2e-110:738:85//AC005924 .-::r - 

F-Y79AA1 001 493//H .sapiens DNA sequence.//2.0e-27:254:82//Z22497 : 

F-Y79AA1001511//Human DNA sequence from clone 931 K24 on chromosome 20p1 2 Contains ESTs and GSSs, 
complete sequence7/1.1e-158:804:95//AL034430 
20 F-Y79AA1001533//Mouse mRNA for RNA polymerase I associatedfactor (PAF53), complete cdsY/1 .7e-1 00:820: 

78//D14336 

F-Y79AA1001541//HS_3197_A2_G11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3197 Col=22 Row=M, genomic survey sequence;//5.Te-28:218:86//AQ150183 
F-Y79AA1001548//Homo sapiens chromosome 19, cosmid' : R28738r complete sequence7/5.4e-21 : 167:86// 
25 AC004151 • n . 

F-Y79AA1001555//R.norvegicus mRNA for drebrin A7/0.88:463:59//X59267 

F-Y79AA1001581//FMR1 {CGG repeats} [human, Fragile X syndrome patient, Genomic, 429 nt] 7/0 .0005 1 :252: 
65//S74494 " ] ' 

F-Y79AA1001585//Human hypoxanthine phosphoribosyltransferase (HPRT) gene, complete cds7/7.2e-33:375: 
30 76//M26434 

F-Y79AA1001594 

F-Y79AA1001603//Homo sapiens PAC 128M 19 derived from chromosome 21q22.3, containing the HMG-14 and 
CHD5 genes, complete cds, complete sequence.//4.2e-06:338:66//AF06486l 

F-Y79AA1001613//Homo sapiens mRNA for KIAA0683 protein, complete cds .//0. 024:52 0:57//AB0 14583 
35 F-Y79AA1 001 647//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y53F4, WORK- 

ING DRAFT SEQUENCE7/0.014:331 :61//Z92860 s f/' : \ 

F-Y79AA1 001 665//Human DNA sequence from clone 299D3 on chromosome 22q 13.3, complete sequence 7/0.99: 
273:63//Z84468 * : ; / - 

F-Y79AA1001679//O.cuniculus lambda-crystallin mRNA, complete cds>/1 .2e-97:682:81//M22743 
*o F-Y79AA1001692//insulin-like growth factor binding protein-2 [human, placenta, Genomic, 1292 nt, segment 1 of 

4]7/5.6e-05:426:59//S37712 . 

F-Y79AA1 001 696//Rice endogenous double-stranded RNA encoding pblyprotein (containing putative helicase and 
putative RNA-dependent RNA polymerase domains), complete cds.//1 .0:437:60//D32136 
F-Y79AA1001705//M.muscu!usfkh-5 gene7/0.18:153:64//X71943 
45 F-Y79AA1001711//Human DNA sequence *** SEQUENCING JN.pfoodRESS *** from clone 328E19, WORKING 

DRAFT SEQUENCE7/5.4e-76:191 :98//AL022240 ' "' r " V ' 

F-Y79AA1 001 781//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region) , segment 1 0/1 5, 
WORKING DRAFT SEQUENCE.//0.99:227:63//AP000017 

F-Y79AA1001805//H.sapiens CpG island DNA genomic Mse1 fragment, clone I3dl2, reverse read 
50 cpg13d12.rt1c.//2.6e-1 3:88:1 00//264565 

F-Y79AA1001827//Oryctolagus cuniculus PiUS mRNA, complete cds 7/3. 7e-1 30 :775:88//U 74297 
F-Y79AA1001846//CIT-HSP-2300M6.TR CIT-HSP Homo sapiens genomic clone 2300M6. genomic survey se- 
quence 7/8. 3e- 17:2 18 :76//AQ0 123 69 

F-Y79AA1001848//Human mRNA for KIAA0390 gene, complete cds.//4.2e-10:378:62//AB002388 
55 F-Y79AA1 001 866//Rattus norvegicus Cys2/His2 zinc finger protein (rKn ) mRNA, complete cds.//6.9e-41 :441 :71// 

U41164 . ; 

F-Y79AA1001874//Homo sapiens hJAG2.del-E6 (JAG2) mRNA, ; 'alternatively spliced isoform of Jagged2, com- 
plete CdS.//0.0001 7:41 2:62//AF029779 
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F-Y79AA1 001 875//CTT-HSP-231 7G1 8.TR CIT-HSP Homo sapiens genomic clone 231 7G1 8, genomic survey se- 
quence.//1 .9e-09:271 :67//AQ042654 

F-Y79AA1001923//H.sapiens CpG island DNA genomic Mse1 fragment, clone 193c12, forward read 
cpgl 93d 2.ft1 aV/0.0031 : 1 08:75//2601 86 
5 F-Y79AA1 001 963//CITBI-E1 -251 0J4.TR CITBI-E1 Homo sapiens genomic clone 251 0J4, genomic survey se- 

quence./^. 8e-05:56:100//AQ261 184 

F-Y79AA1002027//Arabidopsis thaliana ubiquitin-conjugating enzyme 17 (UBC17) mRNA, complete cds.//3.3e- 
1 3:451 :62//AF028340 

F-Y79AA1002083//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 526114, WORKING 
10 DRAFT SEQUENCE.//0.91:134:65//Z82214 

F-Y79AA1 002089 

F-Y79AA1002093//Mus musculus transcription factor like protein 4 TCFL4 mRNA, partial cds.//l.2e-l 12:678:88// 
U43548 

F-Y79AA1002103//HS_3052__B1_H08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
15 nomic clone Plate=3052 Col=15 Row=P, genomic survey sequence.//6.5e-l8:238:72//AQ135014 

F-Y79AA1002115 • v ' ■ \ ' ;'• 

F-Y79AA1002125//H.sapiens (D8S135) DNA segment containing GT repeat.//1.5e-1 4:99: 96//X6 1693 
F-Y79AA1002139//Saccharomyces cerevisiae dnaJ homolog Hljlp (HLJ1) gene, complete cds.//2.5e-07:208:64// 
U19358 . -., 

20 F-Y79AA1002204//HS_2235_B2_D12__MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2235 Col=24 Row=H, genomic survey sequence.Y/2.9e-13:89:98//AQl 54260 
F-Y79AA1 002208//CIT-HSP-2006M21 .TV CIT-HSP Homo sapiens genomic clone 2006M21 , genomic survey se- 
quence.//3.7e-27:154:98//B56397 ' ' 'P » ; 

F-Y79AA1002209//E.coli tyrS gene coding for tyrosyl-tRNA synthetase.//2.8e-05:143:70//J01719 

25 F-Y79AA1 00221 0//Homo sapines chromosome 19, cosmid R28058, complete sequence.//8.3e-22:229:78// 

AC005615 

F-Y79AA1 00221 1//Homo sapiens chromosome 17, clone HRPC1067M6, complete sequence.//1 .0e-06:241 :67// 
AC003043 .: ; ; 

F-Y79AA1002220//C IT-HSP-2374P23.TR CIT-HSP Homo sapiens genomic clone 2374P23, genomic survey se- 

30 quence.//1.3e-68:375:95//AQ1 09738 

F-Y79AA1002229//Human mRNA for KIAA0086 gene, complete; cds.//0.12:203:63//D42045 
F-Y79AA1002234//Homo sapiens mRNA for KIAA0692 protein, partial cdsV/1.3e-1 74:821 :98//AB0 14592 
F-Y79AA1002246//Homo sapiens clone GS166C05, WORKING DRAFT SEQUENCE, 7 unordered piecesy/0.50: 
470:60//AC005015 ' ^V" V ' ' 

35 F-Y79AA1002258//Homo sapiens mRNA for KIAA0655 protein, partial cds 7/6. 8e- 159: 748 :98//AB0 14555 

F-Y79AA1002298//Human density enhanced phosphatase-1 mRNA; complete cds.//0.036:278:62//U 10886 
F-Y79AA1002307//Homo sapiens mRNA for KIAA0634 protein; partial' cds7/6.4e-129:622:97//AB01 4534 
F-Y79AA1 00231 1//R.norvegicus mRNA forcytosolic resiniferatoxin-binding protein. //2.0e-11 6: 693:82//X67877 
F-Y79AA1002351//S.clavuligerus pah and cas genes7/1 .0:369':58//X84101 

40 F-Y79AA1002361//Rattus norvegicus mRNA for protein phosphatase 1 (GL-subunit)7/5.4e-105:762:80//Y18208 

F-Y79AA1002399//Homo sapiens chromosome 17, clone hRPK.700_H_6, complete sequencey/1 .Oe-1 59:411: 
100//AC005920 

F-Y79AA1002407//Homo sapiens chromosome 17, clone hRPC.842_Ai23, complete sequencey/1 .1e-1 18:609: 
84//AC004662 . ? r'\ " 

45 F-Y79AA1 00241 6//Mus musculus CTP synthetase homolog (CTPsH) mRNA, complete cds.//4.4e-90:529:88// 
U49385 

F-Y79AA1002431//Chlamydomonas reinhardtii novel protein kinase mRNA, complete cdsy/1 .0:166:66//U36196 
F-Y79AA1002433//CIT-HSP-384K8.TF CIT-HSP Homo sapiens, genomic clone 384K8, genomic survey se- 
quence.//0.24:85:72//B51917 ' /* " } ,; 

so F-Y79AA1002472//Homo sapiens chromosome 19, BAC CIT-B-393i15 (BC301323), complete sequencey/1 . 9e- 

13:242:69//AC006116 ' ' 

F-Y79AA1002482//Homo sapiens full-length insert cDNA clone ZCl8H06y/1 .2e-35:462:71//AF088022 
F-Y79AA1002487//Bovine herpesvirus type 1 genes for UL[27;28;29,30 l 31]y/0.93:215:60//X94677 

55 Homology Search Result Data 3. f :.r*^a : ';- 

[0303] The result of the homology search of the GenBank using the clorie sequence of 3'-end except EST and STS. 
[0304] Data include 

' , r, r • -. 
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the name of clone, 
definition of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and\ 
the Accession No. of the top hit data, as in the order separated by //" 

5 

[0305] Blank indicates that the 3'-end sequence corresponding to the-S'-end was not determined in the clone. 
[0306] Data are not shown for the clones in which the P-value was higher than 1 . 

* >1 

R-HEMBA1000005//Mouse tumor cell dnaJ-like protein 1 mRNA, complete cds.//3.6e-60:504:78//L1 6953 
10 R-HEMBA1000030//F.rubripes GSS sequence, clone 063K1pbD3,< genomic survey sequence.//0.28:1 17:68// 

Z88864 . * *• 

R-HEMBA1000042//RPCI11-77G23.TV RPCI11 Homo sapiens- gendriic clone R-77G23, genomic survey se- 
quence.//1 ,3e-56:292:97//AQ268240 

R-HEMBA1 000046//Homo sapiens chromosome X map Xq28, complete sequence7/9.8e-56:40l :82//U82696 
15 R-HEMBA1 000050//Human cosmid insert containing polymorphic' marker DXS455.//0.001 0:1 75:68//L31 948 

R-HEMBA1 000076//Homo sapiens clone DJ1 021 120, WORKING DRAFT SEQUENCE, 6 unordered pieces7/4.9e- 
41:364:79//AC005520 

R-HEMBA1000111//Homo sapiens Xp22 BAC GSHB-519E5 (Genome Systems Human BAC library) complete 
sequence.//4.7e-30:229:84//AC003684 
20 R-HEMBA1000129//Homo sapiens chromosome 17, clone HCIT48C15, complete sequence.//2.4e-93:503:93// 

AC003104 

R-HEMBA1000141//Homo sapiens mRNA for KIAA0797 protein, partial cds7/6.5e-99:514:94//AB018340 
R-HEMBA1 0001 50//Homo sapiens clone RG086D03, WORKING QRAFTSEQUENCE, 3 unordered pieces.//2.7e- 
37:289:83//AC005060 ' ; 

25 R-nnnnnnnnnnnn//Homo sapiens scaffold attachment factor B'(SAF-B) mRNA, partial cds.//3.1e-21:417:64// 

L43631 

R-HEMBA1000158 ; - 
R-nnnnnnnnnnnn '* " 

R-HEMBA1000180//Plasmodium falciparum encoding Pfg27/25.//0;073:292:56//X84904 
30 R-HEMBA1000185//Homo sapiens clone DJ0693M11 , WORKING DRAFT SEQUENCE, 7 unordered pieces.// 

5.3e-40:286:85//AC006146 

R-HEMBA1000193 ■' 
R-HEMBA1000201//Homo sapiens SNF5/INI1 gene, exon 97/2.0e> : 24; 137:99//Y1 71 26 
R-HEMBA1 00021 3//Caenorhabditis elegans cosmid C44C87/0.025:192:68//AF1 00655 
35 R-HEMBA1 00021 6//Human Chromosome 16 BAC clone CIT987SK-A-815A9, complete sequence 7/2. 5e-3i :269: 

79//AF001548 . 
R-nnnnnnnnnnnn ^ V : 

R-HEMBA1 000231//Human DNA sequence from PAC 21 2P9 on chromosome 1 p34.1 -1 p35. Contains delta opiate 
receptor, CpG island, CA repeat,7/4.3e-24:400:68//AL0091 81 
40 R-HEMBA1 000243//Homo sapiens chromosome 17, Neurofibromatosis 1 locus, complete sequence7/1.3e-19: 

319:69//AC004526 
R-HEMBA1 000244 

R-HEMBA1000251//Meloidogyne hapla mitochondrial COM gene, 3* end of cds; transfer RNA-His gene; 16S ri- 
bosomal RNA gene; ND3 gene, complete cds; cytochrome b (cytb) gene, 5' end of cds7/0.16:338:60//L76262 
45 R-HEMBA1 000264//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region), segment 5/1 5, 

WORKING DRAFT SEQUENCE.//0.00093:300:66//AP00001 2 , , ; . 

R-nnnnnnnnnnnn//Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAC library) complete 
sequence.//3.5e-1 0:238:70//AC003037 

R-HEMBA1000282//Arabidopsis thaliana BAC IG002P1 67/0.71 :3^:60//AF007270 
so R-HEMBA1000288//Homo sapiens Xp22 PACs RPC11-263P4ahd RPC11-164K3 complete sequence7/4.8e-33: 

267:82//AC003046 ^f : V V- * 

R-HEMBA1000290//Homo sapiens chromosome 17, clone HRJ?C"837ji, complete sequence.//2.2e-1 5:249:69// 
AC004223 . k.r-r*:, :-\ 

R-HEMBA1 000302//CIT-HSP-21 73N 1 0.TF CIT-HSP Homo sapiens/ge'nomic clone 21 73N 1 0, genomic survey se- 
55 quence.//1.0:215:61//B95105 V V ^' i- - 

R-nnnnnnnnnnnn//Mus musculus Plenty of SH3s (POSH) mRNA, Complete Cds.//I.0e-77:551:82//AF030131 
R-nnnnnnnnnnnn//Rattus norvegicus Ca2-ndependent activator protein (CAPS) mRNA, complete cds7/2.0e-96: 
546:90//U 16802 '. '\ '/ 
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R-HEMBA1000307//Mus musculus mRNA for CDV-1 proteiny/3:8e-36:31 5:68/^1 0496 
R-nnnnnnnnnnnn//Plasmodium falciparum 3D7 chromosome A2< PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.078:379:59//AC005$u5 v ' 

R-HEMBA1 000338//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 620E1 1 , WORKING 
DRAFT SEQUENCE.//2.0e-33:399:72//AL031 667 

R-HEMBA1 000351 //Ho mo sapiens complete genomic sequence between D16S3070 and D16S3275, containing 
Familial Mediterranean Fever gene diseased .7e-39:272:87//AJ003l47 
R-HEMBA1 000355//Human primary Alu transcripty/0. 0045: 67: 85//U 67829 

R-HEMBA1 000357//Homo sapiens (subclone 9_h8 from PI H16) DNA sequence.//8.7e-93:426:88//L42086 
R-HEMBA1000366//Homo sapiens PAC clone DJ0942I16 from:-7q11, complete sequence7/1 .7e-1 2: 130:83// 
AC006012 

R-HEMBA1 000369//Human DNA sequence from clone 1 039K5 on chromosome 22ql 2.3-1 3.2 Contains gene sim- 
ilar to PICK1 perinuclear binding protein, gene similar to monocarboxylate transporter (MCT3), ESTs, STS, GSS 
and a CpG island, complete sequence.//1.9e-69:355:97//AL03l587 

R-HEMBA1 000376//Homo sapiens chromosome 19, BAC CIT-B-393M5 (BC301323), complete sequence.//3.7e- 
66:41 0:89//AC0061 16 

R-HEMBA1000387//Homo sapiens chromosome 17, clone HCIT169H9. WORKING DRAFT SEQUENCE, 6 un- 
ordered pieces.//2.0e-43:363:81//AC002993 " ■ 

R-HEMBA1000390//Homo sapiens BAC clone RG041D11 from 7q2l, complete sequence.//4.6e-23:417:69// 
AC005053 . ^\;.' ; , 

R-HEMBA1 000392//Human Chromosome Hpl4.3 PAC cl6ne^pbj59ml8, complete sequence .//6.2e-05: 174:68// 
AC004582 . i-'r V 

R-HEMBA1 000396//Homo sapiens DNA sequence from PAC 159A1$ : bn chromosome Xp11 .21-p11.23. Contains 
inter-alpha-trypsin inhibitor heavy chain H3 precursor-like protein*//f :4eT62:564:77//AL022575 
R-HEMBA1 00041 1 • ; . ", '* . 

R-HEMBA1 00041 8//Liverwort Marchantia polymorpha chloroplasl genome DNA.//0.94:210:60//X04465 
R-HEMBA1000422//CIT-HSP-2382A6.TR CIT-HSP Homo sapiens genomic clone 2382A6, genomic survey se- 
quence .//4.4e-1 2 :98:92//AQ078233 ; : 

R-HEMBA1000428//Human DNA sequence from clone 393P23 oh chromosome Xq2l.l-21.33. Contains GSSs, 
complete sequenceV/2.0e-93 :526:90//Z95400 1 '[: * " ':' ' 

R-HEMBA1000434//Homo sapiens clone DJ0309D19, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
2.7e-07:452:60//AC004826 

R-HEMBA1000442//E.caballus microsatellite DNA, clone HMB47/0.39:135:62//Y07733 

R-HEMBA1000456//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS *** from contig 4-52, com- 
plete sequ e nee. //2.6e-05:174:70//AL0 10226 

R-HEMBA1 000459//Arabidopsis thaliana putative transmembrane protein G1 p (AtG1 ), putative nuclear DNA-bind- 
ing protein G2p (AtG2), Em1 protein (ATEM1), putative chlorophyll synthetase (AtG4), putative transmembrane 
protein G5p (AtG5), putative acyl-coA dehydrogenase (AtG6), and calcium dependent protein kinase genes, com- 
plete cds; and unknown genes7/0.013:212:63//AF049236 k , ] 

R-HEMBA1000460//Homo sapiens PAC clone DJ0593H12 from 7p31, complete sequence.//8.6e-1 14:556:98// 
AC004839 ' it": ;I 

R-HEMBA1000464//Caenorhabditis elegans cosmid C34B7, complete sequence. //0. 086:334:61 //Z83220 
R-HEMBA1000469//Homo sapiens BAC clone RG442F18 'from 2, complete sequence.//1 .8e-52:472:79// 
AC005104 ^jj-,^;;^ - 

R-HEMBA1 000488//, complete sequence.//3.3e-68:200:99//ACob|5b6^ 

R-HEMBA1 000490//Caenorhabditis elegans cosmid Y53C12B, complete sequence.//0.97:233:6l//Z99278 
R-HEMBA1 000491 . .[ , ..... 

R-HEMBA1 000504//Plasmodium falciparum DNA *** SEQUENCINGIn PROGRESS *** from contig 3-64, com- 
plete sequence./^ .7e-08:440:60//AL009014 J :- ! : i ':' \ ' 

R-HEMBA1000505//Homo sapiens genomic DNA of 8p2L3-p22 anti : oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 1/11 7/0.37:1 89: 62//AB020858, *, . ^ 

R-HEMBA1 000508//Human DNA sequence from cosmid V210E9, between markers DXS366 and DXS87 on chro- 
mosome X.//1.1e-25:248:80//270280 " " ' ' ; ' ' 

R-HEMBA1 00051 8//RPCI1 1 -6022.TV RPCI-11 Homo sapiens genomic clone RPCI-11-6022, genomic survey se- 

quence.//0.0035:293:61//B49544 . 

R-HEMBA1000519 

R-HEMBA1 000520//Arabidopsis thaliana chromosome II BAC F10A12 genomic sequence, complete sequence^/ 
0.30:255:63//AC006232 ' *\ 
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R-HEMBA1000523//Human cleavage stimulation factor 77kDa i subuniLmRNA, complete cds.//1 .2e-53:203:92// 
U15782 . 

R-HEMBA1000531//CIT-HSP-388J17.TR CIT-HSP Homo sapiens genomic clone 388J17, genomic survey se- 
quence. //2.7e-24:137:99//B55638 : 
5 R-HEMBA1 000540//Human DNA sequence *** SEQUENCING IN PRQGRESS *** from clone 51 0D1 1 , WORKING 

DRAFT SEQUENCE7/0.0001 4:329:60//Z98044 V 

R-HEMBA1000545//Homo sapiens Xp22 BAC GS-619J3 (GenomeiSystems Human BAC library) complete se- 
quence.//6.9e-87:552:87//AC004103 ' « 

R-nnnnnnnnnnnn//Human DNAsequence SEQUENCING IN PROGRESS *** from clone 134019, WORKING 
10 DRAFT SEQUENCE.//8.9e-121 :584:98//AL034555 

R-HEMBA1 000557//Homo sapiens Chromosome 16 BAC clone CIT987SK-44M2, complete sequence7/5.7e-45: 
307:87//AC004381 . * M 

R-HEMBA1000561//Mus musculus clone OST20235, genomic survey sequence.//1.3e-43:279:90//AF046762 
R-HEMBA1 000563//Plasmodium falciparum chromosome 2, section 5 of 73 of the complete sequence 7/3.8e-05: 
'5 506:56//AE001368 

R-HEMBA1000568//RPCI11-49P8.TK.1 RPCI11 Homo sapiens genomic clone R-49P8, genomic survey se- 

quence.//1.7e-1 01 :498:97//AQ1 16293 . : ' 

R-nnnnnnnnnnnn 

R-HEMBA1 000575//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 754E20, WORKING 
20 DRAFT SEQUENCE.//1 .3e-47:458:75//AL022335 m t -'i> 

R-HEMBA1000588//Mus musculus FLI-LRR associated . protein^ . mRNA, complete cds.//2.9e-62:447:81// 
AF045573 ' li?' V , 

R-HEMBA1000591//Homo sapiens mRNA for E1B-55kDa-associate ! d protein. //1.2e-111:591:9411AJ007509 
R-HEMBA1000592//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-10, com- 
25 pletesequence.//3.5e-09:421:60//AL010216 ' % "3* "\ 

R-HEMBA1 000594//Homo sapiens clone RG004N09, WORKING DRAFT SEQUENCE, 5 unordered pieces.//1 .1 e- 
1 5:421 :66//AC005044 ' ' J\ 

R-HEMBA1 000604//HS_2220_A1_G10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2220 Col=1 9 Row=M, genomic survey sequence.//1 .Oe-51 :306:92//AQ1 51 991 
30 R-HEMBA1 000608 

R-HEMBA1000622//H.sapiens CpG island DNA genomic Mse1 fragment, clone I55e4, reverse read 
cpg155e4.rtla7/4.5e-16:105:98//Z56962 

R-HEMBA1 000636//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region), segment 1/1 5, 
WORKING DRAFT SEQUENCE.//4.8e-62:421:86//AP000008 '5 ' 
35 R-HEMBA1 000637//Homo sapiens mRNA for KIAA0690 protein, partial cds.//1 .2e-97:443:97//AB01 4590 

R-HEMBA1000655//Homo sapiens chromosome 19, cosmid R26349, complete sequence.//9.8e-61:311 :90// 
AC005953 

R-HEMBA1 000657 r " : '^ J 

R-HEMBA1 000662 

40 R-HEMBA1 000673//Human DNA sequence from PAC 448E20 on chromosome Xq26.1 contains ESTs and STS7/ 

1. Oe-1 3:351 :63//Z971 96 ' ' ; * 

R-HEMBA1000682//Homo sapiens clone DJ1136G02, WORKING DRAFT SEQUENCE, 4 unordered pieces.// 
1 .2e-50:298:79//AC005377 ' ; J . ' v 

R-HEMBA1000686//HS_3018_B1_H10_T7 CIT Approved Human''Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=3018 Col=l9 Row=P, genomic survey sequencb.?/0.'00048:210:62//AQ093513 

R-HEMBA1 000702//Homo sapiens clone DJ241 P1 7, WORKING d'rAFT SEQUENCE, 7 unordered pieces7/9.7e- 
54:31 7:88//AC005000 [ ^ • 

R-HEMBA1 000705//Glossonotus uhivittatus 1 2S mitochondria! ribosomal RNA, small subunit, mitochondrial gene, 
partial sequenceV/0 .080: 138:65//U77850 
so R-HEMBA1 00071 9//Rattus norvegicus mRNA forTESKI, complete cds770.96:291:58//D50864 

R-HEMBA1 000722 ■« 

R-HEMBA1 000726//Homo sapiens PAC clone DJ0701 01 6 from 7q33-q36, complete sequence.//4.4e-26:284:77// 
AC005531 

R-HEMBA1000727//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS *** from contig 4-89, com- 
55 pletesequence.//9.1e-05:351:60//AL010266 ; 

R-HEMBA1000747//Homo sapiens DNA sequence from PAC. 124.06 on chromosome 6q21. Contains genomic 
marker D6S1603, ESTs, GSSs and a STS with a CA repeat polymorph ism, complete sequence 7/2 .5e- 16: 123:93// 
AL021326 
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R-HEMBA1000749//Human Chromosome 16 BAC clone CIT987SK : 327024, complete sequence7/2.8e-32:298: 
79//AC003108 

R-HEMBA1000752//Human DNA sequence from PAC 50A13 on chromosome Xp11. Contains ATP SYNTHASE 
LIPID BINDING PROTEIN P1 (P2, P3) precursor (ATP5G1 , ATP5G2, ATP5G3) like pseudogene, ESTs and STSs. 
5 Contains polymorphic CA repeat.//2.8e-90:542:90//Z92545 ;.. . . 

R-HEMBA1000769//Homo sapiens P1 clone GSP1 3996. from 5ql'2f complete sequence 7/2. 7e-36:405: 75// 
AC005031 

R-HEMBA1 000773//HS_3050_A2_B08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3050 Col=16 Row=C, genomic survey seq u e nee 7/0. 00053 :268:60//AQ 1056 19 
*0 R-HEMBA1 000774//Homo sapiens PAC clone DJ0630C24 frorn 7q31 -q32, complete sequence 7/4.7e-46:338:85// 

AC004690 j 

R-HEMBA1000791//***ALU WARNING: Human Alu-Sc subfamily consensus sequence.//5.3e-47:279:91//U 14571 
R-HEMBA1 00081 77/Sequence 1 from Patent WO 89048397/0:86: 1'48:67//I09339 
R-HEMBA1000822//T.brucei kinetoplast maxicircle variable region DNA7/0.00061 :246:61//Z15118 
'5 R-HEMBA1 000827//Homo sapiens Ser/Arg- related nuclear matrix protein (SRM160) mRNA, complete cds7/6.9e- 

43:228:98//AF048977 

R-HEMBA1 000843//Homo sapiens DNA sequence from clone 51 1B24 on chromosome 20q11 .2-12. Contains the 
TOP1 gene forTopoisomerase I, the PLCG1 gene for 1 -Phosphatidylinosito1-4,5-Bisphosphate Phosphodiesterase 
Gamma 1 (EC 3.1.4.11, PLC-Gamma-1, Phospholipase C-Gamma-1 PLC-II, PLC-148), the KIAA0395 gene for a 
20 probable Zinc Finger Homeobox protein and a 60S Ribosomal Protein:L23 LIKE pseudogene. Contains a predicted 

CpG island, ESTs, STSs and GSSs, complete sequence.//1 .7e'r41:319:84//AL022394 
R-HEMBA1000851//Arabidopsis thaliana chromosome I BAC T14N5 genomic sequence, complete sequence.// 
0.40:1 68:67//AC004260 ' u/ ^A i" ' 

R-HEMBA1 000852//Homo sapiens Xp22 bins 3-5 PAC RPCI4-617A9 (Roswell Park Cancer Institute Human PAC 
25 Library) containing Arylsulfatase D and E genes, complete sequehceV/1 5e-1l2:572:96//AC005295 

R-HEMBA1000867//Homo sapiens clone DJ0971C03, WORKING DRAFT SEQUENCE, 18 unordered pieces.// 
0.11:121 :71//AC004938 **** : ^ . 

R-HEMBA1 000869//Homo sapiens Chromosome 1 6p1 1 .2 BAC clone GiT987SK-A-1 80G2, WORKING DRAFT SE- 
QUENCE, 5 unordered pieces7/3.2e-22:186:76//AC002042 
30 R-HEMBA1000870//Human BAC clone GS542D18 from 7q31-q32, complete sequence.//0.0060:283:63// 

AC002528 IK> ? 

R-HEMBA1000872//Rattus norvegicus polymorphic satellite repetitive elements7/3.8e-05:269:61//M98801 
R-HEMBA1000876//Homo sapiens chromosome 12p13.3 clone RPCI1-96H9, WORKING DRAFT SEQUENCE, 
66 unordered pi eces.//6.5e-38: 327: 77//AC 006057 * ' 

35 R-HEMBA1000908//CIT-HSP-2373I4.TR CIT-HSP Homo sapiens genomic clone 2373I4, genomic survey se- 

quence.//5.0e-34:221:90//AQ1 08658 . . / 

R-HEMBA1 00091 0//T.pigmentosa UM1060 macronuclear rDNA r teT6meric region 3' term .//0.1 9:280 :61//X04205 
R-HEMBA1000918//RPCI11-68E14.TK RPCI11 Homo sapiens genomic clone R-68E14, genomic survey se- 
quence.//1.3e-32:172:100//AQ267293 ] '.: 

40 R-HEMBA1000919 i -\ 

R-HEMBA1000934//Homo sapiens DNA sequence from PAC .874020 on chromosome 6p22. 1-22.3. Contains a 
Zinc Finger Protein ZFP47 LIKE gene, a Zinc Finger Proteih pseudogene and a Zinc Finger Protein SRE-ZBP 
pseudogene. Contains ESTs, STSs and GSSs, complete sequehce7/2;6e-18:284:71//AL021997 
R-HEMBA1000942//Homo sapiens clone RG350L10, WORKING 1 DRAFT SEQUENCE, 15 unordered pieces.// 

45 1.4e-17:217:76//AC005098 ; ; ; ' 

R-HEMBA1000943//Homo sapiens chromosome 17, clone hRPK'640.ilLl5, complete sequence7/9.0e-1 13:586: 
95//AC005324 ; 'i \ '\ ' 

R-HEMBA1000946//T5N8TFB TAMU Arabidopsis thaliana "genomic clone T5N8, genomic survey sequence.// 
0.030:369:59//B26224 i \ ^ •/ ' 

so R-HEMBA1000960//Homo sapiens clone RG339C12, WORKING 1 DRAFT SEQUENCE, 10 unordered pieces.// 

2.5e-52:494:77//AC005096 

R-HEMBA1 000968//Homo sapiens P1 clone 797a11 containing MHC class II DQ-beta (HLA-DQB) and MHC class 
II DC-alpha (H LA- DC A) genes, complete cds 7/3. 5e-77: 568 :83//U 92032 

R-HEMBA1000971//RPCI11-54D1.TJRPCI11 Homo sapiens genomic clone R-54D1, genomic survey sequence.// 
55 2.3e-27:153:98//AQ081552 I. / { . . . 

R-HEMBA1000972//Human DNA sequence from clone 111 F4. on chromosome Xq23 Contains GSSs, complete 
sequence.//7.3e-43:375:79//AL023876 

R-HEMBA1 000974//Homo sapiens clone DA0091 H08, complete sequence 7/2.8e- 104:521 :97//AC0048l 7 
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R-HEMBA1 000975//Human DNA sequence from clone 105D16 on chromosome Xpl 1.3-1 1.4 Contains pseudog- 
ene similar to laminin-binding protein, CA repeat, STS, complete sequence.//8.0e-22:352:68//AL031311 
R-HEMBA1 000985//Homo sapiens PAC clone DJ0797C05 from 7q3.1, complete sequence.//8.5e-05:306:63// 
AC004888 

5 R-HEMBA1 000986//Homo sapiens clone RG031 N19, WORKING DRAFT SEQUENCE, 1 unordered pieces.//5.7e- 

37:296:83//AC005632 

R-HEMBA1000991//RPCI11-22017.TVBRPCI-11 Homo sapiens genomic clone RPCM1-22017, genomic survey 
sequence.//6.5e-44:162:90//AQ008952 - ; j 

R-HEMBA1001007 ;. 
10 R-HEMBA1 001 008//Homo sapiens chromosome 1 6, P1 clone 79-2A (LANL), complete sequence.//0.082:31 3:60// 

AC005365 . U ; v . 

R-HEMBA1001009//O.sativa osr40g2 genei/0.99:203:62//Y08987 

R-HEMBA1001017//Homo sapiens mRNA for KIAA0468 protein, complete cdsV/1.0e-113:587:95//AB007937 
R-HEMBA1001019//Bos taurus cyclin-dependent kinase 1 (cdk1/cdc2) mRNA, complete cds.//7.4e-24:2 15:82// 
is L26547 

R-HEMBA1001020//Human DNA sequence SEQUENCING IN r PROGRESS *** from clone 732E4, WORKING 

DRAFT SEQUENCE.//2.8e-1 8:449:64//AL008722 

R-HEMBA1001022 ' ' ■<> 

R-HEMBA1001024//Homo sapiens BAC clone 393I22 from. 8q21, complete sequence.//6.6e-48:536:74// 
20 AF070717 

R-HEMBA1001026//T33H14TF TAMU Arabidopsis thaliana genomic clone T33H14, genomic survey sequence.// 
0.013:180:66//B97363 

R-nnnnnnnnnnnn//Caenorhabditis elegans cosmid R10H10, conipiete sequence7/l.2e-25:438:65//Z70686 
R-HEMBA1001051//Homo sapiens 12q24.1 PAC RPCI3-521E19 (Rpswell Pan< Cancer Institute Human PAC li- 

25 brary) complete sequence V/7.3e-38:188:89//AC00421 7 ' * ; > ' • 

R-HEMBA1 001 052//Rabbit alpha-1-g!obin gene to theta-1-globin pseudogene region.//2.4e-24:279:74//X04751 
R-HEMBA1001060//HS_2056_B1_C01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2056 Col=l Row=F, genomic survey sequence.//4.le-l4:l37:83//AQ245004 
R-HEMBA1001071//M.musculus COL3A1 gene for collagen alpha[-l)/6.9e-38:513:70//X52046 

30 R-HEMBA1 001 077//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 1 50C2, WORKING 

DRAFTSEQUENCE.//1.9e-22:507:61//AL022318 1 
R-HEMBA1001080 

R-HEMBA1001085//Human Chromosome 15q26.1 PAC clone pDJ290i21 containing fur, fes, and alpha mannosi- 
dase llx genes, WORKING DRAFT SEQUENCE, 9 unordered pieces.//2.2e-43:317:83//AC004586 
35 R-HEMBA1 001 088//Caenorhabditis elegans cosmid C1 8H77/bl46':36l :60//AF067607 

R-HEMBA1001094//Homo sapiens clone RG491N20, complete' < sequence.//5.3e-98:501:96//AC005105 
R-HEMBA1001099 

R-HEMBA1 001 1 09//Human DNA sequence *" SEQUENCING IN PROGRESS *" from clone 1 1 8J21 , WORKING 
DRAFT SEQUENCE.//3.1 e-39:335:80//AL033527 \ x ' . 

40 R-HEMBA1001121//Human cosmid LL12NC01-132B11A, ETV6 gerie.'ihtron 2.//9.8e-11:122:81//U81833 

R-HEMBA1001122//Plasmodium falciparum MAL3P6, completesequence.//0.0024:284:63//Z98551 
R-HEMBA1001123//Human NFE genomic fragment7/3.6e-26:3l8:72//M985ll 
R-HEMBA1001133 ' ^ 

R-HEMBA1001137//Homo sapiens full-length insert cDN A clone, ZD29F04.//4.2e-88 : 426: 98//AF086241 
45 R-HEMBA1 001 1 40//Homo sapiens clone RG228D1 7, WORKING DRAFTSEQUENCE, 2 unordered pieces7/4.0e- 

41:304:84//AC005077 i - \r ? " 

R-HEMBA1001172//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 54B20, WORKING 
DRAFT SEQUENCE.//3.7e-36:261 :85//Z98304 

R-HEMBA1 001 1 74//Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence.//1 .0:21 9: 
50 58//AE001398 , . ',. 

R-HEMBA1001197 ' l 

R-HEMBA1001208//HS_2233_A1_G10_MF CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2233 Col=19 Row=M, genomic survey sequenceY/0.083:174:68//AQ1 70789 
R-HEMBA1 OOI226//Homo sapiens done DJ 11 36G02, WORKING^DRAFT SEQUENCE, 4 unordered pieces7/5.1 e- 
55 59:553:75//AC005377 ' 

R-HEMBA1 001 235//RPC1 1 1 -50E6TJ RPC 11 1 Homo sapiens genomic clone R-50E6, genomic survey sequenceV/ 
2.6e-08:97:76//AQ052666 ' y.* [% '■ 

R-HEMBA1001247//Caenorhabditis elegans cosmid C01 F1 7/2^-05:31 9:63//U58761 

V' ■'" • ■ ■ 

i- ' 
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R-HEMBA1001257//Rattus norvegicus alpha-methylacyl-CoA racemase mRNA, complete cdsJ/1 .5e-24:439:66// 
U 89905 

R-HEMBA1001265//Homo sapiens BAC clone RG139P11 from 7q11 -q21 . complete sequence.//9.9e-21:537:63// 
AC004491 ' -* • * '"• 

R-nnnnnnnnnnnn//Homo sapiens chromosome 17, clone HClt75Gl6, complete sequenceV/0.022: 169:65// 

AC003042 v- : ."7 : ^;.*: 

R-HEMBA1001286 

R-HEMBA1001294//HS_3219_A2_G01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3219 Col=2 Row=M, genomic survey sequence://6.24:251:63//AQ1 89882 
R-HEMBA1001299//Homo sapiens, clone hRPK.12_A_1 , complete sequenced .3e-38:381 :76//AC006222 
R-HEMBA1 001 302//CDNA encoding a human homologue of a mouse novel polypeptide derived from stromal cell.// 

VHm^m^^m^um falciparum DN A - SEQUENCING IN PROGRESS - from MALI P1 , WORK- 
ING DRAFT SEQUENCE7/0.00011 :382:58//AL031 744 

R-HEMBA1001310 ia^d^im^ 
R-HEMBA1001319//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 

DRAFT SEQUENCE, 3 unordered pieces.//4.2e-09:491 :58//AC005504 
R-HEMBA1001323//Drosophila yakuba mitochondrial DNA molecule.//8.3e-06:485:60//X03240 
R-HEMBA1 001326//Homo sapiens DNA sequence from BAC 55C20 on chromosome 6. Contains a Spinal Mus- 
cular Atrophy (SMA3) LIKE gene overlapping with a beta-glucoronidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five pre- 
dicted tRNA genes. Contains ESTs, GSSs (BAC end sequencesfand a CA repeat polymorphism, complete se- 
quence.//2.2e-14:277:69//AL021368 . „ fino 

R-HEMBA1001327//Human DNA sequence from clone 522P13 5 on chromosome 6p21.31-22.3. Contains a 60b 
Ribosomal Protein L21 pseudogene and an HNRNP A3 (Heterogenous Nuclear Riboprote.n A3, FBRNP) pseu- 
dogene. Contains ESTs, STSs and GSSs, complete sequencei/ZOM 5:360 :6I/7AL024509 
R-HEMBA1001330//Homo sapiens I2q24 PAC RPCI1-66E7 (Roswell Park Cancer Institute Human PAC library) 
complete sequenced .3e-27:481:67//AC00421 6 //71 
R-HEMBA1001351//Homo sapiens chromosome 18, clone hRPK:474^N_24, complete sequence.//7.1e-45.252. 

R^EM°BAfooi36l//Homo sapiens chromosome 9. clone hRPK.'2oLH_3, complete sequence7/l.4e-1 13:569: 

R-HEMaM 001375//Homo sapiens full-length insert cDNA clone ZE09H037/2.8e-89:428:99//AF086542 
R-HEMBA1001377//Homo sapiens PAC clone DJ0728D04, complete sequence.//2.3e-32:324:77//AC004865 
R-HEMBA1001383 . 

R-HEMBA1 001388//Homo sapiens clone RG189J21, WORKING DRAFT SEQUENCE, 15 unordered pieces.// 
8.9e-06:108:83//AC005073 . ,.,'{. 

R-HEMBA1001391//Yeast mitochondrial aapl gene for ATPase subunit 8.//7.3e-08:500:59//X00960 
R-HEMBA1 001 398//Homo sapiens genomic DNA, chromosome 21 ql 1 .1 , segment 21/28, WORKING DRAFT SE- 
QUENCE7/2.3e-48:315:88//APQ00050 . ; .I " cnMA KKI ~ aLr . Kin 

R-HEMBA1001405//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 50024, WORKING 
DRAFT SEQUENCE.//5.5e-35 :464:68//AL034380 , u , ■ 

R-HEMBA1 001411//Yeast (S.cerevisiae) mitochondria Ser-tRNA-UCy gene and flanks//0.00029:301 :62//K01 981 

R-HEMBA1001415//Human DNA sequence ~ SEQUENCING iN-RROGRESS "* from clone 41018, WORKING 
DRAFT SEQUENCE7/5.6e-101:512:96//AL031732 ' l['.\'X'% . . 

R-HEMBA1001432//Homo sapiens clone DJ0693M11, WORKING DRAFT SEQUENCE, 7 unordered pieces.// 
6.3e-37:302:81//AC006146 . n . 

R-HEMBA1 001433//Human DNA sequence from PAC 339A1 8 on chromosome Xpl 1 .2. Contains KIAA01 78 gene, 
similar to mitosis-specific chromosome segregation protein SMCt of S.cerevisiae, DNA binding protein s.milar to 
URE-B1 , ESTs and STS//1 .9e-32:242:79//Z97054 ! ; v-.' ';y' r ; - 

R-HEMBA1001435//Homo sapiens chromosome 21, Neurofibromatos.is 1 (NF1) related locus, complete se- 
quence.//5.7e-59:457:82//AC004527 ' ' ■ ?' . 

R-HEMBA1 001442//Human DNA sequence from PAC 507115 oh chromosome Xq26.3-27.3. Contains 60S ribos- 
omal protein L44 (L41, L36) like gene, ESTs, STSs and a polymoiphic CA repeat.//0.051:276:63//Z98950 
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R-HEMBA1 001446//HS_3207_A1_A08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3207 CoI=15 Row=A, genomic survey sequerice://8:9e-06:119:73//AQ1 75385 
R-HEMBA1001450//Homo sapiens BAC clone RG114B19 from.<7q31 .1 , complete sequence 7/0.0043:266:63// 
AC005065 " 
5 R-HEMBA1001454//Homo sapiens PAC clone DJ0673011- from';7g3i, complete sequence 7/7.le-25:2 10:82// 

AC004855 

R-HEMBA1001455//Homo sapiens chromosome 17, clone hRPK-64pjjl5, complete sequence7/2.7e-08:316: 
62//AC005324 ^>- ; %'v 

R-HEMBA1 00l463//Homo sapiens chromosome 1 7, clone hRPK.l064JE_n t complete sequence 7/0.57:21 9:60// 
10 AC005208 

R-HEMBA1001476//Homo sapiens clone DJ0607J02, WORKING DRAFT SEQUENCE, 12 unordered pieces7/ 
9.3e-50:252:80//AC004840 *\ ;• , 

R-HEMBA1 001478 *' * f 

R-HEMBA1001497 

'5 R-HEMBA1 001 51 0/Human HLA class HI region containing cAMP response element binding protein-related protein 

(CREB-RP) and tenascin X (tenascin-X) genes, complete cds, complete seq uence 7/3. 5e-41:282:86//U 89337 
R-HEMBA1001515//Human DNA sequence from PAC 238J17 on chromosome 6q22. Contains EST and STS.// 
1.9e-79:529:86//Z98753 

R-HEMBA1001517//Homo sapiens BAC clone RG459N13 from 7p 15, complete seq uence 7/4.3e- 18:335:71// 
20 AC004549 

R-HEMBA1001522 ly , 

R-HEMBA1001526//Human DNA sequence from cosmid 444G9 from a contig from the tip of the short arm of 
chromosome 16, spanning 2Mb of 16p13.3 Contains ESTs and , : CpG1slands t 7/5.6e-08:265:67//Z98258 
R-HEMBA1001533//Human DNA sequence from PAC 179M20 on'cHrdmosome 20q12-13.1 . Contains adenosine 
25 deaminase (ADA), placental protein Diff33, CA repeat, ESTs, STS7/7.8e-1 6:235:72//Z97053 

R-HEMBA1001557 '* ' [ J \ , 

R-HEMBA1001566//Human Chromosome X clone bWXD187;*cbmp?ete % sequence7 
R-HEMBA1001569//Sequence 15 from patent US 56934767/1. 8e-59:389:88//l77040 

R-HEMBA1001570//Homo sapiens PAC clone DJ0844F09 from 7p12-p13, complete sequence.//! .1e-44:31 6:87// 

so AC004453 "\/.H-;.: :• 

R-HEMBA1001579//Plasmodium falciparum 3D7 chromosome: 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces7/0.0047:437:60//AC005506 

R-HEMBA1 001581//P.falciparum complete gene map of plastid-like DNA (IR-B)7/2.3e-07:491 :58//X95276 
R-HEMBA1 001585//Caenorhabditis elegans cosmid C06A67/6.6d:224:62//U41012 
35 R-HEMBA1001589 

R-HEMBA1 001 595//CIT-HSP-2349G1 9.TF CIT-HSP Homo sapiens genomic clone 2349G1 9, genomic survey se- 
quence.//8.0e-69:337:99//AQ060483 

R-HEMBA1001608//Homo sapiens chromosome 17, clone HCI.T462L7, complete seq uence.//9.5e-59:5 14:78// 
AC005177 ; • r ; 

40 R-HEMBA1001620//S.polyrrhiza mRNA for D-myo-inositol-3-phosphate synthase.//4.5e-12:289:65//Z11693 

R-nnnnnnnnnnnn//HS_2195_A1_E09_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2195 Col=17 Row=l, genomic survey sequence.//5.8e-09:358:58//AQ292688 
R-HEMBA1001636//Human putative potassium channel subunit (h-erg) mRNA, complete cds 7/0. 77:225:59// 
U04270 . ' I • . . 

45 R-HEMBA1 001 640//Human DNA sequence from PAC 50J22 ? on'chrdhiiosome 6p2i . Contains ETS related protein 
TEL like and GS2 like genes, ESTs and an STS7/6.0e-49:404 ^^84484 
R-nnnnnnnnnnnn - n } v 

R-HEMBA1001655//Homo sapiens chromosome 5, BAC clone. 1 9£j1 8. (LBNL H158), complete sequence7/1.1e- 
103:532:95//AC005368 * 
so R-HEMBA1 001 658//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone Y313F4, WORKING 

DRAFT SEQUENCE.//1 .0:197:64//AL023808 ' ' ■ ' / 

R-HEMBA1 00 1661 //Homo sapiens chromosome 5p, BAC clone 50g2l (LBNL H154), complete sequence7/l .5e- 
100:457:93//AC005740 '/"j p '■ 

R-HEMBA1001672//Homo sapiens methyl-CpG binding protein MBD3. (MBD3) mRNA, complete cds7/1 .2e-90: 
55 496:91//AF072247 ... ! ':' '-■ " - 

R-HEMBA1 001675 ,'- *" " 

R-HEMBA1 001 678//Homo sapiens voltage dependent anion channel protein mRNA, complete cds7/1 .3e- 1 01 :534: 
94//AF038962 
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R-HEMBA1001681//CIT-HSP-2345M7.TF CIT-HSP Homo sapiens genomic clone 2345M7, genomic survey se- 
quence V/0.21 : 124: 68//AQ056593 

R-HEMBA1001702//Homo sapiens 12q13.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete seque nee 7/8. 3e-06:279:63//AC004801 

5 R-HEMBA1 001 709//Homo sapiens mRNA for KIAA0698 protein', complete cds7/1 .9e-96:483:96//AB01 4598 

R-HEMBA1001711//Human HepG2 3' region cDNA, clone hmd2bu27/2.3e-31:1 69: 100//D 16886 
R-HEMBA100l712//HS-1015-B1-EOl-MR.abi CIT Human Genomic, Sperm Library C Homo sapiens genomic 
clone Plate=CT 790 Col=l Row=J, genomic survey sequence 7/0.0025:200 :65/B32577 
R-HEMBA1001714//Rattus norvegicus mitochondrial ATPase inhibitor gene, complete cds.//6.6e-27:3 16:75// 

10 U 12250 ; . I ^ 

R-HEMBA1 001 71 8//CIT-HSP-21 71J2.TR CIT-HSP Homo sapiens genomic clone 2171J2, genomic survey se- 
quence./^. 1e-41 :167:87//B89781 

R-HEMBA1001723//Rattus norvegicus EH domain binding protein Epsin mRNA, complete cds.//0.53:275:61// 
AF018261 

15 R-HEMBA1 001 731//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 322P7, WORKING 

DRAFT SEQUENCE7/2.9e-48:292:84//AL023799 

R-HEMBA1001734//Homo sapiens Chromosome 15q22. 3-23 PAC 88m3, WORKING DRAFT SEQUENCE, 2 or- 
dered pieces.//3.2e-33:290:81//AC005959 

R-HEMBA1 001 744//Human DNAsequence from clone 1 34E.1 S on chromosome 6q21 Contains Blimp-1 , apoptosis 
20 specific protein similar to yeast APG5 ESTs, GSSs and retroviral sequence, complete sequence.//0.98:203:62// 

AL022067 ■ 

R-HEMBA1 001 745//Homo sapiens BAC clone RG298G08 from'if) r 1 5-'p21 , complete sequence.//0.0001 9:31 2:59// 
AC005084 : 

R-HEMBA1001746//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 8 unordered pieces.//0.045:457:61//A6d04T53K / 

R-HEMBA1001761//Homo sapiens chromosome X, clone hCIT.200_J__4, complete sequence 7/3.8e-39 :33 1 :80// 
AC006121 ; 'lv • " " 

R-HEMBA1001781//Homo sapiens Xp22 BAC GSHB-590J6 (denqme; Systems Human BAC library) complete 
sequence7/0,0062:245:60//AC004554 T"^' Z 

30 R-HEMBA1 001 784//Homo sapiens chromosome 5p, BAC clone'sog^l (LBNL H154), complete sequence7/2.1 e- 

22:370:63//AC005740 " ■'' '/ ' 1 ' 

R-HEMBA1 001 791//Human DNA sequence from clone 931 E1 5 on chromosome Xq25. Contains STSs, GSSs and 
genomic marker DXS8098, complete sequence7/3.0e-50:408:86//AL023575 

R-HEMBA1001800//CIT-HFP-2049N5.TF CIT-HSP Homo sapiens genomic clone 2049N5, genomic survey se- 
as quence.//9.0e-37:335:77//AQ009222 

R-HEMBA1001803//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces.//0.86:536:56//AC005506 1 ' " 

R-nnnnnnnnnnnrv7Mouse interleukin 2 receptor (p55 IL-2R).mRNA^5' end.//2.9e-93:553:89//M21977 
R-HEMBA1001808//Homo sapiens mRNA, chromosome 1 5 specific transcript KIAA05007/2.8e-1 12:548:98// 
40 AB007969 

R-HEMBA1001809 . s \ " \ 

R-HEMBA1001815//Homo sapiens Xp22 BAC GS-321G1 7 (Genome Systems Human BAC library) complete se- 
quence.//2.6e-48:363:84//AC004025 

R-HEMBA1001819//Homo sapiens *" SEQUENCING IN PROGRESS?*" from PAC 1577, WORKING DRAFT 

45 SEQUENCE.//1.1e-15:275:68//AJ009612 V . 

R-HEMBA1001820//HS_3022_B1_A09_T7 CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3022 Col=17 Row=B, genomic survey sequence; ! //6.00054:335:59//AQ165107 
R-nnnnnnnnnnnn//Xenopus laevis intersectin mRNA, complete cds;7/i .4e-'19:533:63//AF032118 
R-HEMBA1001824//S.clavuligerus linear plasmid pSCL (complete' sequence).//0.62:189:65//X541 07 

50 R-HEMBA1 001 835//Human DNA sequence *** SEQUENCING^ PROGRESS *** from clone 191J18. WORKING 

DRAFT SEQUENCE7/1 .0:450:60//AL024507 £"V \ 

R-HEMBA1 001844//Human familial Alzheimer's disease (STM2) gene, complete cds.//1 .6e-07:1 70:68//U50871 
R-HEMBA1 001847 

R-HEMBA1 001861//Homo sapiens mRNA for KIAA0617 protein;; complete Cds7/3.3e- 108:553:96//AB014517 
55 R-HEMBA1 001 864//Homo sapiens genomic DNA, 21 q22.1 region, clone:Q82F5A1 6, genomic survey sequence.// 

1 .7e-1 4:245:67//AG002463 

R-HEMBA1001866//HS_2258_B2_D01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2258 Col=2 Row=H, genomic survey sequehce7/2.8e-39:397:75//AQ221138 
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R-nnnnnnnnnnnn//Homo sapiens BAC clone RG114B19 from. 7q3 1.1, complete sequence.//5.9e-56:303:94// 
AC005065 % ; , 

R-HEMBA1 001 888//Homo sapiens Xp22-1 50 BAC GSHB-309P1 5, (Genome Systems Human BAC Library) com- 
plete sequence.//1 .7e-43:281 :88//AC00621 0 * V* ■ / :i 
5 R-HEMBA1001896 . ' ? ^ , 
R-HEMBA1001910 ' * ' 

R-HEMBA1 001 91 2//Homo sapiens chromosome 5, P1 clone 1308e5.(LBNLH1 3), complete sequence 7/0. 10:307: 

61//AC004775 * ' ; " ' V ;". 

R-HEMBA1001913 

10 R-HEMBA1001915//HS_2037_A1_E12JVIR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2037 Col=23 Row=l, genomic survey sequence 7/0.071 :206:64//AQ233l 06 
R-HEMBA1 001 91 8//Homo sapiens chromosome 5, P1 clone 1 308e5 (LBNL H1 3), complete sequence7/0.97:449: 
59//AC004775 

R-HEMBA1 001 921//Homo sapiens germinal center kinase related protein kinase mRNA, complete cds7/2.0e-1 05: 
15 534:96//AF000145 

R-HEMBA1 001 939//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 50811 5, WORKING 
DRAFT SEQUENCE7/4.6e-1 3:1 20:82//AL02 1707 

R-HEMBA1 001 940//Homo sapiens clone DJ1093M 6, WORKING DRAFT SEQUENCE, 5 unordered pieces7/2.2e- 

36:301 :81//AC005629 . , ij-: 

20 R-HEMBA1001942//Human PAC clone DJ0205E24 from Xq23, complete sequence 7/1 .9e- 10:208 :68//AC0030 13 

R-HEMBA1 001 945//Plasmodium falciparum chromosome 2, section ? 70 of 73 of the complete sequence7/l .2e-06: 

393:60//AE001433 5 :.; : - 1 

R-HEMBA1001950//R.prowazekii genomic DNA fragment (clone A437R) 7/0. 33: 122: 66//Z82 646 

R-HEMBA1001960//Borrelia afzelii VS461 outer surface protein D (ospD) gene, complete cds7/0.0086:427:59// 
25 U05329 : *-^ : iXI 1 

R-HEMBA1001962//Homo sapiens chromosome 4 clone B71M12 map 4q25, complete sequence7/4.5e-07:176: 

70//AC004069 : . . j »i.\. v 

R-HEMBA1001964//HS_2215_B1_H01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=22l5 Col=l Row=P, genomic survey sequence://7.3e-25:2l5:74//AQl5l93l 

30 R-HEMBA1 001967//Human DNA sequence from clone 341 E18 on chromosome 6p1 1.2-1 2.3. Contains a Serine/ 

Threonine Protein Kinase gene (presumptive isolog of a Rat gene) and a novel alternatively spliced gene. Contains 
a putative CpG island, ESTs and GSSs, complete sequence.//1 7e-51 :209:95//AL031178 
R-HEMBA1001979//CIT-HSP-2387I12.TF.1 CIT-HSP Homo sap r iens;genomic clone 2387112, genomic survey se- 
quence./^. 9e-06: 153:71 //AQ240461 ' 

35 R-HEMBA1 001 987//Human DNA sequence from clone 444C7 on chromosome 6p22.3-23. Contains an EST, an 

STS and GSSs, complete sequence7/3.1e-46:437:77//AL033521 J l> ' " 

R-HEMBA1001991//Human DNA sequence from PAC 426l6on chromosome 1p34.l-lp35. Contains NIPP-1-like 
gene a nuclear inhibitor of protein phosphatase-1 , ESTs, and a CA~repeat7/l .1 e-48:446:78//AL020997 
R-HEMBA1002003//Homo sapiens mRNA for protein phosphatase 2C (beta)7/5.1e-90:448:97//AJ005801 

40 R-HEMBA1 002008//Homo sapiens DNA sequence from PAC 95C20 on chromosome Xp1 1 .3-1 1 .4. Contains STSs 

and the DXS7 locus with GT and GTG repeat polymorphisms, ; ;Complete sequence7/3.2e-42:317:84//Z97181 
R-HEMBA1002018//HS_3006_B1_D10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3006 Col=19 Row=H, genomic survey sequenc(B://i:0:63:74//AQ089717 
R-HEMBA1002022//Homo sapiens chromosome 18, clone hRPK;453JvU1 , complete sequence 7/0. 93:339:59// 

« AC006203 V" .!f"'^ 

R-HEMBA1002035//Mus musculus chromosome 19, clone* Cl't282B2iy complete sequence.//1.4e-1 1:285:67// 
AC003694 tm '\ t: ■!'••■' /' 

R-HEMBA1 002039 M: " 

R-HEMBA1 002049//Human DNA sequence *** SEQUENCING ^PROGRESS *** from clone 11 77I5, WORKING 
50 DRAFT SEQUENCE.//5.3e-52:266:84//AL022315 "•' ' : -k 

R-HEMBA1 002084//CIT-HSP-2357LI1 .TR CIT-HSP Homo sapie'ns genomic clone 2357L11 , genomic survey se- 
quence7/0.001 3: 1 85:66//AQ063078 

R-HEMBA1002092//Mus musculus Olf-1/EBF-like-3 transcription factor (O/E-3) mRNA, complete cds7/2.7e-70: 
479:86//U92703 ^ 
55 R-HEMBA1002100//Homo sapiens thyroid receptor interactor "(TRIP7) -mRNA, 3' end of cds.//8.5e-32:206:91// 

L40357 

R-HEMBA1 0021 02//Homo sapiens Chromosome 1 5q26. 1 PAG^cYonk pDJ427dl 5, complete sequence7/4.3e-42: 
302:85//AC005800 
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to islands, complete sequence.//l .0:371 :61//AL031846 

similar to mitosis-specific chromosome segregation protein SMCt of S.cerevisiae, una u 
" r^CM^^1^M1M/^^-^P^1^^^/TFOT^^P Homo saple^s'genpniic clone 21 63F1 0, genomic survey se- 
^^(SSSJSISdB elegans cosmid F48C11 , comp.ete se q uencei/0.0079:286:57//Z80789 

20 53:326:80//AC002980 ; m ' l -\': n ?f 

" R^^SacSSondria. COX1 and A8 genes for^ytdchrome oxidase subunit I and ATPase 
Subunit8.//0.0023:346:60//X57546 0/ .„y7rq R q 

AC005016 ( . 

R-SiS/Equus caballus dermatan su.fate proteoglycarf j.] mRNA, complete cds.//4.6e-44:300:88// 
« R^^/Human BAG Cone RG067M09 from Tq^; complete sequence.Z/1 .9e-l 9:1 76:85// 

AC000057 z:\ t 

^S^^^J^TT CIT Approved ^^^SSSS ^ 
50 ^^Z^^Z^^^^ « -e. com- 

mRNA for K.AA0771 protein. i^d^1»^™£U GSS 

STS. complete sequencey/3.7e-07:587:58//AL031256 ™..«,,yo2438 
55 R-HEMBA1 002349/ZLeishmania tarentolae maxicircle DNA fragment^oi 8:341 ^02438 

R-nnnnnnnnnnnn//Homo sapiens chromosome-associated protgin-E .(hCAP-E) mRNA. complete Cds7/1 .2e 1 21 . 

rSS/ZHo™ sapiens genomic DNA of 8p21 Igglt^cogene o, hepatocellular colorectal and 
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non-small cell lung cancer, segment 11/11 7/1 .1e-70:559:79//AB020868 

R-HEMBA1 002389//HS.321 8_B2_E08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3218 Col=16 Row=J, genomic survey sequence 7/0.0011 :122:72//AQ213602 
R-HEMBA1 00241 7//Homo sapiens chromosome 19, cosmid R28784; complete sequence 7/4.2e-8 1:232:97// 
5 AC005954 

R-HEMBA1 00241 9//Homo sapiens PAC clone DJ0649P1 7 from 7q1 1 .23-q21 , complete sequence.//0.50:231 :64// 
AC004848 

R-HEMBA1002430//P.falciparum complete gene map of plastid-like DNA (IR-B)7/0.0023:604:56//X95276 
R-HEMBA1 002439//Homo sapiens clone GS096J14, WORKING.DRAFT SEQUENCE, 3 unordered pieces7/3.4e- 
10 23:183:80//AC006026 

R-HEMBA1 002458//Human DNA sequence from clone 146H21 on chromosome Xq22 Contains cleavage stimu- 
lation factor, 64 KD subunit, gene similar to CYTOCHROME B-245 HEAVY CHAIN, pseudogene similar to hnRNP 
A1 protein and ESTs, complete sequence7/7.7e-32: 161 :83//Z8381 9 ; 

R-HEMBA1002460//Homo sapiens clone DJ1137M13, complete sequence.//2.6e-1 00:305:1 00//AC005378 
'5 R-HEMBA1002462//Sequence 43 from patent US 57081577/2:oe-10:131 :77//l80068 

R-nnnnnnnnnnnn 

R-HEMBA1002477//Homo sapiens PAC clone DJ0607J23 from 7q21 .2-q31 .1 , complete sequence7/6.6e-33:279: 
80//AC004841 ' 

R-HEMBA1002486//***ALU WARNING: Human Alu-Sq subfamily consensus sequence.//2.1e-50:290:92//U 14573 
20 R-HEMBA1 002495//CITBI-E1 -251 5J1 0.TR CITBI-E1 Homo sapiens genomic clone 251 5J1 0, genomic survey se- 

quence. //1 .0:1 22:68//AQ26 1762 

R-HEMBA1002498//Homo sapiens clone DJ1102A12, WORKING DRAFT SEQUENCE, 15 unordered pieces.// 
2.8e-22:210:78//AC004963 ^ ^ 

R-HEMBA1002503//Homo sapiens chromosome 17, clone HRPC1067M6, complete sequence.//2.7e- 17:435:58// 
25 AC003043 ' J ''V\;V 

R-HEMBA1002508//Homo sapiens, clone hRPK.15_A_1, complete sequence7/3.7e-09:408:61//AC00621 3 
R-nnnnnnnnnnnn//Homo sapiens rnRNA for histone deacetylase-like protein (JM21 ).//7.1 e-1 12:456:92//AJ01 1 972 
R-HEMBA1 002515 7 

R-HEMBA1002538//Homo sapiens rnRNA for KIAA0454 protein,' partial cds 7/1 .6e- 104: 564: 93//AB007923 
30 R-HEMBA1002542//HS_3197_B2_B10_T7 CIT Approved Humah :Gendmic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3197 Col=20 Row=D, genomic survey sequ6nce'y72.8e-25:186:86//AQ1 88792 
R-HEMBA1002547//MUS musculus agrin gene, exon 367/0. 0095 :93:75//M92658 
R-HEMBA1002552//Homo sapiens clone DJ1137M13, complete' sequbhce.//4.0e-49:308:90//AC005378 
R-HEMBA1002555//Homo sapiens full-length insert cDN A clone, YR87Gl07/8.3e-65:318:99//AF085957 
35 R-HEMBA1 002558//, complete sequence .//2.3e-38:264:89//AC6o5409 

R-HEMBA1002561//Human DNA sequence from clone 396Dl7*ori chromosome lp33-35.3 Contains EST, STS, 
GSS, complete sequence7/7.le-44:l92:80//AL008634 " ';' 

R-nnnnnnnnnnnn//Homo sapiens protein associated with Myc rnRNA, complete cds.//4.5e-119:587:97//AF075587 
R-HEMBA1 002583 " 
40 R-HEMBA1002590//Homo sapiens DNA sequence from PAC 179N16 on chromosome 6p21 .1-21.33. Contains 

the SAPK4 (MAPK p38delta) gene, and the alternatively spliced SAPK2 gene coding for CSaids binding protein 
CSBP2 and a MAPK p38beta LIKE protein. Contains ESTs, STSs and two predicted CpG islands, complete se- 
quence.//9.4e-42:248:88//Z951 52 

R-HEMBA1002592//Homo sapiens chromosome 19, cosmid. R30385, complete sequence.//2.6e-56:302:84// 
45 AC004510 "Sf 

R-HEMBA1 002621 j ; : '] 

R-HEMBA1 002624//Homo sapiens rnRNA for KIAA0808 protein, complete cds7/6.7e-76:380:97//AB01 8351 
R-HEMBA1002628//P.falciparum complete gene map of plastid-like DNA (IR-A).//8.8e-05:327:60//X95275 
R-HEMBA1002629//MUS musculus Clone OST16705, genomic survey sequence7/4.3e-06:205:66//AF046247 
50 R-HEMBA1002645//***ALU WARNING: Human Alu-J subfamily consensus sequence7/7.1e-39:281 :84//U 14567 

R-HEMBA1002651//Homo sapiens PAC clone DJ0593H12lfrqmt7p31, complete sequence,//1.1 e-1 04:500:95// 
AC004839 . f .^Vf; li 

R-HEMBA1002659//Human DNA sequence from clone 243E7 on* chromosome 22q12.1. Contains ESTs, STSs 
and GSSs, complete sequence7/l .2e-61 :280:92//AL022323 W ~£ ;'C: 
55 R-HEMBA1 002661//Human DNA sequence *** SEQUENCING IINI PROGRESS "* from clone 225E1 2, WORKING 

DRAFT SEQUENCE.//3.2e-41 :325:81//AL031772 , ; ! Vj^ V \ '' 

R-HEMBA1002666//Homo sapiens full-length insert cDNA clone YY74A077/0.00037:79:84//AF088008 
R-HEMBA1002678//Human DNA sequence "* SEQUENCING IN PROGRESS from clone 1137F22, WORK- 
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ING DRAFT SEQUENCE 7/2.3e-1 07:561 :94//AL034421 " :7 'iv' ' 

R-nnnnnnnnnnnn//C!T-HSP-2287E8.TF CIT-HSP Homo sapiens" genomic clone 2287E8, genomic survey se- 
quence.//5.4e-17:137:88//B99281 

R-HEMBA1002688//Homo sapiens chromosome 5, P1 clone 1354A7 (LBNL H47), complete sequence/A). 033: 
5 146:70//AC004503 * ' . : 

R-HEMBA1 002696 

R-HEMBA1 00271 2//Homo sapiens PAC clone 166H1 from 12q, complete sequence7/6.2e-44:302:87//AC 003982 
R-HEMBA1 00271 6//Mus musculus mRNA for ELM1 , complete cds.//1 . 1 e-31 :332:76//AB004873 
R-HEMBA1002728//Homo sapiens mRNA for KIAA0621 protein, partial cds 7/1 .2e-35:287:81 //AB0 14521 
10 R-HEMBA1 002730//D.discoideum actin M6 gene, 5' flank7/0.018:233:66//M29109 

R-HEMBA1 002742//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 1 08H3, WORKING 
DRAFT SEQUENCE.//2.6e-1 3:41 9:62//AL033525 

R-HEMBA1002746//Mus musculus chromosome 19, clone CIT282B21, complete sequence.//0. 01 9:202:65// 
AC003694 

15 R-HEMBA1 002748//Human DNA sequence "* SEQUENCING IN, PROGRESS *** from clone 404K8, WORKING 

DRAFT SEQUENCE.//0.046:263:60//AL023883 

R-HEMBA1 002750//Human DNA sequence from PAC 452H1 7 on chromosome X contains sodium-and chloride- 
dependent glycine transporter 1 (GLYT-1 ) like, ESTs7/0.052:421;58//Z96810 

R-HEMBA1002768//Homo sapiens mRNA for KIAA0554 protein, partial cds7/1.2e-104:545:95//AB011126 
20 R-HEMBA1 002770//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 

DRAFT SEQUENCE, 14 unordered pieces 7/3. Oe-07: 523 :59//AC00.5 140 
R-HEMBA1 002777 \,r : . 

R-HEMBA1002779//Human HepG2 3' region Mbol cDNA, clone hmd1e03m37/9.4e-25:158:93//D17139 
R-HEMBA1002780//Human DNA sequence *** SEQUENCINGS PROGRESS *** from clone Y214H10, WORK- 

25 ING DRAFT SEQUENCE7/1 .6e-42:463:75//AL022344 • ; r " ^ 

R-HEMBA1002794//Plasmodium falciparum MAL3P8, complete sequence7/2.2e-05:417:59//AL034560 
R-HEMBA1 002801 //Meloidogyne javanica mitochondrial transfer RN A H is, 16S ribosomalRNA(16S rRNA) genes, 
ND3 gene, complete cds, and cytochrome b gene, 5' end of CDS 7/0. 00055 :444:59//L7626i 
R-HEMBA1 00281 0//Homo sapiens formin binding protein 21 mRNAt ? cdmpletecds7/4.4e-115:559:97//AF071185 

30 R-HEMBA1 00281 6//Homo sapiens clone NH0576N21, WORKING DRAFT SEQUENCE, 5 unordered pieces.// 

4.3e-88:329:94//AC005043 > [ r ; 

R-HEMBA1002826//Homo sapiens genomic DNA, chromosome 21^111', segment 12/28, WORKING DRAFT SE- 
QUENCE7/1 .9e-22:262:67//AP000041 

R-HEMBA1002833//Homo sapiens chromosome 17, clone hRPC.m.B^, complete sequence.//1.3e-79:396: 
35 97//AC004707 / ■ 

R-HEMBA1002850//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces7/0.013:393:61//AC0055b6 i " 

R-HEMBA1002863//Homo sapiens chromosome 17, clone hRPK.27l_K_H f complete sequence7/4.ie-73:489: 
85//AC005562 

40 R-HEMBA1 002876//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS "* from MAL4P1 , WORK- 

ING DRAFT SEQUENCE7/0.21 :549:55//AL034557 ,J 'M^^' . 

R-HEMBA1 002886//CIT-HSP-201 3C4.TR CIT-HSP Homo sapiens' genomic clone 201 3C4, genomic survey se- 
quence7/0.30:431 :56//B53836 ' 

R-HEMBA1 002896//Homo sapiens SH3-containing adaptor moiecule-1 mRNA, complete cds7/3.9e-1 06:541 :95// 
45 AF037261 * ' : ; 

R-HEMBA1 002921 V y ^ * 

R-HEMBA1 002924//Homo sapiens genomic DNA of 9q32 anti-ohcogene pfflat epitherium cancer, segment 7/107/ 
4.6e-19:139:78//AB020875 ; ^y;^ k 

R-HEMBA1002934//Human DNA sequence *** SEQUENCINGTn^^OGRESS *" from clone 862K6, WORKING 
50 DRAFT SEQUENCE7/7.5e-45:282:89//AL031 681 \ % iU.^ 

R-HEMBA1002935//CIT-HSP-2282P14.TFB CIT-HSP Homo sapiens genomic clone 2282P14, genomic survey 
sequence7/1 .5e-1 02:51 4:97//AQ008584 ' *' V V: 'V.; 

R-HEMBA1 002937//Human DNA sequence "* SEQUENCING' IN PROGRESS *** from clone 7451 1 4, WORKING 
DRAFT SEQUENCE7/3.3e-87:444:97//AL033532 
55 R-HEMBA1 002939 

R-HEMBA1002944//HS_3107_A1_C05_T7 CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3107 Col=9 Row=E, genomic survey sequence7/6.3e-21:250:73//AQ 103952 
R-H EM BA1 00295 1//Xerolycosa miniata mitochondrial 12S rRNA gene7/0.013:228:63//AJ008020 
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R-HEMBA1002954//HS_3246_A2_G09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3246 Col=18 Row=M, genomic survey sequence.//5.8e-42:258:91//AQ218005 
R-HEMBA1 002968//Homo sapiens chromosome 1 7, clone hRPK.1 1 2^9, complete sequence.//4.2e-38:300:83// 
AC005553 v ' 

R-HEMBA1002970//Slime mold (D.discoideum) prestalk D11 gene, complete cds.//5.0e-05:54l:57//M11012 
R-HEMBA1 002971//Homo sapiens mRNA for KIAA0679 protein, partial : cds7/7.2e-29:162:99//AB01 4579 
R-HEMBA1002973//Homo sapiens chromosome 19, cosmid ' F20900, complete sequence.//9.1e-36:520:69// 
AC006128 ■.. > ;:; ^ 

R-nnnnnnnnnnnn//Homo Sapiens Chromosome X clone bWXD69lT complete sequence 7/0. 00040:504:59// 
AC004386 

R-HEMBA1002999//Rattus norvegicus lamina-associated polypeptide 1C (LAP1C) mRNA, complete cds7/3.7e- 
66:555:79//U19614 

R-HEMBA1003021//Human Chromosome 11 overlapping pacsp[)J235k10 and pDJ239b22, WORKING DRAFT 
SEQUENCE, 17 unordered pieces7/1.6e-44:530:70//AC000406 v ' ? : 

R-HEMBA1 003033//Homo sapiens full-length insert cDNA clone ZC34B107/4.6e-78:414:94//AF086194 
R-HEMBA1003034//Homo sapiens chromosome 19, cosmid R29351, complete sequence 7/9.0e-52:322:75// 
AC004026 

R-HEMBA1003035//HS_2008_A2_G08_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2008 Col=16 Row=M, genomic survey sequence 7/4. 0e-68:343:97//AQ269839 
R-HEMBA1003037//347G15.TVB CIT978SKA1 Homo sapiens genomic clone A-347G15, genomic survey se- 
quence.//0.57:188:58//B17694 - 

R-HEMBA1003041//Homo sapiens PAC clone DJ1163J12 from7q21'.2-q31 .1 , complete sequence7/6.3e-30:350: 
72//AC004983 v.".;: 4'..' v. * 

R-HEMBA1 003046//Homo sapiens mitochondrial processing peptidase beta-subunit mRNA, complete cds.//4.1 e- 
118:578:97//AF054182 '■ • ; .' 

R-HEMBA1003064//Human cosmid LL12NC01-N-136B11, located centromeric to the ETV6 gene, chromosome 
12p1 2-1 37/0.001 8:271 :60//U59962 : E 

R-HEMBA1 003067//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 63301 9, WORKING 
DRAFT SEQUENCE7/5.3e-48:464:76//AL022302 " f 7" ) 

R-HEMBA1003071//CIT-HSP-2370D6.TR CIT-HSP Homo sapiens genomic clone 2370D6, genomic survey se- 
quencey/0. 1 9:48:87//AQl 1 01 36 

R-HEMBA1 003077//Rattus norvegicus Shal-related potassium channel Kv4.3 mRNA, complete cds7/4.9e-69:494: 
84//U42975 , 

R-HEMBA1 003078//Human DNA sequence from PAC 339A1 8 on chromosome Xp1 1 .2. Contains KIAA01 78 gene, 
similar to mitosis-specific chromosome segregation protein SMC.l;:of;S.cerevisiae, DNA binding protein similar to 
URE-B1, ESTs and STS7/1.1e-11:331:64//Z97054 * :> " * " 

R-HEMBA1003079//Homo sapiens Xp22-132-134 BAC GSHB-590J15 (Genome Systems Human BAC library) 
complete sequence7/4.6e-116:576:98//AC004673 v : 

R-HEMBA1 003083//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0442P1 2; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 5 unorde , redpieces7/3.1e-43:280:83//AC005798 
R-HEMBA1003086//Homo sapiens clone NH0319F03, WORKING DRAFT SEQUENCE, 3-unordered pieces.// 
1.2e-43:281:88//AC006039 v j-i: F y 

R-HEMBA1 003096//Human DNA sequence from clone J506G21', WORKING DRAFT SEQUENCE7/0.00037:421 : 
59//Z82213 ' ' U' M-i -i 

R-HEMBA1 003098//*** SEQUENCING IN PROGRESS *** Homo, sapiens chromosome 4, BAC clone C0024K08; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 5 unordered pieces7/1.4e-30:303:78//AC005598 
R-HEMBA1003117 

R-HEMBA1 0031 29//Human DNA sequence *** SEQUENCING IIVJ PROGRESS *** from clone 407F1 1 , WORKING 
DRAFT SEQUENCE7/7.9e-11 :109:85//AL022329 .• ,, v :,.' 

R-HEMBA1003133//Homo sapiens chromosome 9, P1 clone* 11659, complete sequence.//3.9e-99:484:98// 
AC004472 . V 

R-HEMBA1 003136//CIT-HSP-2281L22.TF CIT-HSP Homo sapiens genomic clone 2281 L22, genomic survey se- 
quence 7/2 . Oe- 1 0 : 93 :92//B9986 1 

R-HEMBA1003142//Homo sapiens 12q24.2 PAC RPCI1-128M12 (Roswell Park Cancer Institute Human PAC li- 
brary) complete sequence7/9.8e-40:270:87//AC004024 

R-HEMBA1 003148//Homo sapiens mRNA for dachshund proteih.//1 ; 1e-116:586:96//AJ005670 

R-HEMBA1 003166//Human DNA sequence from PAC 306D1 on chromosome X contains ESTs.//6.4e-35:364:70// 

Z83822 
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R-HEMBA1003175//Human IFNAR gene for interferon alpha/betarreceptor.//1.9e-30:282:77//X60459 
R-HEMBA1003197 - 

R-HEMBA1003199//HS_2166_A1_E12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2166 Col=23 Row=l, genomic survey sequence.//0.00026:271:61//AQl64162 
5 R-HEMBA1003202//Homo sapiens clone DJ0592G07, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 

5.4e-44:291:83//AC005480 ' " - '** ' 

R-HEMBA1003204//Human BAC clone RG072E11 from 7q21-7g22, complete sequence 7/3. 1e-1 0:293:62// 
AC000118 ° ! 

R-HEMBA1 00321 2//Homo sapiens clone DJ0902E20, WORKING DRAFT SEQUENCE, 1 unordered pieces7/1 .0: 

10 118:69//AC006148 ! 

R-HEMBA1003220//HS_3092_B1_F09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3092 Col=17 Row=L, genomic survey sequence7/0:00014:59:91//AQl 28202 
R-HEMBA1003222//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y43F8, 
WORKING DRAFT SEQUENCE.//0.84:214:62//Z95393 

is R-HEMBA1 003229//RPCI1 1 -1 6F1 5.TPB RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -1 6F1 5, genomic survey 

sequenceV/0.42:167:64//B83610 

R-HEMBA1 003235//CIT-HSP-2320G1 9.TF CIT-HSP Homo sapiens genomic clone 2320G1 9, genomic survey se- 
quence. //3.6e-36:1 95:81 //AQ037231 • \\ ^ 

R-HEMBA1 003250//HS_21 68_A2_C09_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=2l 68 Col=1 8 Row=E, genomic survey sequenceV/1 .4e-22:l 58 :89//AQ 125356 

R-HEMBA1003257//Human PCP4 gene, exon 3 and complete cds://0. 96:268:61 //U53709 
R-HEMBA1003273//Homo sapiens Xp22 BAC GS-37701 4 (Genome Systems Human BAC library) complete se- 
quenceV/1 .0e-32:255:84//AC002549 ~> ' 

R-HEMBA1 003276//Plas modi urn falciparum 3D7 chromosome .12 PFYAC492 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 5 unordered piecesy/0.0044:212:60//AC0053oV^ 

R-HEMBA1 003278//Homo sapiens 12q24.1 PAC RPC1 1-31 5L5 (Rqsvyell I Park Cancer Institute Human PAC library) 
complete sequenceV/1 .1e-34:286:74//AC002395 C r !/' 

R-HEMBA1003281//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 
ordered pieces.//1 .8e-53:428:83//AC005840 ? ;- ; *' 

30 R-HEMBA1 003291//Homo sapiens mRNA for KIAA0537 protein, complete cds7/3.0e- 11 5:551 :99//AB011109 

R-HEMBA1 003296//CIT-HSP-21 96L16TR CIT-HSP Homo sapiens genomic clone 21 96L1 6, genomic survey se- 
quence.//2.9e-20:337:65//AQ003073 

R-HEMBA1003304//Sequence 23 from patent US 5552281. 7/1 .8e-3 1:1 79 :97//l25662 

R-HEMBA1003309//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K19E20, complete se- 
35 quence.//0.00019:334:60//AB017061 ' M * ' 

R-HEMBA1 00331 4//Homo sapiens mRNA for leucine zipper bearing kinase, complete cds7/2.8e-l 11:545:97// 
AB001872 ? : ' : y 

R-HEMBA1003322//Human DNA sequence from clone 23K2Q on chromosome Xq25-26.2 Contains EST, STS, 
GSS, complete sequence 7/0.60:274: 6 1//AL0221 53 ? 'i ! ' r \ & t; 

40 R-HEMBA1003327//Homo sapiens BAC clone RG351J01 from;7q22>q31 , complete sequence 7/0. 00028: 172:65// 

AC005099 - <it.i.i- 

R-HEMBA1003328//Homo sapiens clone RG270D13, WO RKI N G ■ p RAFT SEQUENCE, 18 unordered pieces7/ 
2.2e-44:268:90//AC005081 "° i? J; \ 

R-HEMBA1003330//Homo sapiens poly(A) binding protein II, (pAbP2)- gene, complete cds.//2.7e-61:3 12:97// 
45 AF026029 ■ ; 

R-HEMBA1003348//***ALU WARNING: Human Alu-J subfamily concensus sequence7/7.2e-38:1 86 :83//U 14567 
R-HEMBA1003369//Caenorhabditis elegans cosmid F59C6! complete sequence 7/0. 000 12:465 :59//Z79600 
R-HEMBA1 003370//Homo sapiens chromosome 17, clone hRPC867C24, complete sequence.//3.2e-42:301 :87// 
AC002558 

so R-HEMBA1 003373//Human DNA sequence from clone 109F14 orichromosome 6p21 .2-21 .3. Contains the alter- 

natively spliced gene for Transcriptional Enhancer Factor TEF-5, : the 60S Ribosomal Protein RPL10A gene, a 
PUTATIVE ZNF127 LIKE gene, andthe PPARD for Peroxisome Proliferator Activated Receptor Delta (PPAR-Delta, 
PPAR-Beta, Nuclear Hormone Receptor 1, NUC1, NUCI, PPARB). Contains three putative CpG islands, ESTs, 
STSs, GSSs and a ca repeat polymorphism, complete sequence 7/7:4e-34:375:74//AL02272l 

55 R-HEMBA1 003376//Homo sapiens chromosome 1 6, cosmid clone" RJ1 02 (LANL), complete sequence7/1 .6e-46: 

309:88//AC004651 * r . ; 0'; 

R-HEMBA1003380//HS_3184_B2_E06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3184 Col=12 Row=J, genomic survey sequence//1.0e-35:237:88//AQ 189144 

.* i **• • ; 
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R-HEMBA1003384//HS_2193_B2JH08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2193 Col=16 Row=P, genomic survey sequence .//6.00029:96:76//AQ0322 12 
R-HEMBA1003395//Homo sapiens chromosome 17, clone HCIT169H9, WORKING DRAFT SEQUENCE, 6 un- 
ordered pieces.//2.6e-21 :139:86//AC002993 ', \ \ -;, \ . ' 
5 R-HEMBA1 003402//CIT-HSP-2166E1 9.TR CIT-HSP Homo sapiens genomic clone 2166E19, genomic survey se- 
quence.//0.99:144:61//B91549 ' ; V * 
R-nnnnnnnnnnnn 

R-HEMBA1 00341 7//Hu man DNA sequence from clone 496N1 7 on chromosome 6pi 1.2-1 2.3 Contains EST, GSS, 
complete sequence//2.5e-112:547:98//AL031 321 
10 R-HEMBA1 00341 8//Homo sapiens PAC clone DJ0755G17 from 7p21-p22, complete sequence.//0.082:352:59// 

AC004879 : ^ 

R-HEMBA1 003433//Homo sapiens cell cycle regulatory protein p95 (NBS1 ) mRNA, complete cds7/9.9e-n 4:544: 
98//AF058696 
R-HEMBA1 003461 
15 R-HEMBA1 003463 , .r. 

R-HEMBA1003480//Homo sapiens clone NH0523H20, complete sequence.//9.1e-106:533:96//AC005041 
R-HEMBA1 003528 .V'V.r'' \ 

R-HEMBA1003531//Human BAC clone GS552A01 from 7q21-q22, complete sequence.//3.4e-08:333:64// 
AC002454 ..: 
20 R-HEMBA1 003538//Human mRNA for complement component C1 r//1 :4e-23:333:68//X04701 

R-HEMBA1 003545//Zebrafish mRNA for zflsl-2 (insulin gene enhancer binding protein homolog), complete cds.// 
0.030: 144:68//D38453 - ' 

R-HEMBA1003548//Plasmodium falciparum 3D7 chromosome ^ PFYAC8 12 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.001 7:487:57//AC0041 53 ; C 
25 R-HEMBA1003555//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 371 H6, WORKING 

DRAFTSEQUENCE.//2.8e-99:503:96//AL031718 * V ; • 

R-HEMBA1 003556//Homo sapiens Xp22-175-176 BAC GSHB^48401 -7 (Genome Systems Human BAC Library) 
complete sequence7/1 .6e-114:574:97//AC005913 

R-HEMBA1003560//DiplolepiS rosae microsatellite clone DR04096.//0.24:116:67//AF034416 
30 R-HEMBA1003568//Homo sapiens clone NH0215P16, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 

3.9e-05:422:63//AC006036 ;i , • 

R-HEMBA1003569//Homo sapiens full-length insert cDNA clone Zp82D06V/8.7e-108:545:95//AF086450 
R-HEMBA1 003571//Homo sapiens PAC clone DJ0886O08 from 7q32-q35, complete sequence.//4.6e-51 :570:71// 
AC004914 

35 R-HEMBA1003579//HS_3237_B2_E05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3237 Col=10 Row=J, genomic survey sequence.//8.5e-97:495:95//AQ209302 
R-HEMBA1003581//Mouse mRNA for talin7/8.3e-12:128:82//X56123 • 

R-HEMBA1003591//Homo sapiens chromosome 16, BAC clone 2603 (LANL), complete sequence Y/2.9e-87:25l : 

95//AC005774 ' ^ 

40 R-HEMBA1 003595//Homo sapiens DNA sequence from BAC 1 2T6H'i 2 o_n chromosome 22q1 2. Contains a pseu- 

dogene with similarity to part of mouse Ninein and the KIAA0609 gene for a protein similar to C. elegans K09C8.4. 

Contains ESTs, GSSs and a ggtt repeat polymorphism, completVsequence7/4.5e-52:384:83//AL008715 

R-HEMBA1 003597//Homo sapiens DNA sequence from PAC 41 8A9on chromosome 6q21 . Contains the first (5') 

two exons of a CDK8 (Cell Division Protein Kinase 8) LIKE gene ; a Neutral Calponin LIKE pseudogene, ESTs and 
45 STSs, complete sequence//4.6e-41 :442:74//Z84480 * :\[^r *T ' 

R-HEMBA1003598//Homo sapiens PAC clone DJ0537P09 from 7ptf.2-p12, complete sequenceY/1 .8e-23:177: 

88//AC005153 "? 

R-HEMBA1003615 ^ 4 ■ 

R-HEMBA1 00361 7//Plasmodium falciparum 3D7 chromosome" 12 PFYAC336 genomic sequence, WORKING 
so DRAFT SEQUENCE, 5 unordered pieces.//0.039:494:57//AC005139 

R-HEMBA1 00362111*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0052I22; 

HTGS phase 1 , WORKING DRAFT SEQUENCE, 4 unordered pieces.//2.3e-26:309:75//AC004599 

R-HEMBA1 003622//Homo sapiens Xp22 BAC 620F15 (Genome.Systems BAC library) complete sequenceV/7.1 e- 

56:545:75//AC002980 [ <\ ; / L 

55 R-HEMBA1 003630//Homo sapiens CC chemokine gene cluster, complete sequence7/2.8e-32:546:68//AF08821 9 

R-HEMBA1003637//Human BAC clone GS552A01 from 7q2l-q22, complete sequence.//8.0e-25:457:68// 

AC002454 

R-HEMBA1 003640//Homo sapiens chromosome X, PAC 671 D9, complete sequencey/2.8e-40:280:86//AF03l 078 

.- • r. 
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R-HEMBA1003645//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 32B1 , WORKING 
DRAFT SEQUENCE7/1 7e-33:297:82//AL023693 « . S ... ' 

R-HEMBA1003646//Plasmodium falciparum MAL3P7, complete sequence7/0.44:319:59//AL034559 
R-HEMBA1003656//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-1 52E5, complete sequence.//6.9e- 
5 36:242:80//AC004382 

R-HEMBA1003662//Homo sapiens chromosome 1 7, clone hRPK.332_H_18, complete sequence7/8.6e-1 17:588: 
96//AC005746 ■ 
R-HEMBA1003667//Sequence 8 from patent US 54202457/1 .8e-21 :170:88//l 12222 

R-HEMBA1003679//Homo sapiens BAC clone RG114B19 from 7q31.1, complete sequencei/1 .6e-22: 180:87// 
10 AC005065 

R-HEMBA1003680//C. elegans cosmid ZK353.//1.1e-06:270:61//L15313 

R-HEMBA1003684//Colias alexandra alexandra cytochrome oxidase subunit I (coxl) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds.//0.77:171 :66//AF044872* 

R-HEMBA1003690//Homo sapiens 12q13.1 PAC RPCI5-1057I20 (Roswell Park Cancer Institute Human PAC li- 
'5 brary) complete sequence7/1.6e-104:523:97//AC004466 

R-HEMBA1 003692//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 50811 5, WORKING 
DRAFT SEQUENCE.//1 .7e-41 :414:77//AL021 707 

R-HEMBA1 00371 1//Human Chromosome 11 overlapping pacs pDj235klO and pDJ239b22, WORKING DRAFT 
SEQUENCE, 17 unordered pieces.//1.6e-29:304:77//AC000406 /. ';. 
20 R-HEMBA1003714 

R-HEMBA1 00371 5//Homo sapiens chromosome 1 6p1 1 .2 BAC'c'lorie CIT987SK-A-685D8, WORKING DRAFT SE- 
QUENCE, 16 unordered pieces .//1.4e-63:578:77//AC005 136 , 

R-HEMBA1003720//Homo sapiens, WORKING DRAFT SEQUENCE; 135 unordered pieces 7/2. 4e-36:350:78// 
AC002353 ' ; ;: v ■ 

25 R-HEMBA1003725//Homo sapiens chromosome 19, cosmid R31973, complete seque nee 7/6.3e-42: 250:75// 

AC004699 

R-HEMBA1003729//RPCI11-22D14.TV RPCI-11 Homo sapiens genomic clone RPCI-11-22D14, genomic survey 
sequence.//1.0:234:62//B86158 ; \ r . : 

R-HEMBA1003733//Human DNA sequence from clone 396D17 on chromosome 1p33-35.3 Contains EST, STS, 

30 GSS, complete sequence.//7.7e-80:558:83//AL008634 " 

R-HEMBA1 003742//HS_3080_B2_H06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3080 Col=12 Row=P, genomic survey sequenceY/3.4e-55:331:91//AQ139179 
R-HEMBA1003758//Human DNA sequence from PAC 295C6 orY chromosome 1q24. Contains ESTs, CA repeat, 
STS and CpG istand7/4.5e-59:521 :75//Z97876 ; 

35 R-HEMBA1 003760 '' ' 

R-HEMBA1003773//Mus musculus signal recognition particle* receptor beta subunit mRNA, complete cds7/2.6e- 
72:467:86//U17343 

R-HEMBA1003783//Mus musculus bromodomain-containing prbteiri BP75 mRNA, complete cds7/1 .0e-77:557: 
81//AF084259 
40 R-HEMBA1 003784 

R-HEMBA1003799//Homo sapiens PAC clone DJ1032B10 from 7pi5.3-p21 , complete sequence7/2.1 e-49:390: 
72//AC004455 /; ; 

R-HEMBA1 003803 ' > 

R-HEMBAI003804//Homo sapiens chromosome 17, clone hCITl75^E^5, complete sequence 7/9.4e-99:359:99// 

45 AC004596 - ' ; " 

R-HEMBA1003805//Human DNA sequence from clone 51J12 on chromosome 6q26-27. Contains the 3' part of 
the alternatively spliced gene for the human orthologs of mouse QKI-7 and QKI-7B (KH Domain RNA Binding 
proteins) andzebrafish ZKQ-1 (Quaking protein homolog). Contains ESTs, STSs and GSSs, complete sequence7/ 
8.0e-113:567:96//AL031781 ^-J ; , 

so R-HEMBA1 003807//Bovine dinucleotide microsatellite HUJII777/5' 4e-1 8:1 94:78//M96348 

R-HEMBA1003836//Human DNA from overlapping chromosome 19 l !cosm ids R31396. F2545L and R31076 con- 
taining COX6B and UPKA, genomic sequence, complete sequence7/3.4e-40:256:85//AC002H5 
R-HEMBA1 003838//CIT-HSP-2380F18.TF CIT-HSP Homo sapiens genomic clone 2380F1 8, genomic survey se- 
que nce7/9.7e-25: 150 :96//AQ 196624 1 

55 R-HEMBA1 003856//Human DNA sequence from clone 272E8.qn-chromosome Xp22. 13-22.31 . Contains a pseu- 

dogene similar to MDM2-Like P53-binding protein gene. Contains-STSs, GSSs and a CA repeat polymorphism, 
complete sequence7/4.8e-33:486:68//Z93929 / ' ; 

R-HEMBA1 003864//, complete sequence 7/4.4e-1 00:531 :94//ACbo5300 
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R-HEMBA1003866//HS_3203_B2_C01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3203 Col=2 Row=F, genomic survey sequence.//2.6e-05:206:64//AQ 180298 
R-HEMBA1003879//Homo sapiens chromosome 10 clone CIT9B7SK-1119P3 map 10q25.1, WORKING DRAFT 
SEQUENCE, 1 ordered pieces.//4.7e-1 7:1 70:79//U82207 ' 
5 R-HEMBA1 003880//Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 7/28, WORKING DRAFT SE- 

QUENCEy/7.8e-103:526:96//AP000036 r /' 

R-HEMBA1003885//Human apolipoprotein apoC-IV (APOC4) gene; complete cdsy/3.5e-45:299:87//U32576 
R-HEMBA1003893//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1137F22, WORK- 
ING DRAFT SEQUENCEy/1.1e-41:386:77//AL034421 " 
10 R-HEMBA1 003902//HS_3031_B2_E07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3031 Col=14 Row=J, genomic survey sequence7/5.3e-50:293:93//AQ 165549 
R-HEMBA1003908//CIT-HSP-2367K7.TR CIT-HSP Homo sapiens genomic clone 2367K7, genomic survey se- 
quence.//1 .2e-32:220:92//AQ076795 

R-HEMBA1 003926//Homo sapiens chromosome 5, BAC clone 194j18 (LBNL H158), complete sequence7/3.1e- 
15 58:294:85//AC005368 ;• r.. 

R-HEMBA1 003937//Homo sapiens chromosome 3 subtelomeric region.//8.0e-111 :590:93//AF109718 
R-HEMBA1 003939 

R-HEMBA1 003942//Homo sapiens clone DJ0828F13, complete sequence.//2.2e-08:474:58//AC004904 
R-HEMBA1003950//Plasmodium vivax from Brazil cytochrome b (cytb) gene, mitochondrial gene encoding mito- 
20 chondrial protein, partial cds.//0.034:258:62//AF06961 9 

R-HEMBA1003953//Plasmodium falciparum MAL3P8, complete sequencey/0.096:492:57//AL034560 
R-HEMBA1003958//Human DNA sequence SEQUENCING IN- PROGRESS *** from clone 64K7, WORKING 
DRAFT SEQUENCE.//7.3e-40:382:78//AL031 668 

R-HEMBA1 003959//Amaranthus hypochondriacus betaine aldehyde;dehydrogenase (ahybadh4) gene, complete 
25 cdS.//0.11:428:60//AF000132 T .". r ^.f. ; 

R-HEMBA1003976//Homo sapiens PAC clone DJ0724E13 from 7pli.2-p12, complete sequence.//1 .0:222:62// 
AC004414 

R-HEMBA1003978//Sequence 31 from patent US 57081 57.//1.9e-1 4:1 59:77//l80060 

R-HEMBA1003985//Homo sapiens I2pl3.3 PAC RPCI5-927j;io .(Rpswell Park Cancer Institute Human PAC li- 
30 brary) complete sequencey/5.6e-14:136:83//AC004804 ? ^JS'J;- 1 * ; 

R-HEMBA1003987//Human chromosome I2pl3 sequence, complete sequence.//3.2e-26:268:79//U47924 

R-HEMBA1003989//RPCI11-52K22.TJ RPCI11 Homo sapien^ ; geribmic clone R-52K22, genomic survey se- 

quence.//2.2e-86:443:95//AQ052484 J ' " ; {; :: : '\ 

R-HEMBA1 004000 • * S " 

35 R-HEMBA1 004011 

R-HEMBA1 00401 2//Homo sapiens chromosome 17, clone hRPK.63_A_:l , complete sequence.//4.7e-38:284:85// 
AC005670 

R-HEMBA1 00401 5//Human DNA sequence from clone 931 E1 5 on chromosome Xq25. Contains STSs, GSSs and 
genomic marker DXS8098, complete sequence.//0.48:460:58//AL023575 
40 R-HEMBA1004024//Homo sapiens clone RG270D13, WORKING; DRAFT SEQUENCE, 18 unordered pieces.// 

2.5e-21:159:80//AC005081 ' ^ - 

R-HEMBA1004038//Homo sapiens Xq28 BAC RPCI11-382P7 (Roswell Park Cancer Institute Human BAC Library) 
complete sequencey/7.9e-l 0:231 :66//AC006054 

R-HEMBA1004042//Homo sapiens clone DJ0968I16, complete,sequence.//0.00071 :263:68//AC006016 
45 R-HEMBA1004045//Homo sapiens PAC clone DJ0074M20 from X, complete sequence.//8.8e-23: 196:69// 

AC006143 • ' '.v 

R-HEMBA1 004048//CIT-HSP-2288N20.TF CIT-HSP Homo sapiens genomic clone 2288N20, genomic survey se- 
quence .//0 .0 1 3 : 1 62 : 67//AQ 007283 

R-HEMBA1004049//Human hsp 70 gene 3' region for 70 kDa heat shock protein.//7.7e-30:l76:96//X04677 
50 R-HEMBA1004055//Plasmodium falciparum 3D7 chromosome 12 PFYAC 1383 genomic sequence, WORKING 

DRAFT SEQUENCE, 3 unordered piecesy/8.4e-05:395:63/MCb055p4 

R-HEMBA1004056//Homo sapiens clone DJ0847008, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
3.5e-61:551:77//AC005484 ' \ - .. . :v 

R-HEMBA1004074//Homo sapiens clone DJ1032D07, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
55 0.98:275:63//AC004952 r 

R-HEMBA1004086//Sequence 65 from patent US 5691147y/2.8e-54:313:92//l76237 

R-HEMBA1 004097//Mus musculus putative transcription factor mRJM A, complete cdsy/1 .8e-11 :323:63//AF091234 
R-HEMBA1004131//Human mRNA for KIAA0128 gene, partial cds://9!3e-42:534:69//D50918 
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R-HEMBA1 004132//Homo sapiens chromosome 17, clone hCIT.2i'i^p_:7, complete sequence 7/6. 0e-49:491 :76// 
AC003665 

R-HEMBA1004133//HS_3229_B2_E09_T7 CIT Approved Human'Gehomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3229 Col=18 Row=J, genomic survey sequence 7/1. 1 6^72:374:97/^0 192003 
5 R-HEMBA1 0041 38//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 41 7M1 4, WORKING 

DRAFT SEQUENCE7/3.1 e-09:277:66//AL024498 , . 

R-HEMBA1004143//Plasmodlum falciparum MAL3P4, complete sequence7/0.53:239:61//AL008970 
R-HEMBA1 004146//Homo sapiens clone DJ0038I1 0 r WORKING DRAFT' SEQUENCE, 5 unordered pieces7/3.0e- 
35:165:88//AC004820 

10 R-HEMBA1 0041 50//CITBI-E1 -251 7I2.TR CITBI-E1 Homo sapiens genomic clone 251712, genomic survey se- 

quence.//0.56:379:59//AQ277616 

R-HEMBA1004164//Human BAC clone GS200K05 from 7q2l-q22, complete sequence.//4.6e-49:448:77// 
AC002429 ; 

R-HEMBA1 004168//Homo sapiens geminin mRNA, complete cds"//2.4e-110:563:96//AF067855 
15 R-HEMBA1 004199//S.pombe chromosome I COSmid C8A4 7/0.73:1 87: 64//Z66569 

R-HEMBA1004200//Homo sapiens Xp22 BAC GSHB-184P14 (Genome Systems Human BAC library) complete 
sequence7/6.3e-30:293:77//AC004552 _ - 

R-HEMBA1 004202//rah=ras-related homolog [mice, HT4 neural cell line, mRNA, 993 nt]7/3.0e-64:51 7:80//S72304 
R-HEMBA1004203//Homo sapiens clone NH0313P13, WORKING; DRAFT SEQUENCE, 15 unordered pieces.// 
20 1 .0e-97:303:98//AC005488 *^Cv£' : * 

R-HEMBA1004207//Homo sapiens leptin receptor short fo?rfi (db) mRNA, complete cds7/3.6e-l 16:573:97// 
U50748 

R-HEMBA1 004225//Drosophila melanogaster mitochondrial DKlA with- 12 tRNAs and 7 genes7/5.4e-11 :493:60// 
M37275 ; * / 

25 R-HEMBA1004227//Rattus norvegicus protein phosphatase 2& mRNA, complete cds.//6.le-76:443:86// 
AF095927 ' y? ) ' \ 

R-HEMBA1004238//Homo sapiens chromosome 19, cosmid; 1 R&£fa4i ! ;* complete seq u e nee 7/1 .1e-42: 330:83// 
AC005763 

R-HEMBA1 004241 V- ^; 

30 R-HEMBA1 004246//Homo sapiens genomic DNA, chromosome 2 Tq22.2;(Down Syndrome region), segment 4/15, 

WORKING DRAFT SEQUENCE.//1 .1e-45:288:85//AP00001 1 

R-HEMBA1004248//Homo sapiens PAC clone DJ0828B12 from ! 7q11 .23-q21 .1 , complete sequence7/5.2e-09: 
516:61//AC004903 

R-HEMBA1 004264 ; 
35 R-HEMBA1 004267//HS_2255_A2_H12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2255 Col=24 Row=0, genomic survey sequence;.//8.6e-59:318:95//AQ068854 
R-HEMBA1004272//Homo sapiens 12p13.3 PAC RPCIS-1180D12 : i[Roswell Park Cancer Institute Human PAC 
Library) complete sequence.//1.1e- 11 3:576: 96//AC005831 

R-nnnnnnnnnnnn//Homo sapiens clone 617 unknown mRNA, complete sequence7/4.4e-110:553:96//AF09l081 
40 R-HEMBA1 004276 1 ^T- 

R-HEMBA1 004286//Homo sapiens TGF beta receptor associate^^rotein-1 mRNA, complete cds7/1 .9e-1 06:538: 
97//AF022795 • y*-'-:: j 

R-HEMBA1004289//RPCM1-74010.TJ RPCI11 Homo sapiens'' "genomic clone R-74O10, genomic survey se- 
quence.//2.3e-37:248:76//AQ266668 ; X£^V'.* r 

45 R-HEMBA1 004295//Baboon apolipoprotein A-VI mRNA, 3' end7/6.b6l6:273:64//L131 74 

R-HEMBA1004306//HS_3175_B2_F01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3175 Col=2 Row=L, genomic survey sequence7/1 .6e-28:190:77//AQ 169206 
R-HEMBA1 00431 2//Human BAC clone RG119P24 from 7q31; complete,sequence7/6.3e-36:267:82//AC003088 
R-HEMBA1004321//Homo sapiens "* SEQUENCING IN PROGiRESS"* from PAC 10155, WORKING DRAFT 

50 SEQUENCE7/4.1e-111:576:95//AJ009611 • .. t 

R-HEMBA1004323//C1T-HSP-2374C8.TR CIT-HSP Homo sapiens genomic clone 2374C8, genomic survey se- 
quence .//2.7e-42:1 36:91 //AQ 11 4933 ' 

R-HEMBA1 004327//CIT-HSP-2303L24.TF CIT-HSP Homo sapiens genomic clone 2303L24, genomic survey se- 
quence.//1 .0:78:67//AQ01 7600 
55 R-HEMBA1004330//Homo sapiens clone DJ11 73120, WORKING DRAFT SEQUENCE, 5 unordered pieces7/ 

2.3e-1 1 9:580:98//AC004987 

R-HEMBA1004334//Pimpinella brachycarpa Phybl mRNA, complete; , cds7/3.3e-14:238:69//AF082024 
R-HEMBA1 004335//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-1 1 6A1 0, complete sequence7/1 .8e- 
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21:291:71//AC004638 

R-HEMBA1 004341 \ 

R-HEMBA1004353//Homo sapiens mRNA for c-myc binding protein, complete cds.//4.1e-74:444:90//D89667 
R-HEMBA1004354//Human DNA from overlapping chromosome^ ^specific cosmids R29515 and R28253, ge- 

5 nomic sequence, complete sequence.//7.0e-38:287:82//AC003002 " 

R-HEMBA1004356//Sequence 2 from patent US 56521 44 7/3.7e-108:588:92//l58611 
R-HEMBA1004366//WORKING DRAFT SEQUENCE, 3 unordered pieces!//! .8e-14:446:63//AC005949 
R-HEMBA1004372//CIT-HSP-2005C13.TFCIT-HSPHomo sapiens genomic clone 2005C1 3, genomic survey se- 
quence.//0.010:334:61//B55811 

io R-HEMBA1 004389//Homo sapiens full-length insert cDNA clone ZE09A1 1 7/1 .5e-1 9:1 70:83//AF086540 

R-HEMBA1004394//Human (D21S198) DNA segment containing (TG)23 repeatY/1 .0:50:84//X58124 
R-HEMBA1004396//Homo sapiens chromosome 4 clone B240N9.map 4q25, complete sequencers .2e-34:459: 
69//AC004057 : t ^ I. ' 

R-HEMBA1 004405//Homo sapiens BAC clone GS589P19 from 7p'13*-p14, complete sequence.//2.8e-42:3 14:84// 
15 AC005030 

R-HEMBA1 004408 . r:... 

R-HEMBA1 004429//M.musculus of DNA encoding DNA-binding protein7/1 .6e-66:449:82//Z54200 
R-HEMBA1 004433//Homo sapiens chromosome 21q22.3, PAC.clones 314N7, 225L1 5, BAC clone 7B7, complete 
sequence bases 1.. 3333037/7. 2e-32:460:68//AJ 01 1930 ' \: 

20 R-HEMBA1 004460//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE, 21 unordered pieces7/ 

3.9e-11 3:581 :96//AC004846 f . 

R-HEMBA1004461//HS_3244_A2_F12_MR CIT Approved Human'Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3244 Col=24 Row=K, genomic survey sequence7/8.0e-83:397:99//AQ220876 
R-HEMBA1004479//Homo sapiens PAC clone DJ0942I16 from 7q11, complete sequence 7/1 .7e-40:485:70// 

25 AC006012 \.y'''' : " : C % 

R-HEMBA1 004482//Plasmodium falciparum chromosome 2, section' 7 : of 73 of the complete sequence 7/2 .2e-1 1 : 
513:59//AE001370 '/ ; . ^ 

R-HEMBA1004502//Homo sapiens chromosome 17, clone hRPK.37^KJ20, complete sequence7/2.0e-08:245 : 
66//AC005951 /*' * ' 

30 R-HEMBA1 004506//Human DNA sequence *" SEQUENCING ^PROGRESS *** from clone 34606, WORKING 

DRAFT SEQUENCE7/4.2e-81 :582:83//Z84487 

R-HEMBA1004507//Caenorhabditis elegans cosmid C40C9, complete sequence7/0.56:235:64//Z70266 
R-HEMBA1 004509 ' - ; • 

R-HEMBA1004534//Sequence 58 from patent US 56911477/1 .9e'61:430:83//l76230 
35 R-HEMBA1 004538//HSJ31 89_B2_C03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3189 Col=6 Row=F, genomic survey sequehce.//6;1e-21:140:92//AQ 170330 
R-HEMBA1004554//CIT-HSP-712K9.TP CIT-HSP Homo sapiens genomic clone 712K9, genomic survey se- 
quence7/1.7e-16:116:93//B73329 ;;; 

R-HEMBA1004560//Human mRNA for KIAA0281 gene, complete cds7/2.2e-1 4:21 3:71 //D87457 
<0 R-HEMBA1 004573 ,, ^': !& '' 

R-HEMBA1004577//Human DNA sequence from cosmid L247F6, Huntington's Disease Region, chromosome 
4p16.3 contains protein similar to Mouse SH3 binding proteiri 3BP2*,* multiple ESTs and a CpG island7/1 .0:352: 
60//Z68279 

R-HEMBA1 004586 > ( J 

<5 R-nnnnnnnnnnnn//Plasmodium falciparum MAL3P6, complete sequence 7/0.001 2 :359:60//Z98551 

R-HEMBA1 00461 0//S.pombe Chromosome II COSmid C3547/0.6611:362:62//AL022071 

R-HEMBA1 00461 7//Homo sapiens mRNA, chromosome. 1 specific: transcript KIAA0501 71 .4e-50:327:85// 
AB007970 ' -Vr"; ^ 

R-HEMBA1004629//Homo sapiens Xp22 bins 1 6-17 BAC GSHB-531 117 (Genome Systems Human BAC Library) 
so complete sequence7/4.4e-13:527:63//AC004805 ":-••»**.••■. 

R-HEMBA1 004631//Rattus norvegicus NclonelO m RN A7/2.9e-24: 364: Z1//U3 1866 
R-HEMBA1 004632 : * * ' 

R-HEMBA1004637//Homo sapiens clone DJ0982E09, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
7.7e-117:573:98//AC005534 
55 R-HEMBA1 004638//H.sapiens mRNA for DGCR27/3.8e-19:118:99//X84076 

R-HEMBA1004666//Arabidopsis thaliana chromosome II BAC T4E 14 genomic sequence, complete sequence.// 
0.00013:501 :58//AC005171 ; ; ". ' .V \ _ 

R-HEMBA1 004669//Human DNA sequence from clone 465 N 24 on chromosome 1p35.1-36.13. Contains two novel 
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genes, ESTs, GSSs and CpG islands, complete sequence7/l .56-120:571 :98//AL031432 

R-HEMBA1 004670//Human DNA sequence *** SEQUENCING In PROGRESS "* from clone 222E13, WORKING 

DRAFTSEQUENCE.//4.4e-12:110:88//Z93241 

R-HEMBA1004672//Human DNA sequence from PAC 308113 on chromosome 1p35-1p36.3.//3.4e-38:324:81// 
5 Z99291 . ' . ; % ' . 

R-HEMBA1 004693//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MP01 2, complete sequence.// 
0.86:309:57//AB006702 " : "J 

R-HEMBA1 004697//T33B22TF TAMU Arabidopsis thaliana genomic clone T33B22, genomic survey sequence.// 
0.29:331 :61//B97342 

10 R-HEMBA1 004705//Plasmodium falciparum MAL3P7, complete sequence.//0.051 :424:58//AL034559 

R-HEMBA1 004709//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-116A10, complete sequence .//1 Je- 
49:497:76//AC004638 * • V = 

R-HEMBA1004711//Homo sapiens chromosome 17, clone hRPK.271_k_11, complete sequenceV/1.6e-38:362: 
79//AC005562 
15 R-HEMBA1 004725 

R-HEMBA1 004730//Homo sapiens Chromosome 1 7pl 3 Cosmid Clone cos26, complete sequenceY/1 .1 e-58:489: 
79//AC002085 

R-HEMBA1 004733 . • 

R-HEMBA1 004734//Human DNA sequence from clone 273N12 bri chromosome 6q1 6.1 -16.3. Contains the gene 
20 for the N-0ct5a (N-0ct3, N-0ct5b) POU domain proteins and an unknown gene. Contains a putative CpG island, 

ESTs, STS; and GSSs, complete sequence.//0.0030:362:6l//AL022395 

R-HEMBA1 004736//Homo sapiens clone DJ0981 007, complete sequence.//1 .9e-58:282:87//AC00601 7 
R-HEMBA1004748//Homo sapiens PAC clone DJ1059M17 from 7q21-q31 .1 , complete sequence7/3.6e-34:287: 
81//AC004953 ' \ ~,{ ' 

25 R-HEMBA1 004751 //Human DNA sequence from PAC 507115 on chromosome Xq26.3-27.3. Contains 60S ribos- 

omal protein L44 (L41 , L36) like gene, ESTs, STSs and a polymorphic CA repeat.//5.3e-40:266:89//Z98950 
R-HEMBA1 004752//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 49501 0, WORKING 
DRAFT SEQUENCE.//3.3e-39:281:85//AL031 121 ' ?r ' 

R-HEMBA1004753//Homo sapiens ribosomal protein S20 (RPS20) mRNA, complete cds.//2.6e-65:475:84// 
30 L06498 

R-HEMBA1 004756//Homo sapiens DNA sequence from PAC 86CH on chromosome 6p2l .31 -22.1 . Contains his- 
tone genes H2A/1 .H2B.1 A,H4,H2A.lb,H3 pseudogene, pheromone' receptor pseudogene, ESTs, STS and CpG 
island.//1.8e-08:516:59//AL021807 l - : ; * \ " 

R-HEMBA1 004758//Homo sapiens chromosome 4 clone B240N9'map 4q25, complete sequence7/5.1e-45:577: 
35 72//AC004057 

R-HEMBA1 004763 

R-HEMBA1004768//Human DNA sequence from clone 395P12 on chromosome lq24-25. Contains the TXGP1 
gene for tax-transcription ally activated glycoprotein 1 (34kD) (dX40:Ngand, OX40L) and a GOT2 (Aspartate Ami- 
notransferase, mitochondrial precursor, EC 2.6.1.1, Transaminase A, Glutamate Oxaloacetate Transaminase-2) 
40 pseudogene. Contains ESTs, STSs and GSSs, complete sequence J/4. 1 e-60:435:78//AL02231 0 

R-HEMBA1004770//Plas modi urn falciparum chromosome 2, sections of 73 of the complete sequence7/8.7e-05: 
476:61//AE001371 [ . 

R-HEMBA1004771//Homo sapiens Xp22 Cosmid U152D7 (Lawrence Liyermore human cosmid library) complete 
sequence.//5.0e-08:l13:80//AC003047 \ ; ; 'h: , >: 

45 R-HEMBA1 004776 • A , 

R-HEMBA1004778//***ALU WARNING: Human Alu-J subfamily consensus sequence7/1 .1e-35:288:84//U14567 
R-nnnnnnnnnnnn/HS_31 92_B1_F09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens genomic 
clone Plate=3192 Col=17 Row=L, genomic survey sequence.//1 .9e44:233:98//AQl 55855 
R-HEMBA1004803//Homo sapiens minisatellite ms31 repeat region.//3.0e-67:318:87//AF048728 

50 R-HEMBA1 004806 

R-HEMBA1 004807//Homo sapiens clone GS1 66C05, WORKING DRAFT SEQU ENCE, 7 unordered pieces7/3.6e- 
20:333:69//AC005015 

R-HEMBA1 0048 16//Hu man DNA sequence from PAC 50A13 on 4 chromosome Xpn . Contains ATP SYNTHASE 
LIPID BINDING PROTEIN P1 (P2, P3) precursor (ATP5G1 , ATP5G2, t ATP5G3) like pseudogene, ESTs and STSs. 
55 Contains polymorphic CA repeat.//6.3e-13:148:77//Z92545 " *• 

R-HEMBA1004820//Human arginine-rich nuclear protein mRNA; complete cds.//1 .5e-12:141:85//M74002 
R-HEMBA1004847//Canine mRNA for 68kDA subunit of signal recognition particle (SRP68)i/7.6e-80:297:85// 
X53744 
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R-HEMBA1 004850 , 

R-HEMBA1004863//Human DNA sequence from PAC 345Pl0 , oh chromosome 22q12-qter contains ESTs and 
STS and polymorphic CA repeat D22S927.//2.0e-14:159:79//Z82201 . 
R-HEMBA1 004864 

5 R-HEMBA1004865//Homo sapiens Xp22-149 BAC RPCI11 -46604 (Roswell Park Cancer Institute Human BAG 

Library) complete sequence.//0.90:76:76//AC005297 .' c .. 

R-HEMBA1004880//Homo sapiens clone DJ0309D19, WORKING. DRAFT SEQUENCE, 12 unordered pieces.// 
1.9e-49:551:73//AC004826 ^ ' * 

R-HEMBA1 004889//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 223B1 , WORKING 
10 DRAFT SEQUENCE.//0.0021:189:65//AL031943 

R-HEMBA1 004900//Homo sapiens chromosome 17, clone hRPK.l80_P_8, complete sequence.//6.6e-11:144: 
7711AC005972 

R-HEMBA1 004909//Human DNA sequence from clone 505B1 3 on chromosome 1 p36.2-36.3 Contains CA repeat 
and GSSs, complete sequence7/7.6e-46:341 :83//Z98052 
15 R-HEMBA1 00491 8//Human DNA sequence *** SEQUENCINGS PROGRESS *** from clone 994L9, WORKING 

DRAFT SEQUENCE.//1 .6e-54:301 :89//AL034554 

R-HEMBA1004923//Homo sapiens 47kB DNA fragment from Xq2ff," proximal to MTM1 gene.//2.0e-07:1 82:69// 
Y15994 

R-HEMBA1 004929 

20 R-HEMBA1 004930//Homo sapient chromosome 11 clone CIT987SK-1 012F4, WORKING DRAFT SEQUENCE, 6 

unordered pieces.//7.7e-66:547:79//AC005848 ■ 
R-HEMBA1004933//H.sapiens Humig mRNA7/0.13:233:62//X72755: . 

R-HEMBA1004934//CIT-HSP-2021I16.TF CIT-HSP Homo sapiens geriomic-clone 2021116, genomic survey se- 
quence.//0.66:268:62//B65345 ( ?! ^ > 

25 R-HEMBA1004944//CIT-HSP-2281 L12.TR CIT-HSP Homo sapiens genomic clone 2281 L1 2, genomic survey se- 

quence.//3.8e-20:104:82//B99849 

R-HEMBA1004954//Homo sapiens chromosome 17, clone hRPK.146_P_2, WORKING DRAFT SEQUENCE, 4 
unordered pieces.//0.00082:385:60//AC005341 

R-HEMBA1 004956//CIT-HSP-2305H22.TF CIT-HSP Homo sapiens genomic clone 2305H22, genomic survey se- 
30 quence.//1.6e-84:411:99//AQ020408 

R-HEMBA1004960//Human DNA sequence from PAC 358H7'on : bhfomosome X.//3.3e-22:249:74//Z77249 
R-HEMBA1 004972//nbxb0003aF01 f CUGI Rice BAC Library Oryza sativa genomic clone nbxb0003K01 f , genomic 
survey sequence7/0.52:171:64//AQ049982 l > : 

R-HEMBA1 004973//*** SEQUENCING IN PROGRESS ***^ EPM1/APECED region of chromosome 21, clones 
35 A68E8, B127P21, B173L3, B23N8, C1242C9, C579E2, A70B6, ; B^59G9 1 B175D10, B52C10, C124G1 Note: Se- 

quencing in this region has been discontinued by the Stanford Human Genome Center, WORKING DRAFT SE- 
QUENCE, 50 unordered pieces.//0.69:179:64//AC003656 '' K J/ * ' ' 

R-HEMBA1 004977//Caenorhabditis elegans cosmid F08G2, complete sequence7/7.6e-07:492:58//Z8l495 
R-HEMBA1 004978//Human DNA sequence from clone 522P13 oh^chromosome 6p21 .31-22.3. Contains a 60S 
40 Ribosomal Protein L21 pseudogene and an HNRNP A3 (Heterogenous Nuclear Riboprotein A3, FBRNP) pseu- 

dogene. Contains ESTs, STSs and GSSs, complete seque nee 7/0.20 :427:60//AL024509 
R-HEMBA1004980//CIT-HSP-2379K5.TF CIT-HSP Homo s^ni"defi6mic clone 2379K5, genomic survey se- 
quence .//1.6e-53:33 1:88//AQ 1086 14 : Y 

R-HEMBA1004983//Genomic sequence from Human 17, complete sequence.//0.00061:473:58//AC000389 
45 R-HEMBA1 004995//Homo sapiens chromosome 1 6, cosmid clorie*3p6E5 (LANL), complete sequence7/i .6e-90: 

527:89//AC004224 n £ V 

R-HEMBA1 0050087/Human DNA sequence from clone 461 P1 7 bri- chromosome 20q12-1 3.2. Contains four novel 
(pseudo)genes for proteins with Kunitz/Bovine pancreatic trypsin inhibitor and/or WAP-type (Whey Acidic Protein) 
'four-disulfide core* domains, COX6C (Cytochrome C Oxidase Polypeptide VIC, EC 1.9.3.1) and RPL5 (60S Ri- 
50 bosomal Protein L5) pseudogenes, a pseudogene similar to part of the HSPD1 (HSP60, Mitochondrial Matrix 
Protein P1 precursor, Heat Shock Protein 60, GROEL protein, HUCHA60) gene, and the Major Epididymis-specific 
protein E4 precursor (HE4, Epididymis Secretory protein E4, WAP-type (Whey Acidic Protein) 'four-disulfide core' 
domain) gene. Contains ESTs, an STS, GSSs and a putative CpG' island, complete sequence.//5.4e-65:357:83// 
AL031663 

55 R-HEMBA1 005009//Homo sapiens BAF53a (BAF53a) mRNA, complete cds.//5.6e-1 07:550:96//AF041 474 

R-HEMBA1 005019//Homo sapiens mRNA forKIAA0648 protein^Rartial cds7/6.3e-l04:542:94//AB0l4548 
R-HEMBA1 005029//Homo sapiens DNA sequence from PAC 97D16 on chromosome 6p2l. 3-22.2. Contains an 
unknown pseudogene, a 60S Ribosomal protein L24 (L30) LIKE pseuciogene and histone genes H2BFC (H2B/c), 

. ■ \t - » . ■ 
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H4FFP (H4/f pseudogene), H2AFC (H2A/c), H3F1K (H3.l/k) and a tRNA-Val pseudogene and tRNA-Thr gene. 
Contains ESTs, STSs, GSSs and genomic marker D6S464, complete sequenceY/3.1e-67:493:83//AL009179 
R-HEMBA1005035//Homo sapiens chromosome 17, clone hCIT.1 75_E_5, complete sequence7/7.4e-1 01:537: 
94//AC004596 

5 R-HEMBA1005039//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1018D12, WORK- 

ING DRAFT SEQUENCEY/9.5e-30:446:68//AL031 650 * 
R-HEMBA1005047//Mus musculus mRNA for Rab24 protein.//1.4e-34:229:88//Z22819 
R-HEMBA1 005050//Human Chromosome X PAC RPCI1 -290C9 from the Pieter de Jong Human PAC library; com- 
plete sequence. //4.0e-43:371:80//AC002404 (< { J? v , v 

10 R-HEMBA1 005062//Homo sapiens chromosome 1 7, clone hCIT.1 86 Jh_2, complete sequence.//2.3e-1 5:269:66// 

AC004675 ; , s ' r I 

R-HEMBA1005066//Homo sapiens clone NH0001P09, WORKING D RAFT SEQUENCE, 1 unordered pieces.// 
4.0e-30:305:74//AC006030 

R-HEMBA1 005075 '* :-V • 

is R-HEMBA1005079//Homo sapiens clone HS 19.11 Alu-Ya5 sequence7/6.5e-48:245:91//AF015156 

R-HEMBA1 005083//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 1 1 85N5, WORKING 
DRAFT SEQUENCE.//1 .3e-15:142:83//AL034423 

R-HEMBA1005101//Homo sapiens SYT interacting protein SIP mRNA, complete cds.//5.3e-1 10:545:96// 
AF080561 - 
20 R-HEMBA1005113//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y53C10, 

WORKING DRAFT SEQUENCE.//0.026:252:64//Z93340 

R-HEMBA1005123//Homo sapiens DNA sequence from clone 78F24 on chromosome 22q1 2.1 -12.3. Contains 
one exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contains GSSs and an STS, complete sequence.// 
7.1e-55:306:82//AL022336 

25 R-HEMBA1 005133//Human DNA sequence *** SEQU ENCING'IN'PROGRESS *** from clone Y738F9, WORKING 

DRAFT SEQUENCE.//6.4e-45:309:87//AL022345 : 

R-HEMBA1005149//Human cosmid LL12NC01 -95H4, ETV6 gehe>exon 2 and partial cds.//3.2e-31:3 10:76// 
U81834 

R-HEMBA1005152//Homo sapiens DNA sequence from PAC 13D10 on chromosome 6p22.3-23. Contains CpG 
30 island.//1 .4e-33:361 :79//AL021407 { * ^ 

R-HEMBA1 0051 59//Human DNA sequence from clone 1 6301 6,on.chrpmosome 1 p35. 1 -36.1 3 Contains CA repeat, 
STS, complete sequence7/2.7e-22:440:66//AL03l 279 jf^> . * ' • 

R-HEMBA1005185//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y105E8, 
WORKING DRAFT SEQUENCE.//0.001 7:381 :58//AL022594 L " W 

35 R-HEMBA1 00520 1 //P. falciparum complete gene map of plastid-like DNA (IR-B)V/8.5e-05:457:57//X95276 

R-HEMBA1005202//Human 18S ribosomal RNA.//4.7e-38:236:91//X03205 
R-HEMBA1005219 " 

R-HEMBA1005223//Homo sapiens clone DJ0673M15, WORKING DRAFT SEQUENCE, 33 unordered pieces.// 
1.0:209:65//AC004854 

40 R-HEMBA1 005232//Homo-sapiens chromosome Y, clone 264 ! ,M,20, complete sequence 7/0.0040:439:58// 

AC004617 ' 

R-HEMBA1 00524l//Homo sapiens PAC clone DJ0777023from7pi4-fjt5, complete sequence.//4.2e-l 11:568:96// 
AC005154 

R-HEMBA1 005244//HSJ3092_B2_CH JvlF CIT Approved Human* Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=3092 Col=22 Row=F, genomic survey sequence7/4.9e-l2:H6:84//AQi27947 

R-HEMBA1005251//Homo sapiens PAC clone DJ1182N03 from 7g11 .23-q21 .1 , complete sequence7/3.2e-27: 
210:84//AC004548 <■ V 

R-HEMBA1005252//Homo sapiens chromosome 17, clone hRPK.318_A_15, complete sequenceY/4.6e-1 05:437: 
97//AC005837 V '^t - ' 

50 R-HEMBA1005274//Slime mold mitochondrial DNA, binding region to the membrane system. //0.01 1 :339:59// 

D86630 

R-HEMBA1 005275//Homo sapiens PAC clone DJ0886O08 from 7q32-q35, complete sequence.//3.4e-1 7:269:71// 
AC004914 

R-HEMBA1005293//Human DNA sequence from PAC 130N4..BRCA2 gene region chromosome I3qi2-13 con- 
55 tains XS7 mRNA, ESTs.//6.9e-20:193:73//Z75887 " $*}. : *} v 

R-HEMBA1005296//HS_3037_B1_D01_MR CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3037 Col=1 Row=H, genomic survey sequence7/P;26:1 84: 64//AQ1 17120 
R-HEMBA1005304//Homo sapiens clone DJ0693M11 , WORKING DRAFT SEQUENCE, 7 unordered pieces.// 
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1 .5e-58:445:78//AC006146 

R-HEMBA1 005311 //Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 796E4, WORKING 
DRAFT SEQUENCE7/9.3e-42:383:78//AL022337 : • 

R-HEMBA1 00531 4//Caenorhabditis elegans cosmid F23H11 7/0.80:1 79:65//AF003389 
5 R-HEMBA1 00531 5//Homo sapiens clone NH0001P09. WORKING DRAFT SEQUENCE, 1 unordered pieces.// 

2.4e-40:409:71//AC006030 

R-HEMBA1 00531 8//S.pombe chromosome I cosmid C2E11 7/d. : 97:370:61//AL031181 

R-HEMBA1005331//Homo sapiens chromosome 17, clone hRPK.214_C_8, complete sequence7/1 .9e-1 12:577: 
95//AC005803 .", V. .- 

10 R-HEMBA1 005353//Human DNA sequence *" SEQUENCING IN^PROGFIESS *" from clone 429E7, WORKING 

DRAFT SEQUENCE.//8.9e-80:406:97//AL031 722 

R-HEMBA1005359//Homo sapiens chromosome 17, clone hRPK.22_N_12, WORKING DRAFT SEQUENCE, 2 
ordered pieces7/3.2e-50:320:84//AC00541 2 

R-HEMBA1005367//RPCI11-85E23.TV RPCI11 Homo sapiens genomic clone R-85E23, genomic survey se- 

15 quence.//0.39:148:67//AQ281915 

R-HEMBA1 005372//Homo sapiens full-length insert cDNA YH93B : 03.//2:6e-108:557:95//AF074997 
R-HEMBA1 005374//Homo sapiens full-length insert cDNA clone 2A95D11 7/1 .9e-1 10:531 :98//AF0861 42 
R-HEMBA1005389//Human DNA sequence from clone 245G19 on chromosome Xp22.1 1-22.2 Contains serine- 
threonine kinase (Txp3) gene, a pseudogene similar to ALP HA- 1 PROTEIN ((CONNEXIN 43, CX43, GAP JUNC- 

20 TION 43 KD HEART PROTEIN)), and the 3' end of the RS (X-linked juvenile retinoschisis precursor protein) gene. 

Contains ESTs, STSs and GSSs, complete sequence.//6.0e-41 :432:75//Z92542 

R-HEMBA1 005394//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 681 N20, WORKING 
DRAFT SEQUENCE7/4.9e-1 07:585: 93//AL031 670 

R-HEMBA1 005403//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 423B22, WORKING 
25 DRAFT SEQUENCE7/5.1e-118:586:97//AL034379 

R-HEMBA1005408//Bos taurus retina membrane g uany late cyclase. ROS-GC2 mRNA, complete cds7/1 .6e-06: 
204:68//U95958 T £Vr , '* v 1 

R-HEMBA1 005410//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 732E4, WORKING 
DRAFT SEQUENCE7/1.2e-23:452:66//AL008722 ; f ; :■ 

30 R-HEMBA1005411//RPC111-66N19.TK RPCI11 Homo sapieri^genomic clone R-66N19, genomic survey se- 

quence.//2.2e-38:222:79//AQ237442 • . \ 

R-HEMBA1 005423//Homo sapiens cyclin-dependent kinase inhibitbr^CbKN2C) mRNA, complete cds7/5.6e-n 7: 
453:99//AF041248 t 

R-HEMBA1 005426//Human DNA sequence from PAC 448E20 S 67V chromosome Xq26.1 contains ESTs and STS7/ 
35 0.86:278:60//Z97196 

R-HEMBA1005443//Homo sapiens (clone S153) mRNA fragment.//5.4e-46:305:87//L40391 

R-HEMBA1 005447//Human DNA sequence from clone 48G12pp chromosome Xq27. 1-27.3. Contains STSs and 

GSSs, complete sequence7/3.3e-79:53l:86//AL03l054 . / * . ' 

R-HEMBA1 005468//Homo sapiens PAC clone DJ0808G16 from 7qf1 .23-q21 , complete sequence7/4.0e-27:469: 
40 66//AC004894 

R-HEMBA1005469//Homo sapiens chromosome 16, P1 clone 96-4B (LANL), complete sequence7/7.2e-40:410: 
76//AC005212 ^ ; 

R-HEMBA1 005472//Human DNA Sequence *** SEQUENCING IN PROGRESS *** from clone 1 090E8, WORKING 
DRAFT SEQUENCE7/3.1 e-40:296:85//AL033524 * v ' 

45 R-HEMBA1 005475//HS_2266_B2_C04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2266 Col=8 Row=F, genomic survey sequence.//0.49:209:61//AQ069377 
R-HEMBA1 005497 

R-HEMBA1 005500//Homo sapiens PAC clone DJ1 093O1 7 from 7giU23 r q21 , complete sequence7/4.5e-1 1 6:580: 
97//AC004957 " "J ' . 

50 R-HEMBA1 005506//ArabidOpSiS thaliana BAC T26D227/0.0056|442:59//AF058826 

R-HEMBA1005508//Sigalphus sp. 16S ribosomal RNAgene, partial seq uence 7/0. 020:39 1:59//AF003509 
R-HE MBA 10055 11 //Human DNA sequence from PAC 52D1 oh chromosome Xq21 . Contains CA repeats, STS7/ 
0.44:195:63//Z96811 ...^ ^ ^ ' 

R-HEMBA1 00551 7//Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 
55 plete CdS.//0.44:470:57//Ll4320 

R-HEMBA1 00551 8//M.musculus mRNA for paladin gene.//6.2e-29:183:81//X99384 

R-HEMBA1005520//Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE, 6 unordered pieces7/ 
7.2e-40:281:86//AC004913 ' ; ' 
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... ocm ifnping IN'PROGRESS '"from clone 341D10, WORKING 
R-HEMBAl005526//HumanDNA sequence *"SEQUENCINq,!N,^HU^« 

SSSSSSa or 8p21 ^JgU» of hepatocellular colorectal and 
no"^ 

R-HEMBA1 005530//Homo sapiens PAC Clone 946B23 faOA^ region, o 

SroS«»— ■•• S E0UEMC 1 NS,N*fe<iR ES S-".r. m « OT A,7,WORK,NO 
AC004743 

R-HEMBA1 005558 (Genome Systems Human BAC library) complete se- 

R-HEMBA1005568//Homo sapiens Xp22 GSHB-314G4 genome oy 

quence.//5.9e-33:367:74//AC004087 0 nchromosome Xp11 .23-11 .4. Contains a pseu- 

R-HEMBA1 005570/ZHuman DNA sequence from c 2P9£Ct,ro v Q2QmB 

aogene similar to rat Plasmolipin, ESTs and G^s om^ 
R-HEMBA1005576//Homo sapiens chromosome 16, BAC clone a ip* t 



631/AC005737 



R-HEMBA1 005577 oul . U „ K nartial cds7/9 7e-27:56V.64//AB011538 

R-HEMBA1 005581//Homo sapiens mRNA for MEGFS, partial^ cd^ cytochrome oxidase 2 genes.// 

R-HEMBAio05582//rorulopsisglabratamitochondnal.ntergen,c : region«. 

2.3e-i 0:404:62//X021 71 ,. „ „, T A ^ mu0fi unman Genomic Sperm Library D Homo sapiens ge- 

R-HEMBA1 005583//HS_3014_B1_D05_T7 CIT ^ m ^W^T^ M2 94//AQ 154499 

nomic marker DXS8032. complete se ^ en n °^: 54 cl ^ ^332^ 18, complete sequencey/2.2e-28:262: 
R-HEMBA1005593//Homo sapiens chromosome 17, clone hRPK^n^. 

79//AC005746 Aooroved Human Genomic Sperm Library D Homo sapiens ge- 

R-HEMBA1005595//HS_2224_A2_G03_MF CIT ^^^^^^263:^0033448 
nomic clone Plate=2224 Col=6 ^'^^^^^^ se quence.//2.5e-08:355:63//AC003983 
R-HEMBA1 005606//Human a PAC ^^^^SS^^i Sperm Library D Homo sapiens ge- 
R-HEMBA1005609//HS_2182_B1_H06 MF CIT . A°provea n 2e-82:400:99//AO023130 

nomic clone Plate=2l82Col=l^ 

R-HEMBA1 00561 6//Human DNA sequence SEQULNuinu, u . . 

DRAFT SEOUENCE.//0.80:308:60//AL031176 PROGRESS ~ from clone 330012, WORKING 

R-HEMBA1 005621//Human DNA sequence SEQUENCING IN tf muu 

DRAFT SEQUENCE.//7.4e-76:338-.98//AL031731 ZD53D 02.//4.5e-72 : 398:93//AF086321 
R -HEMBA1005627//Homo sapiens f *^^ 

R-HEMBA1005631//Homo sapiens PAC [*™™°*™^ 6q26-27. Contains RSK3 

R-HEMBA1 005632//Homo sapiens DNA sequence equence7/1 . 4 e-13:172:75//AL022069 

E=567X=^ 

R-HEMBA1005680//HomosapiensChr.14PACRPCI4-794B^^oswe , ,. 

complete sequence7/3.0e-36:285 ; 83^/AC005924 . - 0 . 022 :65:86//Z35281 

bss ar»35S?»' < wi mHNA - — Ms " 

5 R :SSrPCM,.,30,4.TP B-CM, Homo ,ap*ns »i**m RPCM M 30,4. _ «, 
se quence.//0.07i:i82:59//B76l86 chromosome X P 11. Contains ATP SYNTHASE 

R-HEMBA1 005717/ZHuman DNA sequence rom ^C M A 13 0 n chrom P doge ne, ESTs and STSs. 

LIPID BINDING PROTEIN P1 (P2. P3) precursor (ATP5G1 , ATPoUZ^ai r=> 1 
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Contains polymorphic CA repeat7/1 .0:1 89:66//292545 

R-HEMBA1005732//Human Chromosome 1lq12 pac pDJ363p2, WORKING DRAFT SEQUENCE, 22 unordered 

pieces7/2.le-47:449:75//AC003023 

R-HEMBA1 005737 

5 R-nnnnnnnnnnnn//H.sapiens DNA for repeat unit locus D18S51 (285 bp)7/0.11:174:63//X91255 

R-HEMBA1005755//Human DNA-sequence from clone 396D17 on chromosome 1p33-35.3 Contains EST, STS, 
GSS, complete sequence.//0.15:160:65//AL008634 

R-HEMBA1005765//Human Xq28 cosmids U225B5 and U236A12, co mp lete sequence 7/5 .2e-39: 422 :74//U71 148 
R-HEMBA1 005780//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region), segment 3/1 5, 
10 WORKING DRAFT SEQUENCE.//0.037:261:61//AP000010 

R-HEMBA1 00581 3//Human DNA sequence SEQUENCING IN PROGRESS "* from clone Y313F4, WORKING 
DRAFT SEQUENCE7/1 .7e-26:242:807/AL023808 

R-HEMBA1 00581 5//Bufo boreas MVZ 145227 c-mos gene, partial cds7/0,1 7:1 99 :62//U52805 
R-HEMBA1005822//Plasmodium falciparum MAL3P7, complete sequence7/0.26:437:56//AL034559 
15 R-HEMBA1 005829//Human Cosmid gl572c035, complete sequence.//3.8e-05:366:61//AC000124 

R-HEMBA1 005834//Human DNA sequence from clone 5U12 on chromosome 6q26-27. Contains the 3' part of 
the alternatively spliced gene for the human orthologs of mouse QKI-7 and QKI-7B (KH Domain RNA Binding 
proteins) and zebrafish ZKQ-1 (Quaking protein homolog). Contains ESTs, STSs and GSSs, complete sequence.// 
8.2e-1 07:551 :96//AL031 781 

20 R-HEMBA1 005852//F.rubripes GSS sequence, clone l63A22aA4, genomic survey sequence 7/2.6e- 17:225:72// 

AL018730 

R-HEMBA1005853//Human Chromosome 15 pac pDJ24m8, complete sequence7/1.1e-27:3l4:75//AC000379 
R-HEMBA1 005884//Homo sapiens 12pl3.3 BAC RPCI3-488H23 (Roswell Park Cancer Institute Human BAC Li- 
brary) complete sequence7/2.6e-20:328:67//AC006207 
25 R-HEMBA1005891//Homo sapiens PAC clone DJ0997N05 from 7q11 .23-q21.1 , complete sequence7/2.0e-l02: 

543:95//AC004945 
R-HEMBA1 005894 
R-HEMBA1 005909 

R-HEMBA1 00591 1//CIT-HSP-2342E5.TR CIT-HSP Homo sapiens genomic clone 2342E5, genomic survey se- 
30 quence.//0.0012:315:60//AO058081 

R-HEMBA1005921//P.chrysogenum mitochondrion genes for tRNA-Arg, tRNA-Asn, tRNA-Tyr, small subunit rRNA, 
and ATPase subunit 67/0.0090:445:58//Z23072 

R-HEMBA1 005931//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 54B20. WORKING 
DRAFT SEQUENCE.//1 .7e-46:351 :83//Z98304 
35 R-HEMBA1005934//Homo sapiens chromosome 17, clone hRPK.261_A_13, complete sequence 7/0.0052: 179: 

71//AC005138 

R-HEMBA1005962//Homo sapiens clone RG012D21, complete sequence.//l.le-H:l49:74//AC005045 
R-HEMBA1005963//HS_3055_A1_E08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3055 Col=15 Row=l, genomic survey sequence 7/5. 4e-79:403:97//AQ 147357 
40 R-HEMBA1005990//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds.//6.9e-1 12:580:95// 

AF082516 

R-HEMBA1 005991//Human DNA sequence from clone 58A9 on chromosome 1 q24.l -24.3. Contains STSs, GSSs, 
genomic marker D1S210 and a ca repeat polymorphism, complete sequence 7/2.6e-39:299:82//AL03l 285 
R-HEMBA1005999//Homo sapiens clone DJ0691F11, WORKING DRAFT SEQUENCE, 11 unordered pieces.// 

45 1.1e-29:260:70//AC004859 

R-HEMBA1 006002//Rattus norvegicus s-nexilin mRNA, complete cds7/6.3e-15:174:78//AF056035 
R-HEMBA1006005//Homo sapiens MLL (MLL) gene, exons 1-3, and partial cds.//2.6e-112:574:95//AF036405 
R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0725 protein, partial cds.//7.6e-27:444:67//AB0 18268 
R-HEMBA1006035//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 

50 DRAFT SEQUENCE, 5 unordered pieces7/0.025:373:60//AC005139 

R-HEMBA1 006036//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-625P1 1 , complete sequence7/0.0056: 
535:59//AC004125 

R-HEMBA1 006042//HS_2l69_Al_BH_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l69 Col=21 Row=C, genomic survey sequence.//l.7e-73:390:95//AQl 32995 
55 R-nnnnnnnnnnnn 
R-HEMBA1 006081 

R-HEMBA1006090//HS_2262_A2_A01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens, ge- 
nomic clone Plate=2262 Cot=2 Row=A, genomic survey sequence7/2.le-70:360:97//AQ216324 
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R-HEMBA1 006091 

R-HEMBA1 0061 00//Homo sapiens DNA sequence from PAC 21 2G6 on chromosome Xpl 1 .3-pl 1 .4. Contains syn- 
apsin 1, brain protein 4.1, properdin, tyrosine kinase (ELK1) oncogene, ESTs, STS, GSS, complete sequenceV/ 
1 .6e-36:354:77//AL0091 72 
5 R-HEMBA1006108 
R-HEMBA1006121 

R-HEMBA1 0061 24//Human DNA sequence from BAG 1 75E3 on chromosome 22q11 .2-qter. Contains ESTs, STSs 
and polymorphic CA repeat7/l.3e-l2:327:64//Z95113 

R-HEMBA1006130//WORKING DRAFT SEQUENCE, 3 unordered pieces7/0.60:326:62//AC005948 
10 R-nnnnnnnnnnnn//Homo sapiens chromosome 19. cosmid F16403, complete sequence7/4.3e-52:32l :80// 

AC005777 

R-HEMBA1 00614211, complete sequence7/1.0e-13:160:78//AC005500 

R-HEMBA1006155//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//0.0013:389:60//AC004688 
15 R-HEMBA1006158//Homo sapiens transcription factor forkhead-like 7 (FKHL7) gene, complete cds.//i.4e-H9: 
574:98//AF048693 

R-HEMBA1006173//Musmusculus protein tyrosine phosphatase STEP61 mRNA, complete cds7/4.1e-43:307:86// 
U28217 

R-HEMBA1 0061 82//Homo sapiens BAC clone RG139P11 from 7qn-q21, complete sequence.//1 .7e-30:300:7V/ 
20 AC004491 

R-HEMBA1006198//***ALU WARNING: Human Alu-J subfamily consensus sequence 7/1 .3e-36:284:85//U 14567 
R-HEMBA1006235//Homo sapiens clone 24422 mRNA sequence7/2.le-110:545:97//AF070557 
R-HEMBA1006248//Homo sapiens mRNA for KIAA0667 protein, partial cds7/0.46:365:58//AB0 14567 
R-HEMBA1 006252//Human Chromosome 16 BAC clone CIT987SK-A-972D3, complete sequence 7/2. 8e-41 :438: 
25 71//U91323 

R-HEMBA1006253//Homo sapiens 45kDa splicing factor mRNA, complete cds.//1.8e-28:179:91//AF083384 
R-HEMBA1006259//RPCI11-44N14.TJ RPCI11 Homo sapiens genomic clone R-44N14, genomic survey se- 
quence7/1 .5e-48:348:85//AQ2031 61 
R-HEMBA1 006268 

30 R-HEMBA1006272//Human DNA sequence from clone 1198H6 on chromosome lp36.l 1-36.31. Contains two 

Melanoma Preferentially Expressed Antigen PRAME LIKE genes. Contains GSSs and ESTs, complete sequence.// 
2.8e-73:273:87//AL023753 

R-nnnnnnnnnnn//H.sapiens PAP mRNA.//1.6e-54:585:71//X76770 
R-HEMBA1006283//Sequence 7 from patent US 5776683 7/9.7e-1 8: 113:98//AR01 6240 
35 R-HEMBA1 006284//Homo sapiens chromosome 17, clone hRPC.l028_K_7, complete sequence7/0.97:447:59// 

AC004585 

R-HEMBA1006291//Homo sapiens full-length insert cDN A clone ZB76B10.//2.9e-94:454:98//AF086161 
R-HEMBA1006293//Sequence 8 from patent US 5721351 7/8. 1e-1 0:1 11:72//I8941 5 

R-HEMBA1006309//Homo sapiens chromosome 17, clone hRPK.22_N_12, WORKING DRAFT SEQUENCE, 2 
40 ordered pieces.//8.6e-37:288:84//AC005412 

R-HEMBA1 00631 0//Rattus norvegicus cytosolic sorting protein PACS-la (PACS-1) mRNA, complete cds7/6.5e- 
29:132:81//AF076183 

R-HEMBA1 006328//Human DNA sequence M# SEQUENCING IN PROGRESS "* from clone 894K1 6. WORKING 
DRAFT SEQUENCE7/3.3e-50:340:75//AL034429 
45 R-HEMBA1 006334 

R-HEMBA1006344//Rattus norvegicus nitzin mRNA, partial cds7/8.7e-22:259:72//AF087945 
R-HEMBA1006347//Human prostasin gene, complete Cds7/I.8e-78:170:100//U33446 

R-HEMBA1006349//Rat brain calcium channel alpha-1 subunit mRNA, complete cds.//0.00051:120:73//M57682 
R-HEMBA1006359//CITBI-E1-2516C16.TR CITBI-E1 Homo sapiens genomic clone 2516C16, genomic survey 
so sequence.//4.7e-74:576:82//AQ277951 

R-HEMBA1006364//G.gallus gene for transforming growth factor-beta2, exons 5-77/2.5e-21:118:85//X59080 
R-HEMBA1006377//Homo sapiens chromosome 19, cosmid F23149, complete sequence.//5.7e-68:367:85// 
AC005239 

R-HEMBA1006380//Human BAC clone RG007J15 from 7q3l, complete sequence7/6.le-47:300:83//AC003989 
55 R-HEMBA1 006381 //Homo sapiens chromosome 5. Bac clone 189 (LBNL H135), complete sequence7/1 .5e-47: 

336:86//AC005914 ' ;\ : \ ; 

R-HEMBA1006398//Homo sapiens chromosome 5, BAC clone 203013 (LBNL H155), complete sequence7/l .5e- 
67:501 :83//AC005609 
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R-HEMBA1 00641 6//Homo sapiens chromosome 17, clone 347J-L5, complete sequence7/4.4e-37:3l9:76// 
AC002119 

R-HEMBA1 00641 9//Homo sapiens chromosome 17, clone HCIT542B22. complete sequence.//2.9e-50:502:75// 
AC004253 

5 R-HEMBA1006421//Homo sapiens chromosome I4q24.3 clone BAC270M 14 transforming growth factor-beta 3 

(TGF-beta 3) gene, complete cds; and unknown genes.//4.1e-H6:572:97//AF 107885 

R-HEMBA1006424//Human DNA sequence from clone 51 J12 on chromosome 6q26-27. Contains the 3' part of 
the alternatively spliced gene for the human orthologs of mouse QKl-7 and QKI-7B (KH Domain RNA Binding 
proteins) and zebrafish ZKQ-1 (Quaking protein homolog). Contains ESTs, STSs and GSSs, complete sequence.// 
10 9.4e-117:578:97//AL031781 

R-HEMBA1 006426//Human DNA sequence SEQU ENCING IN PROGRESS *** from clone 29U1 0. WORKING 
DRAFTSEQUENCE7/2.2e-08:353:63//Z93017 

R-HEMBA1006438//HS_2008_A1_D04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2008 Col=7 Row=G, genomic survey sequence.//1.2e-29:l94:91//AQ245162 
is R-HEMBA1006445//Homo sapiens clone RG219E16, WORKING DRAFT SEQUENCE, 3 unordered pieces7/ 

0.011:330:60//AC005075 

R-HEMBA1006446//Piasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence 7/0.032: 
256:61//AE001398 

R-HEMBA1006461//Homo sapiens Xp22 Cosmids U15E4, U115H5, U132E12, U115B9 (Lawrence Livermore hu- 
so man cosmid library) complete sequence 7/5. 6e-35:229:77//AC002364 

R-HEMBA1006467//Homo sapiens Chromosome 9p22 Cosmid clone 34a5, complete sequence7n.ie-i 4:354: 

63//AC002052 

R-HEMBA1 006471 

R-HEMBAl006474//p40, p24 [Borna disease virus BDV, WT-1, Halle B1/91, horse brain, field isolate, Genomic 
25 RNA, 1138 nt, segment 1 of 3)7/1.1 e-14:442:60//S67502 

R-HEMBA1006483//Human chromosome 16p13.1 BAC clone CIT987SK-551G9 complete sequence7/3.7e-37: 
290:82//U95742 

R-HEMBA1 006485//H.sapiens mRNA for aminopeptidase.//7.6e : 91 :51 7:91//Y07701 

R-HEMBA1 006486//Homo sapiens clone RG31 5H 1 1 , WORKING DRAFT SEQUENCE, 5 unordered pieces7/1 .1 e- 
30 33:289:81//AC005089 

R-HEMBA1006489//Human DNA sequence from clone 192P9 on chromosome Xpn.23-11.4. Contains a pseu- 
dogene similar to rat Plasmolipin, ESTs and GSSs, complete sequence7/6.0e-07:485:60//AL020989 
R-HEMBA1006492//Homo sapiens chromosome 17, clone hRPK.269JG_24, complete seque nee 7/4. 3e- 11 2:572: 
95//AC005828 

35 R-HEMBA1006494//Homo sapiens chromosome 17, clone HRPC987K16, complete sequence7/2.3e-i 0:1 86:67// 

AC002994 

R-HEMBA1 006497//RPC1 1 1 -1 6L1 0.TPB RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -1 6L1 0, genomic su rvey 
sequence7/1 .5e-1 0:75:1 00//B8801 5 

R-HEMBA1006502//Human DNA sequence from clone 272E8 on chromosome Xp22. 13-22.31. Contains a pseu- 
40 dogene similar to MDM2-Like P53-binding protein gene. Contains STSs. GSSs and a CA repeat polymorphism, 

complete sequence7/3.3e-36:51 6:70//293929 

R-HEMBA1 006507//Homo sapiens mRNA for KIAA0666 protein, partial Cds7/1 .2e-1l5:570:96//AB014566 
R-HEMBA1 006521//Human DNA sequence * # * SEQUENCING IN PROGRESS *** from clone 54B20, WORKING 
DRAFT SEQUENCE.//2.2e-20:266:71//Z98304 
45 R-HEMBA1006530//RPCM1-52M1.TJ RPCI11 Homo sapiens genomic clone R-52M1, genomic survey se- 

quence.//0.0001 5:227:64//AQ052526 

R-HEMBA1006535//HS_2234_B1_B07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2234 Col=13 Row=D, genomic survey sequence.//7.5e-33:1 91 :95//AQl 29525 
R-HEMBA1006540//Homo sapiens clone GS051M12, complete sequence7/0.026:497:58//AC005007 
so R-HEMBA1006546//Homo sapiens chromosome 19, cosmid .R33496, complete sequence.//5.2e-41 :289:86// 

AC004603 .;;.*' : 1. 

R-HEMBA1006559//MUS musculus PRAJA1 (Prajal) mRNA, complete cds7/3.4e-64:551 :78//U06944 
R-HEMBA1 006562//Human Chromosome 1 1 p1 1 .2 PAC clone pD J404ml 5, complete sequence7/5.7e-09:266:66// 
ACO02554 

55 R-HEMBA1006566//HS_2171_B1_B04_MF CIT Approved Human fjenbmic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2l7l Col=7 Row=D, genomic survey sequence 7/0. 01 2:306:61 //AQ1 25421 
R-HEMBA1006569//Ovis aries beta actin mRNA, complete cds7/3.8e-70:529:82//U39357 
R-HEMBA1006579//Homo sapiens BAC clone NH0115E20 from Y, complete sequence7/1 .0:141:65//AC006032 
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R-HEMBA1006583//CIT-HSP-2377M16.TR CIT-HSP Homo sapiens genomic clone 2377M16, genomic survey 
sequence./^ .7e-31 :271 76//AQ1 1 1 875 

R-HEMBA1006595//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces J/0. 093 :270:61//AC004709 
5 R-HEMBA1006597//Homo sapiens P1 clone GSP13996 from 5ql2, complete sequencey/2.7e-45:37i :80// 

AC005031 
R-HEMBA1 006612 

R-nnnnnnnnnnnn//Human DNA sequence SEQUENCING IN PROGRESS from clone 8B22, WORKING 
DRAFT SEQUENCE.//2/I e-20:229:77//AL031 737 
10 R-HEMBA1 006624//Human DNA sequence from clone 406A7 on chromosome 6q23-24. Contains three pseudo- 

genes similar to Elongation Factor 1 -Alpha (EF-1 -ALPHA, Statin S1 ), 60S Acidic Ribosomal Protein P1 and N ADH- 
Ubiquinone Oxidoreductase 1 5 kDa subunit, and part of the Microtuble Associated Protein E-MAP-1 1 5 gene. Con- 
tains ESTs, STSs and GSSs, complete sequence 7/4.8e-40:321 :83//AL023284 

R-HEMBA1 006631//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 202O8, WORKING 
is DRAFT SEQUENCER .5e-45:477:77//AL031848 

R-HEMBA1006635//***ALU WARNING: Human Atu-Sp subfamily consensus sequence7/8.0e-40:245:91//U14572 
R-HEMBA1 006639 
R-HEMBA1 006643 

R-HEMBA1 006648//Homo sapiens integrin-linked kinase (ILK) mRNA, complete cds.//2.5e-106:567:94//U40282 
20 R-HEMBA1006652//Human BAC clone RG308B22 from 7q22-q31, complete sequence.//8.7e-54:334:76// 

AC002089 

R-HEMBA1 006653//Homo sapiens 7q telomere, complete sequence.//5.0e-36:207:89//AF027390 
R-HEMBA1006665//HS_3213_B2_D04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=32l3 Col=8 Row=H, genomic survey sequence.//1.2e-21 :235:67//AQl 75625 
25 R-HEMBA1006674//H.sapiens teiomeric DNA sequence, clone 9QTEL023, read 9QTELOO023.seq.//2.6e-32: 
212:83//Z96776 

R-HEMBA1 006676//Plasmodium falciparum MAL3P6, complete sequencey/1 .9e-10:436:60//Z98551 
R-HEMBA1006682//Plasmodium falciparum (strain Dd2) variant-specific surface protein (var-1) gene, complete 
CdS.//6.1e-06:477:59//L40608 

30 R-HEMBA1006695//Homo sapiens clone RG339C12, WORKING DRAFT SEQUENCE, 10 unordered piecesV/ 

1 .8e-30:266:80//AC005096 
R-HEMBA1 006696 
R-HEMBA1 006708 

R-HEMBA1 006709//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 71 5N1 1 , WORKING 
35 DRAFT SEQUENCE7/6.8e-14:139:82//AL031674 

R-HEMBA1 006717 

R-HEMBA1006737//Homo sapiens chromosome 17, clone hRPK.269_G_24, complete sequence 7/9.9e-l 8:365: 
66//AC005828 

R-HEMBA1006744//Human Chromosome 16 BAC clone CIT987SK-327024, complete sequencey/1. 3e-37:380: 
40 75//AC003108 

R-HEMBA1006754//Homo sapiens chromosome 5, P1 clone 962c5 (LBNL H87), complete sequencey/2.1e-75: 
338:85//AC003951 

R-HEMBA1 006758//Homo sapiens chromosome 5, BAC clone 182a8 (LBNL H161), complete sequence 7/1 .2e- 
112:579:95//AC005752 

45 R-HEMBA1 006767//Plasmodium falciparum MAL3P6, complete sequence7/0.00022:528:58//Z98551 

R-HEMBA1 006779//Homo sapiens chromosome 17, clone hRPK.628_E.J2, complete sequencey/2.3e-46:305: 
87//AC005701 . -r.^r. ' 

R-HEMBA1 0067801 /Human DNA sequence from clone 243E7 on chromosome 22ql2.l. Contains ESTs, STSs 
and GSSs, complete sequencey/7.2e-39:305:82//AL022323 " 
so R-HEMBA1006789//Streptomycescoelicolorcosmid6G4y/0.0085:449:61//AL031317 

R-HEMBA1006795//Homo sapiens chromosome 17, clone hRPK ; 346_K_10, complete sequencey/4.1e-43:355: 
801/AC006120 

R-HEMBA1006796//HS_3038_B2_H11 jvlF CiT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3038 Col=22 Row-P, genomic survey Sequence.//0.99:158:63//AQ1 02483 
55 R-HEMBA1006807//Homo sapiens clone DJ0673M15, WORKING DRAFT SEQUENCE, 33 unordered pieces.// 

8.4e-47:481 :75//AC004854 

R-HEMBA1006821//Homo sapiens chromosome 17, clone hRPC.62_0_9, complete sequencey/3.0e-08: 84:90// 
AC004797 
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R-HEMBA1 006824//Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.11-Xp22.22. Contains 
ESTs STS and CpG island 7/3. 7e-54:496:76//Z93023 

R-HEMBA1006B32//Homo sapiens chromosome 17, done hRPK.243_K_12, complete sequence.//0.70:206:65// 
AC005668 

5 R-HEMBA1006849//Homo sapiens I2q24.l PAC RPCI3-521E19 (Roswell Park Cancer Institute Human PAC li- 

brary) complete sequence7/l .2e-46:281 :91//AC004217 

R-HEMBA1006865//Mus musculus clone 101 B1 repeat region Sequence.//0.61:115:70//AF056074 
R-nnnnnnnnnnnn//Mus musculus mRNA for oxysterol-binding protein, complete cds7/3.3e-l 02:61 8:87//AB0l 7026 
R-HEMBA1 006885 4.2e-14:379:63//AG006839 
10 R-HEMBA1006900//CIT-HSP-2006M20.TR CIT-HSP Homo sapiens genomic clone 2006M20, genomic survey 

sequence.//2.6e-07:230:66//B56395 

R-HEMBA1 006921//Homo sapiens PAC clone DJ0777O23 from 7pl4-p1 5, complete sequenceV/2.1 e-68:267:86// 

AC005154 

R-HEMBA1 006926 

is R-HEMBA1 006929//HS_3244_A2_C0l_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3244 Col=2 Row=E, genomic survey sequence7/6.9e-2l :191 :83//AQ207500 
R-HEMBA1 006936 

R-HEMBA1 006938//Coliasphilodice eriphyle large subunit ribosomal RNAgene, partial sequence; tRNA-Valgene, 
complete sequence; and small subunit ribosomal RNA gene, partial sequence, mitochondrial genes for mitochon- 
20 drial RNAs.//0.11:309:59//AF044853 

R-HEMBA1 00694l//Homo sapiens mRNA for putative thioredoxin-like protein7/2.0e-75:37l :98//AJ0l084l 
R-HEMBA1006949//Homo sapiens PAC clone DJ0777G09 from 7q34-q36, complete sequence.//0.47:240:63// 
AC005518 

R-HEMBA1 006973//HS_2009_A2_A12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=2009 Col=24 Row=A, genomic survey sequence 7/9. 6e-05:407:607/AQ232302 

R-HEMBA1006976//RPCI11-49L11TJ RPCI11 Homo sapiens genomic clone R-49L11, genomic survey se- 
quence.//0.001 8: 1 84:63//AQ051 701 

R-HEMBA1 006993//Human thymopoietin (TMPO) gene, partial exon 6, complete exon 7, partial exon 8, and partial 
cds for thymopoietin beta.//l .9e-47:394:79//U18271 
30 R-HEMBA1 006996//CIT-HSP-2172D17.TF CIT-HSP Homo sapiens genomic clone 2172D17, genomic survey se- 

quence.//1 .8e-07:365:62//B93406 

R-HEMBA1 007002//Plasmodium falciparum MAL3P2, complete sequence7/0.0012:505:56//AL034558 
R-HEMBA1007017//Homo sapiens chromosome 17, clone hRPK.597_M_12, complete sequence 7/5. 6e-41:437: 
71//AC005277 

35 R-HEMBA1 00701 8//G.gallus mRNA for dynein light chain-A7/8.2e-73:556:80//X79088 

R-HEMBA1 007045 

R-HEMBA1 007051 //Human DNA sequence from cosmid N69F4 on chromosome 22q11.2-qter contains EST.// 
9.9e-27:342:71//Z72006 

R-HEMBA1007052//Homo sapiens FSHD-associated repeat DNA, proximal region 7/5.4e-85:558:87//U85056 
40 R-HEMBA1 007062 

R-HEMBA1 007066 

R-HEMBA1007073//Homo sapiens chromosome 17, clone hRPK.421_E__l4, complete sequence7/2.0e-66:476: 
85//AC006141 

R-HEMBA1007078//Homo sapiens chromosome 17, clone hRPK.60_A_24, complete sequence7/1 .0e-38:179: 
45 82//AC005325 

R-HEMBA1 007085//Homo sapiens clone DJ0965K10, WORKING DRAFT SEQUENCE, 6 unordered piecesV/ 
3.2e-49:551 :73//AC006015 

R-HEMBA1007087//Human Chromosome 11 pac pDJ392al7, complete sequence.//l .0:261 :61//AC000385 
R-HEMBA1007112//Homo sapiens chromosome I2pl3.3, WORKING DRAFT SEQUENCE, 37 unordered piec- 
50 es.//0.043:295:62//AC004803 

R-HEMBA1 00711 3//Homo sapiens (subclone 6_a8 from P1 H16) DNA sequence 7/1 .4e-52:307:87//L43392 
R-HEMBA1007129//Human DNA sequence from PAC 863K19 on chromosome X. Contains STS7/1.2e-08:131: 
75//Z92547 

R-HEMBA1 0071 47//H.sapiens CpG island DNA genomic Msel fragment, clone 65f1 , reverse read cpg65f1 .rt1a7/ 
55 0.16:187:64//Z62246 

R-HEMBA1007149//Homo sapiens chromosome 19, cosmid F23149, complete sequence.//7.6e-i 08:543:96// 
AC005239 

R-HEMBA1007151//Homo sapiens PAC clone DJ0745K06 from 7q31, complete sequence7/0. 14:323:58// 
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AC004875 

R-nnnnnnnnnnnn//Homo sapiens epsin 2a mRNA, complete cds7/5.1e-l03:529:94//AF062085 
R-HEMBA1007178//Homo sapiens chromosome 12pl 3.3 clone RPC1 11 -372B4, WORKING DRAFT SEQUENCE, 
1 29 ordered pieces .//5.4e-1 06 :537:96//AC 00591 1 
5 R-HEMBA1007194//Homo sapiens Xp22 bins 87-93 PAC RPCI1 : 122K4 (Roswell Park Cancer Institute Human 

PAC Library) complete sequence7/4.1 e-39:262:80//AC003035 

R-HEMBA1 007203//Homo sapiens mRNA for KIAA0214 protein, complete cds7/5.3e-61:332:95//D86987 
R-HEMBA1007206//Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.n-Xp22.22. Contains 
ESTs STS and CpG island7/1 .9e-50:436:81//Z93023 
10 R-HEMBA1007224//Homo sapiens mRNA for KIAA0797 protein, partial cds7/2.3e-96:471:97//AB018340 

R-HEMBA1007251//Homo sapiens chromosome 5, PAC clone 247f3 (LBNL H85), complete Sequence.//0.011 : 
349:62//AC004777 

R-HEMBA1 007256//Homo sapiens PAC clone DJ0676L20 from 7q35-q36, complete sequence7/2.8e-1 0:224:70// 
AC004856 

15 R-HEMBA1 007267//Homo sapiens Chr.14 PAC RPCI4-794B2 (Roswell Park Cancer Institute Human PAC Library) 
complete sequencey/3.4e-53:362:86//AC005924 
R-HEMBA1 007273 

R-HEMBA1 007279//Rickettsia prowazekii strain Madrid E, complete genome; segment 4/47/0.042:454:57// 
AJ235273 

20 R-HEMBA1007281//Rickettsia prowazekii strain Madrid E, complete genome; segment 3/47/0.99:288:60// 

AJ235272 

R-HEMBA1 007288//Human DNA sequence from clone 422G23 on chromosome 6q24 Contains EST, STS, GSS, 
CpG island, complete sequence7/7.4e-107:554:95//AL031003 
R-HEMBA1 007300//Caenorhabditis elegans cosmid C48C57/0.22:474:59//U39994 
25 R-HEMBA1 007301 

R-HEMBA1 00731 9//Campy!obacter jejuni repetitive DNA, clone plNT.//4.9e-08:524:58//Y14425 
R-HEMBA1007320//Homo sapiens genomic DNA, chromosome 21ql1.1 , segment 14/28, WORKING DRAFT SE- 
QUENCE7/3.4e-1 6:244:71//AP000043 

R-HEMBA1 007322//Homo sapiens BAC clone RG324D18 from 7p15-p21 , complete sequence.//3.9e-83:383:85// 
30 AC005251 

R-HEMBA1007327//Human DNA sequence SEQUENCING IN PROGRESS "* from clone 7706, WORKING 
DRAFT SEQUENCE7/1 .6e-38:533:71//Z96804 

R-HEMBA1 007341//Human DNA sequence SEQUENCING IN PROGRESS from clone 268D13, WORKING 
DRAFT SEQUENCE.//3.6e-21:394:66//AL023513 
35 R-HEMBA1 007342//Human BAC clone GS368F15 from 7q3l , complete sequence7/l.7e-l5:l90:73//AC003080 

R-HEMBA1 007347//Human DNA sequence SEQUENCING IN PROGRESS from clone N38G6, WORKING 
DRAFT SEQUENCE 7/2. 2e-47:455:77//Z96802 

R-HEMBB1000005//Homo sapiens 3p2M-9 PAC RPCI4-793P23 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence7/l .1 e-62:539:79//AC006208 
40 R-HEMBB1000008//Homo sapiens chromosome 17, clone hCIT.211_P_7, complete sequence7/1 .2e-36:285:83// 

AC003665 

R-HEMBB1 00001 8//Homo sapiens clone DJ0038I10, WORKING DRAFT SEQUENCE, 5 unordered pieces7/1 .2e- 
51:416:79//AC004820 

R-HEMBB1 000024//Human DNA sequence from BAC 1 75E3 on chromosome 22q1 1 .2-qter. Contains ESTs, STSs 

« and polymorphic CA repeat7/3.9e-l 8:211 :79//Z95113 

R-HEMBB1000025//HS_3064_B2_B07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=14 Row=D, genomic survey sequence 7/5. 9e-40:254:90//AQ 132765 
R-HEMBB1 000030//Human DNA sequence from clone 1 08K11 on chromosome 6p21 Contains SRP20 (SR protein 
family member), Ndr protein kinase gene similar to yeast suppressor protein SRP40, EST and GSS, complete 

so sequence.//1.5e-32:452:70//Z85986 

R-HEMBB1 000036//CIT-HSP-2024L15.TF CIT-HSP Homo sapiens genomic clone 2024L15, genomic survey se- 
quence.//9.3e-63:541 :77//B66264 

R-HEMBB1000037//Homo sapiens erythroblast macrophage protein EM P mRN A, completecds 7/7. 6e-9 1:467:97// 
AF084928 

55 R-HEMBB1000039//Homo sapiens chromosome 17, clone hRPK.40l_O_9, complete sequence7/2.4e-44:456: 

68//AC005291 

R-HEMBB1000044//Human BAC clone RG016J04 from 7q21, complete sequence7/1.4e-54:307:80//AC002064 
R-HEMBB1 000048//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-279B1 0, complete sequence7/3.Be- 
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09:330:63//AC002300 

R-HEMBB1 000050//Human DNA sequence from PAC 436M1 1 on chromosome Xp22. 1 1 -22.2. Contains the serine 
threonine protein phosphatase gene PPEF1 , and the first coding exon of the RS1 gene for retinoschisis (X-linked, 
juvenile) 1 (XLRS1). Contains ESTs, an STS and GSSs, complete sequence.//6.7e-l2:225:65//Z94056 
R-HEMBB1 000054//Human DNA sequence from clone 444C7 on chromosome 6p22.3-23. Contains an EST, an 
STS and GSSs, complete sequence.//8.9e-76:557:82//AL033521 

R-HEMBB1000055//Human housekeeping (Q1Z 7F5) gene, exons 2 through 7, complete Cds.//1 .6e-88:350:86// 
M81806 

R-HEMBB1 000059//Homo sapiens clone DJ0850I01 , WORKING DRAFT SEQUENCE, 1 unordered piecesy/4.9e- 
12:356:65//AC006009 ' 

R-HEMBB1000083//Homo sapiens clone DJ0607J02. WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
3.7e-41 :311 :82//AC004840 

R-HEMBB1 00O089//Homo sapiens clone DJ1 021 120, WORKING DRAFT SEQUENCE, 6 unordered pieces7/3.6e- 
34:314:78//AC005520 

R-HEMBB1 000099//Homo sapiens DNA sequence from BAC 121 6H12 on chromosome 22qi2. Contains a pseu- 
dogene with similarity to part of mouse Ninein and the Kl AA0609 gene for a protein similar to C. elegans K09C8.4. 
Contains ESTs, GSSs and a ggtt repeat polymorphism, complete sequence7/8.8e-32:434:71//AL008715 
R-HEMBB1 0001 03//Human DNA sequence from BAC 445C9 on chromosome 22ql2.l . Contains CRYBB1 , beta 
B1 crystallin, CRYBA4, beta A4 crystallin, high mobility group-1 protein (HMG-1), ESTsy/2.5e-16:207:74//Z95115 
R-HEMBB1000113//HS_3013_A1_B08JT7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=30l3 CoI=15 Row=C, genomic survey sequence.//0. 94:21 1:63//AQ1 18730 
R-HEMBB1 00011 9//Homo sapiens ASMTL gene.//1.9e-1 06:531 :96//Y1 5521 
R-HEMBB1000136//Human Chromosome X, complete sequenceV/0.00073:359:59//AC002407 
R-HEMBB1000141//Homo sapiens chromosome 21q22.3 PAC 39C17, complete sequence.//6.8e-41 :280:74// 
AF043945 

R-HEMBB1 0001 44//Homo sapiens chromosome 1 7, clone hCIT507_E_2, complete sequence.//0.00083:206:66// 
AC004134 

R-HEMBB1000173//Homo sapiens, WORKING DRAFT SEQUENCE, 97 unordered pieces.//2.5e-82:40l :90// 

AC004085 

R-HEMBB1 000175 

R-HEMBB1 000i98//Homo sapiens DNA sequence from BAC 55C20 on chromosome 6. Contains a Spinal Mus- 
cular Atrophy (SMA3) LIKE gene overlapping with a beta-glucoronidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five pre- 
dicted tRNA genes. Contains ESTs, GSSs (BAC end sequences) and a CA repeat polymorphism, complete se- 
quence.//0.91:428:56//AL021368 

R-HEMBB1 00021 5//Homo sapiens DNA sequence from PAC 69E11 on chromosome 1q23-24. Contains a NADH- 
Ubiquinone Oxidoreductase MLRQ subunit (EC 1 .6.5.3, EC 1 .6.99.3, CI-MLRQ) LIKE pseudogene, a 60S Ribos- 
omal protein L34 LIKE pseudogene, an unknown gene similar to yeast YPR037W and worm C02C2.6 predicted 
genes, a predicted CpG island, ESTs and an STS, complete sequence.//4.4e-54:298:9l//AL021397 
R-HEMBB1000217 

R-HEMBB1 00021 8//Homo sapiens 12q24 PAC RPCI1-66E7 (Roswell Park Cancer Institute Human PAC library) 
complete sequence7/5.8e-32:5l7:70//AC0042l6 

R-HEMBB1000226//Human DNA sequence from cosmid COS12 from a contig from the tip of the short arm of 
chromosome 16, spanning 2Mb of I6pl3.3. Contains ESTs, Flanking sequences of 3' alpha globin HVR and CpG 
island.//2.5e-77:450:92//Z69706 

R-HEMBB1000240//Homo sapiens chromosome 9 duplication of the T cell receptor beta locus and trypsinogen 
gene familiesy/4.1 e-05:31 0:62//AF029308 

R-HEMBB1000244//Human DNA sequence — SEQUENCING IN PROGRESS "* from clone 1112F19, WORK- 
ING DRAFT SEQUENCE7/1 .3e-43:278:85//AL034420 

R-HEMBB1 000250//Human DNA sequence from clone 34B20 on chromosome 6p2l .31-22.2. Contains seventeen 
Histone (pseudo)genes and a 40S Ribosomal protein S1 0 pseudogene. Contains ESTs, STSs and GSSs, complete 
sequence.//3.8e-16:484:64//AL031777 R-HEMBB1000258//Human hereditary haemochromatosis region, histone 
2A-like protein gene, hereditary haemochromatosis (HLA-H) gene, RoRet gene, and sodium phosphate transporter 
(NPT3) gene, complete cdsy/4.3e-11:286:67//U9l 328 

R-HEMBB1000264//Mus musculus enhancer of polycomb (Epclj mRNA, complete cdsy/1.2e-42:406:79// 
AF079765 

R-HEMBB1000266//RPCI11-76C20.TV RPCI11 Homo sapiens genomic clone R-76C20, genomic survey se- 
quence.//! .0:232:59//AQ265533 
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R-HEMBB1000272//HS_3032_B1_H06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3032 Col=11 Row=P, genomic survey seque nee 7/0 .0082:209 :62//AQ 096702 
R-HEMBB1000274//Homo sapiens Chromosome 22qn.2 Cosmid Clone 8l7g In IGLC Region, complete se- 
quence.//! .6e-45:277:72//AC000053 
5 R-HEMBB1 000284//Homo sapiens full-length insert cDNA clone YY88A057/6.9e-112:572:96//AF088018 

R-HEMBB1000307//Homo sapiens chromosome 17, clone hRPk.47l_L_l3, complete sequence7/5.7e-96:523: 
93//AC005244 

R-HEMBB1 00031 2//Human DNA sequence SEQUENCING iN. PROGRESS *** from clone 32B1 , WORKING 
DRAFT SEQUENCE.//7.5e-21 :218:67//AL023693 
10 R-HEMBB1 00031 7//Tox0plasma gondii chloroplast, complete genome.//0.062:354:58//U87145 

R-HEMBB1 00031 8//Human DNA sequence from PAC 292H14 on chromosome Xp2l . Contains STS and CA re- 
peat poly mo rphism.//4.5e-52: 302:8 1//AL00871 0 

R-HEMBB1000335//Homo sapiens chromosome 5, P1 clone 1041F10 (LBNL H88), complete sequenced .9e- 
16:139:84//AC005179 

15 R-HEMBB1 000336//Homo sapiens complete genomic sequence between D16S3070 and D16S3275, containing 
Familial Mediterranean Fever gene disease7/0.0062:23l:64//AJ003147 

R-HEMBB1 000337//CIT-HSP-232901 0.TF CIT-HSP Homo sapiens genomic clone 232901 0. genomic survey se- 
quence.//! .2e-31 :192:92//AQ035976 

R-HEMBB1 000338//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequence7/1 .9e- 
20 39:477:71//AC004605 

R-HEMBB1 000339//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 862K6, WORKING 
DRAFT SEQUENCE.//4.1 e-54:357:76//AL031 681 

R-HEMBB1 00034l//Homo sapiens I2q24 PAC RPCI3-424M6 (Roswell Park Cancer Institute Human PAC library) 
complete sequenceV/1 .8e-1 9:501 :63//AC002350 
25 R-HEMBB1 000343//Homo sapiens chromosome 16, cosmid clone 367E1 2 (LANL), complete sequence7/3.6e-41 : 

457:72//AC004644 

R-HEMBB1000354//Human DNA sequence from PAC 560B9 bnxhromosome 1q24-1q25. Contains profilin-like 
pseudogene, 60S ribosomal protein L4 pseudogene RNA binding protein, ESTs, GSS.//7.2e-36:325:74//Z9875l 
R-HEMBB1 000369//Homo sapiens chromosome 4 clone B366024 map 4q25, complete sequence7/9.0e-25:179: 
30 79//AC004067 

R-HEMBB1 0003741/Human DNA sequence SEQU ENCING IN PROGRESS *** from clone 75N1 4, WORKING 
DRAFT SEQUENCE 7/8.4e-58:332:79//Z971 99 

R-HEMBB1 000376//Homo sapiens DNA for amyloid precursor protein, complete cds.//2.1e-47:309:88//D87675 
R-HEMBB1 000391//Homo sapiens clone RG269P13, WORKING DRAFT SEQUENCE, 6 unordered pieces.//5.7e- 
35 46:302:85//AC005080 

R-HEMBB1000399//Homo sapiens Radl7-like protein (RAD17) mRNA, complete cds.//1.0e- 107:53 1:97// 
AF076838 

R-HEMBB1 000402//Human DNA sequence from clone 505B13 on chromosome ip36.2-36.3 Contains CA repeat 
and GSSs, complete sequence7/1.le-25:441:67//Z98052 
40 R-HEMBB1 000404//HS_2246_A2_D01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2246 Col=2 Row=G, genomic survey sequence.//0. 0025:1 96:63//AQ084251 
R-HEMBB1000420//Homo sapiens Chromosome 22qH.2 Cosmid Clone 81 7g In IGLC Region, complete se- 
quence.//1.2e-29:358:72//AC000053 

R-HEMBB1000434//Homo sapiens chromosome 4 clone B71M12 map 4q25, complete sequence7/2.8e-51 :299: 
45 89//AC004069 

R-HEMBB1 000438//HS_2239_B2_E08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2239 CoM6 Row=J, genomic survey sequence7/1 .3e-10:76:100//AQ067700 
R-HEMBB1 000441//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 424J12, WORKING 
DRAFT SEQUENCE.//4.4e-60:281 :90//Z82207 ?}■:■•■' 
so R-HEMBB1000449//Homo sapiens clone DJ0898O18, WORKING DRAFT SEQUENCE, 8 unordered piecesV/ 

4.8e-11 :228:68//AC004920 • .'-1. > ' 

R-HEMBB1 000455//Homo sapiens clone GS051M12, complete sequence 7/3.1 e- 14:388 :65//AC005007 
R-HEMBB1000472//Homo sapiens chromosome 17, clone HCIT48C15, complete sequence.//4.9e-34:320:79// 
AC003104 

55 R-HEMBB1 000480//Human DNA sequence from Fosmid 65B7 on chromosome 22q1 1 ,2-qter. Contains exons 6-12 

of the SLC5A1 (SGLT1) gene for solute carrier family 5 '(sodium/glucose cotransporter) member 1 (High Affinity 
Sodium-Glucose Cotransporter), complete sequence .//3.4e-36:285:82//Z83849 
R-HEMBB1 000487 
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R-HEMBB1 000490//Human DNA sequence ••• SEQU ENCING IN PROGRESS "* from clone 1 1 85N5, WORKING 
DRAFT SEQUENCE.//1 ,5e-34:281 :81//AL034423 

R-HEMBB1000491//Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.n-Xp22.22. Contains 
ESTs STS and CpG island7/8.5e-37:483:72//Z93023 

5 R-HEMBB1 000493//Human DNA sequence from clone 1 09F14 on chromosome 6p2i .2-21 .3. Contains the alter- 

natively spliced gene for Transcriptional Enhancer Factor TEF-5, the 60S Ribosomal Protein RPL10A gene, a 
PUTATIVE ZNF1 27 LIKE gene, and the PPARD for Peroxisome Proliferator Activated Receptor Delta (PPAR-Delta, 
PPAR-Beta, Nuclear Hormone Receptor 1, NUC1, NUCl, PPARB)." Contains three putative CpG islands, ESTs, 
STSs, GSSs and a ca repeat polymorphism, complete sequence7/7.6e-l 4:21 7:7 1//AL022721 

10 R-HEMBB10005107/Human DNA sequence **' SEQUENCING IN PROGRESS from clone 27K12, WORKING 

DRAFT SEQUENCE7/7.1 e-44:221 :80//AL033397 

R-HEMBB1 00051 8//Human PAC clone DJ327A19 from Xq25-q26. complete sequence7/3.5e-51 :280:907/ 
AC002477 

R-HEMBB1000523//Homo sapiens PAC clone DJ0167F23 from 7pl5, complete seq uence 7/1 .7e-53: 304:82// 
15 AC004079 

R-HEMBB10005307/Homo sapiens chromosome 17, clone hCIT.l62_E_l2, complete sequence7/4.2e-74:428: 
92//AC006236 

R-HEMBB1000550//Human Chromosome 16 BAC clone CIT987SK-A-363E6, complete sequence7/5.6e-l3:l12: 
80//U91321 

20 R-HEMBB1 000554//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 409J21 , WORKING 

DRAFT SEQUENCE7/5.1e-14:239:63//Z83824 

R-HEMBB1000556//Homo sapiens envoplakin (EVPL) mRNA, complete cds7/0.031:275:60//U53786 
R-HEMBB1000564//Homo sapiens chromosome 5, Bac clone 189 (LBNL H135), complete sequence7/3.le-17: 
227:76//AC005914 

25 R-HEMBB1 000573//BorreIia afzelii (strain NT28) DNA, internal transcribed spacer7/0.078:l 61 :63//D84405 

R-HEMBB1000575//Homo sapiens chromosome 17, clone hRPC.859_O_20, complete sequence7/7.2e-52:260: 
80//AC003695 

R-HEMBB1 000586//Human DNA sequence from cosmid V21 0E9, between markers DXS366 and DXS87 on chro- 
mosome X7/2.0e-33:305:79//270280 
30 R-HEMBB1000589//Homo sapiens chromosome 1 7, clone hRPK.l064iE_ll, complete sequence7/l .3e-1 4:409: 

65//AC005208 - . 

R-HEMBB1 000591//Homo sapiens Xp22 bins 45-47 BAC GSHB-665N22 (Genome Systems Human BAC Library) 
complete sequence7/6.2e-39:493:71//AC0051 84 

R-HEMBB1000592//Homo sapiens I2pl3.3 PAC RPCI5-1180D12 (Roswell Park Cancer Institute Human PAC 
35 Library) complete sequence7/1 .6e-08:254:64//AC005831 

R-HEMBB1000598//Homo sapiens chromosome 11 pac pDJ159ol, complete sequence7/3.3e-38:407:76// 
AC000381 

R-HEMBB1 000623//CIT-HSP-2374P1 7.TR CIT-HSP Homo sapiens genomic clone 2374P1 7, genomic survey se- 
quence7/1 ,3e-41:212:100//AQl09717 
40 R-HEMBB1 000630//Human DNA sequence from clone 41 3H6 on chromosome 6p22.3-24.3. Contains a hamster 

Androgen-dependent Expressed Protein like protein gene, ESTs and GSSs, complete sequence 7/5 .2e-3l:3 19: 
78//AL022724 

R-HEMBB1000631//Sequence 28 from patent US 57081 57.//6.8e-20:208:80//l80058 

R-HEMBB1000632//Homo sapiens Cosmid C4, WORKING DRAFT SEQUENCE, 1 ordered pieces 7/7.4e-47:457: 
« 75//AC004176 

R-HEMBB1000637//Human BAC clone RG094H21 from 7q21-q22, complete sequence7/2.9e-45:263:87// 
AC003085 ' 

R-HEMBB1000638//Genomic sequence from Human 6, compiete sequence7/9.le-34:375:73//AC002H2 
R-HEMBB1000643//HS_2242_A2_B07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

so nomic clone Plate=2242 Col=14 Row=C, genomic survey sequence7/0.010:239:60//AQ065993 

R-HEMBB1000649//Homo sapiens RBP56/hTAFII68 gene, exon 77/8, 3e-63:306:100//AB01 0061 
R-HEMBB1000652//Human DNA sequence from PAC 467D16 on chromosome 6p22.3-24.v Contains the 3* part 
of the SCA1 (ataxin-1) gene with a poly-glutamine (CAG repeat) polymorphism, the 3* part of the GMPR (GMP 
reductase, Guanosine S'-monophosphate oxidoreductase) gene, ESTs and an STS with a polymorphic CA repeat// 

55 3.3e-14:450:64//AL009031 

R-HEMBB1000665//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MXA21 , complete sequence7/ 
0.98:251 :63//AB005247 

R-HEMBB1000671//Human DNA sequence from PAC 106C24. between markers DXS294 and DXS730 on chro- 
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mosome X7/6.8e-58:296:85//Z63313 

R-HEMBB1000673//CITBI-E1 -2506F20.TR CITBI-E1 Homo sapiens genomic clone 2506F20, genomic survey se- 
quence.//0.98:71 :76//AQ264731 

R-HEMBB1 000684//Human DNA sequence from clone 1158E12 on chromosome Xpl 1.23-11 .4 Contains EST, 
5 STS, GSS, CpG island, complete sequence7/2.6e-H:l53:77//AL03l584 

R-nnnnnnnnnnnn//Homo sapiens neuroam mRNA, complete cds7/2.0e-50:287:93//AF040723 
R-HEMBB1000705//Homo sapiens chromosome 19, cosmid R30538, complete sequence7/3.4e- 18:340:65// 
AC005943 

R-HEMBB1 000706//Human DNA sequence SEQUENCING IN PROGRESS "* from clone 462C1 7, WORKING 
10 DRAFT SEQUENCE7/4.7e-10:358:64//AL033380 

R-HEMBB1 000709//RPC1 1 1 -79A8.TV RPCI11 Homo sapiens genomic clone R-79A8, genomic survey sequence.// 
1 .4e-40:262:89//AQ282374 

R-HEMBB1000725//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MGN6, complete sequence7/ 
0.0001 8:386:60//AB01 7066 

is R-HEMBB1000726//Homo sapiens PAC clone DJ1185I07 from 7qn.23-q2l, complete sequence//! .5e-48:3l 6: 

88//AC004990 

R-HEMBB1000738//Homo sapiens PAC clone DJ0745K06 from 7q31, complete sequence7/7.le-53:382:85// 
AC004875 

R-HEMBB1 000749//Homo sapiens clone RG140B11 , WORKING DRAFT SEQUENCE, 1 unordered pieces7/6.5e- 
20 51:438:80//AC005069 

R-HEMBB1 000763//Plasmid Col lb-P9 (from E.coli K12) colicirrib promoter region and 5' coding region//1 .0:115: 
63//K02071 

R-HEMBB1000770//Human Rhesus blood group antigen (RHCE) gene, intron 6, partial sequence 7/5.6e-24: 183: 
86//U83205 

25 R-HEMBB1000781//Homo sapiens Xp22 PACs RPC11-263P4 and RPC11-164K3 complete sequence7/0. 00054: 

154:67//AC003046 

R-HEMBB1000789//RPCI11-2I14.TVB RPCI-11 Homo sapiens genomic clone RPCI-11 -211 4, genomic survey se- 
quence.//3.0e-09:299:64//B63628 

R-HEMBB1 000790//Human Chromosome 16 BAC clone CIT987SK-A-362G6, complete sequence//4.5e-46:i85: 
30 85//U95740 

R-HEMBB1 000794//HS_3253_Al_G06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3253 Col=11 Row=M, genomic survey sequence7/5.7e-13:l72:65//AQ216291 
R-HEMBB1 000807 

R-HEMBB1 00081 0//Human BAC clone RG114A06 from 7q31, complete sequence7/1.3e-24:385:71//AC002542 
35 R-HEMBB1 000821 

R-HEMBB1 000822//CITB1-E1 -251 7E1 3.TF CITBI-E1 Homo sapiens genomic clone 251 7E1 3, genomic survey se- 
quence.//4.5e-08:278:64//AQ279944 

R-HEMBB1 000826//Homo sapiens genomic DNA, chromosome 2lql 1 .1 , segment 14/28, WORKING DRAFT SE- 
QUENCER .2e-44:521 :72//AP000043 

40 R-HEMBB1 000827//Homo sapiens clone DJ0981O07, complete sequence.//6.8e-43:319:84//AC006017 

R-HEMBB1000831//HS_3247_B2_A09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3247 Col=l8 Row=B, genomic survey sequence.//5.5e-74:38l:96//AQ223850 
R-HEMBB1000835//Homo sapiens DNA sequence from BAC 55C20 on chromosome 6. Contains a Spinal Mus- 
cular Atrophy (SMA3) LIKE gene overlapping with a beta-glucoronidase LIKE pseudogene. Contains a membrane 

45 protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five pre- 

dicted tRNA genes. Contains ESTs, GSSs (BAC end sequences) and a CA repeat polymorphism, complete se- 
quence. //4.2e-1 7: 1 67:80//AL021 368 

R-HEMBB1000840//Homo sapiens clone DJ1039L24, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
7.9e-26:220:73//AC005283 ' 1 '* : V 

50 R-HEMBB1000848//Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered pieces7/7.8e-39:356:79// 

AC004086 

R-HEMBB1 000852//HS_3075_A2_B07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3075 Col=14 Row=C, genomic survey sequence ://3.4e-1i :151 :7S//AQ138816 
R-HEMBB1 000870//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 72E1 7, WORKING 
55 DRAFT SEQUENCE.//1 .8e-44:454:75//AL033523 

R-HEMBB1000876//Human DNA sequence from clone 9U24 on chromosome 6q24 Contains part of utrophin 
Gene, part of cytochrome C oxidase gene, EST, CpG island, complete sequence 7/0.00 1 6:227 :65//AL024474 
R-HEMBB1 000883//Homo sapiens chromosome 19, cosmid F19678, complete sequence 7/0. 62:238:62// 
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AC005621 

R-HEMBB1000887//Synthetic human/adenovirus type 5 recombination junction.//9.9e-24:275:76//M34061 
R-HEMBB1 000888//CIT-HSP-2282A1 3.TR CIT-HSP Homo sapiens genomic clone 2282A1 3, genomic survey se- 
quence.//2.4e-05:31 0:60//AQ000826 
5 R-HEMBB1000890//Homo sapiens clone DJ0042M02, WORKING DRAFT SEQUENCE, 20 unordered pieces.// 

6.5e-44:305:84//AC005995 

R-HEMBB1000893//Homo sapiens BAC clone RG363E19 from 7q31.1, complete sequence,//3.7e-30:265:80// 
• AC004492 

R-HEMBB1000908//RPCI11-13P12.TV RPCI-11 Homo sapiens genomic clone RPCI-11-13P12, genomic survey 
10 sequence.//0.98:183:61//B76199 

R-HEMBB1 00091 0//Homo sapiens Chromosome 22qn.2 Cosmid Clone 50dl0 In IGLC Region, complete se- 
quence./^ .7e-28:302:76//AC000024 

R-HEMBB1 00091 3//Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAC library) complete 
sequence.//4.1e-34:314:76//AC003037 
is R-HEMBB1 00091 5//Human chromosome I6pu.2-pl2 BAC clone CIT987SK-224D6 complete sequencey/6.3e- 
09:536:59//U95739 

R-HEMBB1 00091 7//Human DNA sequence SEQUENCING IN PROGRESS from clone 16915, WORKING 

DRAFTSEQUENCE7/1.6e-47:234:86//293015 

R-HEMBB1 000927 

20 R-HEMBB1 000947//CIT-HSP-2287M 1 3.TF CIT-HSP Homo sapiens genomic clone 2287M1 3, genomic survey se- 

quence.//0.090; 1 1 5:69//B99228 

R-HEMBB1000959//Homo sapiens chromosome 17, clone HRPC905N1, complete sequence.//5.7e-89:544:90// 
AC003098 

R-HEMBB1000973//Arabidopsis thaliana chromosome II BAC F2I9 genomic sequence, complete sequence.// 
25 0.038:377:58//AC005560 

R-HEMBB1 000975//Arabidopsis thaliana chromosome II BAC F5H14 genomic sequence, complete sequence.// 
1 .Oe-05:342:62//AC006234 

R-HEMBB1000981//CIT-HSP-2386J13.TF.1 CIT-HSP Homo sapiens genomic clone 2386J13, genomic survey 
sequence.7/1 .1e-l8:231 :74//AQ239443 
30 R-HEMBB1000985//HS_3184_A1_D12_T7 CIT Approved Human Genomic Sperm Library D. Homo sapiens ge- 

nomic clone Plate=3l84 Col=23 Row=G, genomic survey sequence.//6.3e-52:286:95//AQ 150008 
R-HEMBB1 000991 

R-HEMBB1000996//Homo sapiens Xq28 BAC PAC and cosmid clones containing FMR2 gene exons 1,2, and 3, 
complete sequenced .4e-42:343:81//AC002368 
35 R-HEMBB1001004 

R-HEMBB1 001 008//CITBI-E1 -2504L23.TF CITBI-E1 Homo sapiens genomic clone 2504L23, genomic survey se- 
quence 7/3. 1 e-57:31 7:94//AQ262056 

R-HEMBB1001011//HS_3017_B1_G03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plale=301 7 Cofc=5 Row=N, genomic survey sequerice.//7.3e-34:237:86//AQ10l944 
40 R-HEMBB1001014//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 460J8, WORKING 

DRAFT SEQUENCE.//2.4e-49:417:80//AL031 662 

R-HEMBB1001020//Homo sapiens Xp22 BAC GS-37701 4 (Genome Systems Human BAC library) complete se- 
quence.//7.6e-41 :303:76//AC002549 

R-HEMBB1001024//Homo sapiens (subclone 2_g5 from P1 H16) DNA sequence.//7.4e-48:341:85//L48475 
« R-HEMBB1 00i037//Homo sapiens 22qn BAC Clone 489di In MDR Region, complete sequence7/2.0e-50:4l6: 
82//AC005527 

R-HEMBB1001047//Homo sapiens chromosome 19, cosmid R31973, complete sequence y/8.4e-22:288:71// 
AC004699 

R-HEMBB1001051//H.sapiens mRNA for FAN protein.//7.1e-18:114:98//X96586 
so R-HEMBB1001056//Homo sapiens clone DJ0953A04, WORKING DRAFT SEQUENCE, 5 unordered piecesV/ 

6.1e-94:520:93//AC006014 

R-HEMBB1001058//Homo sapiens clone UWGC:yl7d3l from 6p2l, complete sequence.//1.le-56:242:82// 
AC004187 

R-HEMBB1001060//Human Tiggert transposable element, complete consensus sequence7/4.2e-66:323:81// 
55 U49973 

R-HEMBB1 001 063//Human DNA sequence * # * SEQUENCING IN PROGRESS ••• from clone 523G1 , WORKING 
DRAFT SEQUENCE7/4.0e-114:556:98//AL034375 

R-HEMBB1001068//Homo sapiens Iiprin-beta2 mRNA, partial cds.//2.8e-105:512:97//AF034803 
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R-HEMBB1 001 096//Human DNA sequence from PAC 24608, between markers DXS6791 and DXS8038 on chro- 
mosome X contains ESTs7/2.4e-13:225:69//Z76735 

R-HEMBB1001102//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
5 subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 

complete sequence7/2.4e-35:295:807/AL022577 

R-HEMBB1 001 1 05//Human DNA sequence *" SEQUENCING IN PROGRESS ••• from clone 462023, WORKING 
DRAFT SEQUENCE7/7.9e-46:380:807/AL031431 

R-HEMBB1 00111 4//Homo sapiens DNA sequence from PAC 1 1 9E23 on chromosome Xq25-q27. 1 . Contains gly- 
10 pican-3 precursor (intestinal protein OCI-5) (GTR2-2),5'UTR. ESTs, STS7/1 .1 e-38:306:84//Z99570 

R-HEMBB1001117//RPCI11-35I8.TK RPCI-11 Homo sapiens genomic clone RPCI-11-3518, genomic survey se- 
quence./^ .5e-08:67:100//AQ047113 

R-HEMBB1001119//Homo sapiens BAC clone BK085E05 from 22q12.1-qter, complete sequence7/9.0e-26:481: 
67//AC003071 

is R-HEMBB1 001 1 26//Human DNA sequence from clone 441J1 on chromosome 6p24 Contains STS, GSS, complete 

sequence.//0.045:127:69//Z99495 

R-HEMBB1 001 1 33//Human SS-A/Ro ribonucleoprotein autoantigen 60 kd subunit mRNA, complete cds7/5.0e-23: 
285:73//M25077 

R-HEMBB1001137//Plasmodium falciparum DNA SEQUENCING IN PROGRESS "* from contig 4-09, com- 
20 plete sequence.//2.5e-07:334:62//AL010222 

R-HEMBB1001142//Human BAC clone RG164L14 from 7q21-q22, complete sequence.//2,5e-46:412:79// 
AC002564 

R-HEMBB1001151//Mus musculus I FN alpha-treated embryonic fibroblast mRNA 7/1 .8e-11:148:77//U51904 
R-HEMBB1001153//RPCI11-10L7.TP RPCI-11 Homo sapiens genomic clone RPCI-11-10L7, genomic survey se- 
25 quence.//2.3e-34:213:82//B71766 

R-HEMBB1001169//Homo sapiens chromosome 17, clone HC1T39G8, complete sequence 7/0.040:465:56// 
AC003070 

R-nnnnnnnnnnnn//Sequence 1 from patent US 561 86957/2. 8e-1 5:1 76:80//l40055 
R-HEMBB1 001177 

30 R-HEMBB1001182//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-52, com- 

plete sequence.//! .9e-05:174:70//AL0 10226 
R-HEMBB1001199 :r 
R-HEMBB1001208 

R-HEMBB1001209//RPCI11-41E13.TP RPCI-11 Homo sapiens genomic clone RPCI-11-41E13, genomic survey 
35 sequence.//l ,1 e-95:473:97//AQ029098 

R-HEMBB1 001 21 0//Homo sapiens chromosome 1 6, cosmid clone 330D1 1 (LANL), complete sequence7/6.2e-08: 
412:61//AC005199 

R-HEMBB1 001 21 8//RPC11 1-1 3L8.TV RPCI-11 Homo sapiens genomic clone RPCI-11-13L8, genomic survey se- 
quence.//1 .0e-46:498:74//B75158 
40 R-HEMBB1001221//RPCI11-62024.TJ RPCI11 Homo sapiens genomic clone R-62024, genomic survey se- 

quence.//3.2e-09:215:68//AQ200950 
R-HEMBB1 001234 
R-HEMBB1 001242 

R-HEMBB1001249//Homo sapiens clone DJ1136G02, WORKING DRAFT SEQUENCE, 4 unordered piecesV/ 

<5 1.46-33:361 :72//AC005377 

R-HEMBB1 001 253//Homo sapiens chromosome 3, olfactory receptor pseudogene cluster 1 , complete sequence, 
and myosin light chain kinase (MLCK) pseudogene. partial sequence7/3.8e-1 05:51 7:98//AF042089 
R-HEMBB1001254//Methanococcus jannaschii section 3 of 150 of the complete genome.//0.96:203:6i//U67461 
R-HEMBB1001267//Human DNA sequence from clone 1409 on chromosome Xpn. 1-11.4. Contains a Inter-Al- 

50 pha-Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced Melanoma-Associated Antigen MAGE LIKE 

gene and a 6-Phosphofructo-2-kinase (Fructose-2,6-bisphosphatase) LIKE pseudogene. Contains ESTs, STSs 
and genomic marker DXS8032, complete sequence.//2.8e-39:320:80//Z98046 

R-HEMBB1001271//Homo sapiens chromosome 17, clone hRPK.349_A_8, complete sequence7/3.9e-47:494: 
75//AC005544 

55 R-HEMBB1 001 282//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 1 84J9, WORKING 

DRAFT SEQUENCE7/0.0011:97:79//AL031428 
R-HEMBB1001288 

R-HEMBB1001289//Homo sapiens chromosome 5, BAC clone 343g16 (LBNL H180), complete sequence7/2.0e- 
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31:301:78//AC005601 

R-HEMBB1001294//Homo sapiens BAC clone RG060N22 from 7q2i, complete sequence7/0.053:283:60// 

AC003083 

R-HEMBB1 001302 

5 R-HEMBB1 001304//Human DNA sequence SEQUENCING IN PROGRESS from clone 27K12, WORKING 

DRAFT SEQUENCE7/6.3e-15:396:64//AL033397 

R-HEMBB1001314//Homo sapiens genomic DNA, 21 q region, clone: f30F8SpN6, genomic survey sequence.// 
3.4e-42:293:86//AG013777 

R-HEMBB1001315//Human NFE genomic fragment.//7.5e-30:243:78//M98511 
10 R-HEMBB1001317//Homo sapiens chromosome 17, clone hRPC.1028J<_7, complete sequence7/2.3e-39:301 : 

82//AC004585 

R-HEMBB1001326//HS_3054_A1_F12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3054 Col=23 Row=K, genomic survey sequence7/0.90:117:63//AQl 06096 
R-HEMBB1001331//Mus musculus mRNA for hepatoma-derived growth factor, complete cds, strain :BALB/c7/ 
15 0.037: 103:77//D63850 

R-HEMBB1 00i335//Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAC library) complete 
sequence.//9. 1 e-1 9:229 :77//AC003037 
R-HEMBB1 001337 

R-HEMBB1001339//Homo sapiens FSHD-associated repeat DNA, proximal region.//2.9e-45:551:72//U85056 
20 R-HEMBB1 00l346//Homo sapiens phenylaianine-tRNA synthetase (FARS1 ) mRNA, nuclear gene encoding mi- 

tochondrial protein, complete Cds7/2.7e-59:292:99//AF097441 

R-HEMBB1001348//Homo sapiens clone DJ0691F11, WORKING DRAFT SEQUENCE, 11 unordered pieces.// 
9.1e-41 :326:82//AC004859 

R-HEMBB1 001356//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 424J12, WORKING 

25 DRAFT SEQUENCE7/1 .8e-1 1 :21 3:67//Z82207 

R-HEMBB1 001364//HS_3050_A2_F05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3050 Col=lO Row=K, genomic survey sequence.//l.8e-2l:1 58:91 //AQ 133940 
R-HEMBB1 001 366//Homo sapiens chromosome 1 0 clone CIT987SK-1 1 88I5 map 1 0p1 1 .2-1 Opl 2.1 , complete se- 
quence 7/4.1 e-37:4 19 :73//AC005876 

30 R-HEMBB1 001367//Human Chromosome 16 BAC clone CIT987SK-A-234F9, complete sequence7/9.5e-1 5:201 : 

75//U91326 

R-HEMBB1001369//Human DNA sequence *** SEQUENCING IN PROGRESS*** from clone 477J10, WORKING 
DRAFT SEQUENCE.//1 .8e-28:224:83//AL021 686 

R-HEMBB1 001380//HS_2267_B1_F11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=2267 Col=21 Row=L, genomic survey sequence 7/4.0e-l 4:1 00:95//AQ084896 

R-HEMBB1001384//Mus musculus COP9 complex subunit 4 (COPS4) mRNA, complete cds7/9.6e-55:312:81// 
AF071314 

R-HEMBB1001387//Homo sapiens chromosome 9, P1 clone 8660 (LBNL H105), complete sequence7/l.0:166: 
63//AC003953 

40 R-HEMBB1001394//Homo sapiens chromosome 17, clone hRPK.2l5_E_13, complete sequence7/1.4e-55:494: 

76//AC005549 

R-HEMBB1001410//Homo sapiens PAC clone DJ1102B04 from 7qll.23-7q2l, complete sequence 7/0 .01 1:208: 
63//AC006204 

R-HEMBB1001424//Homo sapiens, WORKING DRAFT SEQUENCE, 76 unordered pieces7/1 .5e-22:325:69// 
45 AC002370 

R-HEMBB1 00l426//Homo sapiens 1 2q24 PAC RPCI3-424M6 (Roswell Park Cancer Institute Human PAC library) 
complete sequence7/1 .3e-46:328:84//AC002350 

R-HEMBB1 001429//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0481 P14; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 7 unordered pieces7/6.6e-105:550:95//AC006160 

50 R-HEMBB 1001436 

R-HEMBB1 001443//HS_2228_A1_B05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2228 Col=9 Row=C, genomic survey sequence 7/0.37:1 73: 62//AQ066934 
R-HEMBB1001449//Homo sapiens clone DJ1129E22, WORKING DRAFT SEQUENCE, 7 unordered pieces7/ 
2.7e-23:339:69//AC005522 ' 

55 R-HEMBB1001454//Homo sapiens chromosome 5, P1 clone 1307e8 (LBNL H60), complete sequence7/l.le-39: 

299:84//AC005355 

R-HEMBB1 001 458//Plasmodium falciparum chromosome 2, section 67 of 73 of the complete sequence 7/6. 0e-05: 
486:59//AE001430 * : 
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R-HEMBB1 00l463//Homo sapiens PAC clone DJ0777O23 from 7pl4-pl 5, complete sequenceV/1 .2e-50:3l7:89// 
AC005154 

R-HEMBB1 001 464//CIT-HSP-2370C1 0.TF CIT-HSP Homo sapiens genomic clone 2370C 1 0. genomic survey se- 
quence.//0.20:95:71//AQl 07941 

R-HEMBB1001482//Mus musculus clone OST20235, genomic survey sequence.//4.3e-09:l92:70//AF046762 
R-HEMBB1001500//Human DNA sequence from PAC 465G10 on chromosome X contains Menkes Disease 
(ATP7A) putative Cu^-transporting P-type ATPase exons 2 to 21., PGAM-B, ESTs.//1 .9e-21 :253:70//Z94801 
R-HEMBB1001521//Mus musculus clone OST1209, genomic survey sequence7/7.5e-30:332:75//AF046642 
R-HEMBB1 001 527//Homo sapiens clone DJ241 P1 7, WORKING DRAFT SEQUENCE, 7 unordered pieces 7/9. 5e- 
55:483:76//AC005000 ' 

R-HEMBB1001531//Human BAC clone 7E17 from 12q, complete sequence.//1 .3e-08:159:71//AC002070 
R-HEMBB1 001 535//Human DNA sequence from cosmid E1 27C1 1 on chromosome 22qil .2-qter contains STS7/ 
4.0e-30:286:79//Z74581 

R-HEMBB1001536//Homo sapiens cosmid clone LUCA16 from 3p2L3, complete sequence.//i .6e-39:342:80// 
U73169 

R-HEMBB1001537//Genomic sequence from Human 9q34, complete sequence7/3.7e-41 :361 :77//AC000394 
R-HEMBB1 001 555//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-485G1 0, complete sequence 7/0.34: 
212:61//AC003049 

R-HEMBB1001562//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-328A3, complete sequence7/8.0e- 
40:267:88//AC002301 

R-HEMBB1001564//Homo sapiens clone DJ0414A15, WORKING DRAFT SEQUENCE, 9 unordered piecesV/ 
5.1 e-30:286:76//AC005225 

R-HEMBB1001565//Homo sapiens clone DJ0607J02, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
2,5e-1 5:1 94:75//AC004840 

R-HEMBB1001585//Human DNA sequence from clone 790B6 on chromosome 20pi 1.22-1 2.2. Contains STSs 
and GSSs, complete sequence7/2.6e-33:234:79//AL031 677 

R-HEMBB1001586//Homo sapiens clone NH0479C13, WORKING DRAFT SEQUENCE, 12 unordered pieces7/ 
2.7e-30:371:74//AC005236 ' 

R-HEMBB1 001 588//Homo sapiens Xp22 GS-52411 (Genome Systems Human BAC library), complete sequence7/ 
8 . 0e-32:323 :73//AC003 1 06 

R-HEMBB1001603//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-59. com- 
plete sequenceV/0.034:302:59//AL01 0235 

R-HEMBB1 00i618//Homo sapiens DNA sequence from PAC 958Et3 on chromosome Xp22.11-Xp22. 22. Contains 
ESTs STS and OpG island7/7.1 e-31 :503:68//Z93023 

R-HEMBB1001619//Homo sapiens Xq28 BAC PAC and cosmid clones containing FMR2 gene exons 1,2, and 3, 
complete sequence7/3.7e-50:539:72//AC002368 

R-HEMBB1001630//Human DNA sequence from PAC 121G13 on chromosome 6 contains flow sorted chromo- 
some 6 Hindlll fragment ESTs. polymorphic CA repeat, CpG island, CpG island genomic fragments.//i .3e-27:228: 
82//Z86062 

R-HEMBB1001635//Homo Sapiens Chromosome X clone bWXD90, complete sequenceV/1 .5e-23: 407:69// 
AC004075 

R-HEMBB1 00i637//Homo sapiens Xq28 BAC PAC and cosmid clones containing FMR2 gene exons 1 ,2, and 3, 
complete sequence7/3.9e-54:519:74//AC002368 

R-HEMBB1 001641//Human DNA sequence from clone 133H11 on chromosome 6p24. Contains STSs, GSSs and 
genomic marker D6S41 0, complete sequence7/l.9e-08:464:60//AL024506 

R-HEMBB1001653//Homo sapiens chromosome 17, clone HCIT3L16, WORKING DRAFT SEQUENCE, 7 unor- 
dered pieces .//2.8e-39:318:82//AC002344 f . 

R-HEMBB1001665//***ALU WARNING: Human Alu-Sp subfamily consensus sequence7/3.8e-47:283:90//U 14572 
R-HEMBB1 001668 

R-HEMBB1 001673//Homo sapiens mRNA for KIAA0646 protein, complete cds7/1 .8e-115:573:97//AB014546 
R-HEMBB1001684//Sequence 1 from patent US 5700927.//1.9e-40:343:77//l86429 

R-HEMBB1 00l685//Homo sapiens chromosome 17, clone hRPK.72l_K_i , complete sequence.//2.6e-43:3l :83// 

AC005411 

R-HEMBB1001695 

R-HEMBB1 001 704//C1T-HSP-2324C1 5.TR CIT-HSP Homo sapiens genomic clone 2324C1 5, genomic survey se- 
quence.//0.0074:259:58//AQ028704 

R-HEMBB1001706//Homo sapiens clone DJ0665P05, WORKING DRAFT SEQUENCE, 5 unordered pieces7/ 
9.1e-34:296:80//AC004851 
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R-HEMBB1D01707//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-319E8, complete sequencey/7.7e- 
32:241 :76//AC004020 

R-HEMBB1 001 71 7//CIT-HSP-2378C 1 9.TF CIT-HSP Homo sapiens genomic clone 2378C1 9, genomic survey se- 
quence.//4.8e-35:228:89//AQl 08992 
5 R-HEMBB1 001 735//Homo sapiens chromosome 5, BAC clone 1 14k9 (LBNL H94), complete sequence7/i .8e-i 0: 

80:90//AC005613 

R-HEMBB1001736//CIT-HSP-2369K6.TF CIT-HSP Homo sapiens genomic clone 2369K6, genomic survey se- 
quence.//9.9e-38:242:90//AQ075221 

R-HEMBB1001747//Homo sapiens cosmids QC14E2, Qc12H12, Qc11F9, Qc10G9, LA1733 and QC17B8 from 
10 Xq28. complete sequence7/3.3e-60:366:80//U8267l 

R-HEMBB1001749//Homo sapiens chromosome 17, clone hRPK.259_G_18, complete sequence 7/1 .4e-60:242: 
92//AC005829 

R-HEMBB1001753//RPCM1-59J22TK RPCI11 Homo sapiens genomic clone R-59J22, genomic survey se- 
quence.//6.2e-08:281 :64//AQ200046 
15 R-HEMBB1001756//Homo sapiens BAC clone RG293F17from 7p15-p21 , complete sequenced, le-1 8:395:67// 

AC004130 

R-HEMBB1 001 760//Homo sapiens genomic DNA, chromosome 21 ql 1 .1 , segment 21/28, WORKING DRAFT SE- 
QUENCE7/9.9e-1 8:41 6:64//AP000050 

R-HEMBB1001762//Mus musculus major histocompatibility locus class II region: major histocompatibility protein 
20 class II alpha chain (lAalpha) and major histocompatibility protein class li beta chain (lEbeta) genes, complete 

cds; butyrophilin-like (NG9), butyrophilin-like (NG10), hypothetical protein (NG8), and butyrophilin-like (NG11) 
genes, partial cds; NG12 pseudogene, partial sequence; and hypothetical butyrophilin-like protein (NG13) gene, 
partial cds.//0.21:521:57//AF0501 57 : " " ' : 

R-HEMBB1001785//Torulopsis glabrata mitochondrial intergenic region ATPase 6 -ATPase 9 genes7/0.00073: 
25 189:65//X02170 

R-HEMBB1 001797//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//0.0049:322:62//AC0051 40 
R-HEMBB1 001802//Human desmin gene, complete cds.//8.le-95:5i0:93//M6339l 

R-HEMBB1 001 812//Human DNA sequence SEQUENCING IN PROGRESS "* from clone 356B8, WORKING 
30 DRAFT SEQUENCEV/1 .3e-71 :368:96//298882 

R-HEMBB1001816//Homo sapiens chromosome 21 PAC LLNLP704Gl150Ql3.//8.4e-21:164:76//AJ006996 
R-HEMBB1 001 83l//Homo sapiens PAM COOH-terminal interactor protein 1 (PCIP1 ) mRNA, complete cdsY/1 .7e- 
104:498:98//AF056209 

R-HEMBB1001836//Homo sapiens chromosome 19, cosmid R26660, complete sequence.//9.2e-44:388:7l// 
35 AC005328 

R-HEMBB1001B39 

R-HEMBB1 001 850//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MOP1 0, complete sequenceV/ 
0.00093:488:60//AB005241 

R-HEMBB1 001863//Human poly(ADP-ribose) polymerase gene, 5' end.//l.2e-l6:458:65//M60436 
40 R-HEMBB1 001 867//Human DNA sequence from cosmid U25D1 1 , between markers DXS366 and DXS87 on chro- 

mosome X.//5.0e-31 :399:74//Z68327 

R-HEMBB1001868//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MYN8, complete sequenceV/ 
0.26:303:59//AB020754 

R-HEMBB1001869//Homo sapiens chromosome 17, clone hCIT529M0, complete sequence7/7.0e-37:285:85// 
45 AC002553 

R-HEMBB1001872//Caenorhabditis elegans DNA SEQUENCING IN PROGRESS from clone Y44F5, 
WORKING DRAFT SEQUENCE.//0.093:367:58//AL009027 
R-HEMBB1 001874 

R-HEMBB1 00l875//Lactococcus lactis DPC3147 plasmid pMRCOl , complete plasmid sequence.//0.037:406:60// 
50 AE001272 

R-HEMBB1001880//Homo sapiens chromosome 17, clone hRPK.235_l_10, complete sequence7/1 .3e-49:461 : 
77//AC005922 

R-HEMBB1001899//Caenorhabditis elegans DNA SEQUENCING. IN PROGRESS *** from clone Y116A8, 
WORKING DRAFT SEQUENCE.//0.56:295:60//Z98858 
55 R-HEMBB1 001 905//Human DNA sequence SEQUENCING IN PROGRESS " # from clone Y738F9, WORKING 

DRAFT SEQUENCE7/1 .9e-28:1 81 :75//AL022345 
R-HEMBB1 001906 

R-HEMBB1 00!908//Genomic sequence from Human 17, complete sequence .//2.9e-36:274:76//AC00 1231 
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R-HEMBB1001910//Homo sapiens chromosome 17, clone HCIT39G8, complete sequence7/3.5e-4l :408:76// 
AC003070 

R-HEMBB1 001 91 1 //Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE.//6.1 e- 
64:31 0:89//AJ01 1929 

5 R-HEMBB1001915//Mouse mRNA for ary I hydrocarbon receptor, complete cds.//2.0e-20:220:78//D384l7 

R-HEMBB1001921//Human DNA sequence *** SEQUENCING IN PROGRESS ••• from clone 1141E15. WORK- 
ING DRAFT SEQUENCER .9e-47:410:80//AL034422 

R-HEMBB1001922//Homo sapiens chromosome 17, clone HCIT421K24, complete sequence.//6.2e-32:378:74// 
AC004099 

10 R-HEMBB1001925//Human Chromosome 11 overlapping pacs pDJ235k10 and pDJ239b22, WORKING DRAFT 

SEQUENCE, 17 unordered pieces.//8.2e-41:304:84//AC000406 

R-HEMBB1001930//Homo sapiens genomic DNA of 8p2i.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 10/11 y/8.3e-12:202:69//AB020867 

R-HEMBB1001944//P.falciparum gene for beta subunit RNA polymerase.//0.00090:264:62//X75544 
is R-HEMBB1 001 945//Swietenia humilis DNA for simple tandem repeat(242bp)Y/0.056:224:62//AJ000408 

R-HEMBB1001947//RPCI11-60L13.TJ RPCI11 Homo sapiens genomic clone R-60L13, genomic survey se- 
quence.//7.4e-23: 1 46:94//AQ202335 

R-HEMBB1001950//Human DNA sequence from clone 41 5G2 on chromosome 22 Contains synapsin lllaexon 1, 
EST and GSS, complete sequence.//0.57:1l5:68//Z83846 
20 R-HEMBB1001952//Homo Sapiens Chromosome X clone bWXDl7l, WORKING DRAFT SEQUENCE, 1 ordered 

pieces7/5.6e-36:283:84//AC004676 

R-HEMBB1001953//Homo sapiens clone NH0469M07, WORKING DRAFT SEQUENCE, 7 unordered pieces.// 
8.9e-60:334:82//AC005037 

R-HEMBB1 001 957//Homo sapiens clone RG228D1 7, WORKING DRAFT SEQUENCE, 2 unordered pieces7/1 .9e- 
25 56:51 8:77//AC005077 

R-HEMBB1001962//Homo sapiens chromosome 16, BAC clone 462G18 (LANL). complete sequenceV/3.2e-19: 
157:86//AC005736 

R-HEMBB1001967//Homo sapiens DNA for amyloid precursor protein, complete cds.//5.7e-68:314:89//D87675 
R-HEMBB1001973//Homo sapiens"* SEQUENCING IN PROGRESS from PAC E7.1 /cosmid 40M1, WORK- 
30 ING DRAFT SEQUENCER .4e-37:484:70//AJ009617 

R-HEMBBI001 983//Human DNA sequence " # SEQUENCING IN PROGRESS — from clone 21 5D11 , WORKING 
DRAFT SEQUENCE7/2.1e-28:286:75//AL034417 

R-HEMBB1001988//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 1112F19, WORK- 
ING DRAFT SEQUENCE7/6.9e-29:203:88//AL034420 
35 R-HEMBB1001990//Homo sapiens full-length insert cDNA clone ZC33G03.//7.8e-95:456:99//AF0B6192 

R-HEMBB1001996 

R-HEMBB1001997//Homo sapiens Clone RG050N15, WORKING DRAFT SEQUENCE, 26 unordered pieces.// 
6.4e-26:1 62:83//AC005055 

R-HEMBB1002002//Human DNA sequence from PAC 2A2 on chromosome X contains ESTs.//8.2e-83:362:93// 
40 Z84816 

R-HEMBB1002005//Homo sapiens chromosome 3p clone RPCI5-1034C16, WORKING DRAFT SEQUENCE, 45 
unordered pieces .//8.5e-36:291 :83//AC005903 

R-HEMBB1002009//Homo sapiens clone DJ0828F13, complete sequence.//5.6e-08:307:65//AC004904 
R-HEMBB1 00201 5//HS-1 039-A1 -C1 0-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
45 Plate=CT 821 Col=l 9 Row=E, genomic survey sequence.//i .9e-05:375:62//B36336 

R-HEMBB1 002042//CIT-HSP-231 3E 13.TF CIT-HSP Homo sapiens genomic clone 231 3E1 3, genomic survey se- 
quence.//0.34:241 :62//AQ028389 

R-HEMBB1002043//Homo sapiens chromosome 21, Pi clone LBL#8 (LBNL H8), complete sequence 7/7.4e-35: 
297:82//AC005612 

50 R-HEMBB1002044//Homo sapiens chromosome 5p, BAC clone 50g2l (LBNL H154), complete sequenceV/5.8e- 

96:582:90//AC005740 

R-HEMBB1002045//Homo sapiens chromosome 19, cosmid F22676, complete sequence7/4.7e-63:575:77// 
AC005778 

R-HEMBB1002049//Human Chromosome X clone bWXDl87, complete sequence.l/l.9e-2l:384:64//AC004383 
55 R-HEMBB1 002050//Homo sapiens chromosome 1 7, clone hRPK.1 1 2lJ_9, complete sequence.//2.5e-37:368:76// 

AC005553 

R-HEMBB1002068//Homo sapiens chromosome 5, BAC clone 205e20 (LBNL H170), complete sequence//0.30: 
167:65//AC004782 
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R-HEMBB1002069//Homo sapiens chromosome 19, cosmid R33516, complete sequenceY/2.3e-73:449:84// 
AC004799 

R-HEMBB1002092//Homo sapiens chromosome 17, clone hRPK.269_G_24, complete sequence//3.8e-45:307: 
87//AC005828 

5 R-HEMBB1002094//Homo sapiens chromosome 19, cosmid R30538, complete sequenceY/3.1e-47:457:76// 

AC005943 

R-HEMBB1 002115//HS_2223_B1_G10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2223 CoI=19 Row=N, genomic survey sequencey/3.0e-58:295:98//AQ 152279 
R-HEMBB1 002139//***ALU WARNING: Human Alu-Sq subfamily consensus sequence7/6.6e-49:283:93//U 14573 
10 R-HEMBB1002142//Homo sapiens clone DJ0813F11, WORKING DRAFT SEQUENCE, 5 unordered piecesy/ 

1 . 1 e-45 :45 1 :76//AC006006 

R-HEMBB1 0021 52//Homo sapiens chromosome 1 0 clone CIT987SK-1 079E1 6 map 1 0q25, complete sequenceY/ 
1 .3e-57:359:81//AC005881 

R-HEMBB1002189//Human Chromosome 11 pac pDJ392a17, complete sequence Y/4.5e-43:420:77//AC000385 
is R-HEMBB1002190//Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
8.2e-33:340:64//AC00491 3 

R-HEMBB1002193//Sequence 5 from patent US 5709858 y/3.2e-23:154:92//l 80846 
R-HEMBB1 00221 7//Homo sapiens clone HS19.2 Alu-Ya5 sequence7/2.6e-52:415:81//AF015148 
R-HEMBB1 002218//, complete sequenceY/3.4e-17:178:82//AC005300 
20 R-HEMBB1 002232//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0052I22; 

HTGS phase 1 , WORKING DRAFT SEQUENCE, 4 unordered pieces Y/1 .6e-55:292:88//AC004599 
R-HEMBB1002247//Homo sapiens chromosome 17, clone hRPK.259_G_18, complete sequence7/2.9e-1 3:227: 
70//AC005829 

R-HEMBB1002249//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 455J7, WORKING 
25 DRAFT SEQUENCE. //1 .1 e-06:284:64//AL031733 

R-HEMBB1002254//Human Chromosome X, WORKING DRAFT SEQUENCE, 6 unordered piecesY/6.3e-104: 
593:91//AC002415 

R-HEMBB1 002255//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 292E1 0, WORKING 
DRAFT SEQUENCE7/2.1 e-40:284:85//Z93930 
30 R-HEMBB1 002266//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-10, com- 

plete sequence.//1 .3e-09:371 :63//AL01 021 6 

R-HEMBB1 002280//Homo sapiens PAC clone DJ0545C24 from 7q21 -q22, complete sequence.//1 .3e-39:247:86// 
AC004534 

R-HEMBB1002300//Human Chromosome 11 Cosmi d cS RL30h 1 1 ; complete sequence.//4.1e-84: 549 :86//U 73642 
35 R-HEMBB1 002306//Homo sapiens BAC clone RG136N17 from 7pl5-p2l , complete sequence.//2.5e-1 0:1 64:71// 

AC004129 

R-HEMBB1 002327//Homo sapiens BAC done GS539F22 from 7p12-p14, complete sequence.//0.39:365:59// 
AC005028 

R-HEMBB1002329//HS-l049-Bl-D05-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
40 clone Plate=CT 771 Col=9 Row=H, genomic survey sequence.//0.96:180:58//B39313 

R-HEMBB1 002340//Homo sapiens PAC clone DJ0659J06 from 7q33-q35, complete sequence.//7.9e- 17:258:73// 
AC004849 

R-HEMBB1 002342//Homo sapiens mRNA for putative thioredoxin-like proteiny/6.9e-96:479:97//AJ01 0841 
R-HEMBB1 002358//Human Xp22 BAC CT-285115 (from CalTech/Research Genetics) . PAC RPCI1-27C22 (from 
45 Roswell Park Cancer Center), and Cosmid U35B5 (from Lawrence Livermore), complete sequence Y/2.3e-53:309: 

83//AC002366 

R-HEMBB1 002359//Homo sapiens clone NH0486I22, WORKING DRAFT SEQUENCE, 5 unordered piecesY/ 
4.9e-27:350:74//AC005038 

R-HEMBB1 002364//Homo sapiens Xp22 PAC RPCI1-108M6 (Roswell Park Cancer Center PAC library) complete 
so sequenceY/8.6e-53:302:79//AC003036 

R-HEMBB1 002371//Human gene forcatalase (EC 1 .11 .1 .6) exon 11 mapping to chromosome 11 , band p13y/3.2e- 
38:1 99:1 00//X04094 \ 

R-HEMBB1002381//Homo sapiens (JH8) mRNA, partial cdS.//3,2e-07:.120:78//AF072467 
R-HEMBB1 002383//Human DNA sequence from cosmid U19H10-On chromosome X. Contains ESTs and CA re- 
55 peat.//0.98:351:58//AL021182 . . . - . 

R-HEMBBi002387//HS-l052-B2-Gl0-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
clone Plate=CT 774 Col=20 Row=N, genomic survey sequencey/2.0e-07:276:67//B4i09l 
R-HEMBB1002415//Homo sapiens chromosome 17, clone hRPK.209_D_l4, complete sequenceY/1 .4e-25:202: 
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79//AC005730 

R-HEMBB1002425//Homo sapiens chromosome 19, cosmid R33516, complete sequence.//3.6e-60:401:87// 
AC004799 

R-HEMBB1 O02442//Homo sapiens clone UWGC:r9a from 6p21 , complete sequencey/3.1 e-51 :358:81//AC006046 
R-HEMBB1002453//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 86D1, WORKING 
DRAFT SEQUENCE.//1 .4e-115:557:98//AL034349 

R-HEMBB1002457//Human DNA sequence from clone 364I22 on chromosome Xq2l.31-22.3. Contains an STS 
and GSSs. complete sequence y/6.3e-37:338:807/AL03l 012 

R-HEMBB1 002458//Homo sapiens T-cell receptor alpha delta locus'; from bases 250472 to 501670 (section 2 of 
5) of the Complete Nucleotide Sequence.//9.7e-09:3l4:64//AE000659 

R-HEMBB1002477//Arabidopsis thaliana DNA chromosome 4, BAG clone T12H17 (ESSAII project)y/0.42:110: 
74//AL021635 ...... 

R-HEMBB1 002489//Salve!inus fontinalis microsatellite sequence SFO-12y/6.6e-06:167:71//U50302 
R-HEMBB1002492//RPCI11-74F21.TK RPCI11 Homo sapiens genomic clone R-74F21, genomic survey se- 
quencey/3.1 e-1 4:41 0:63//AQ238960 

R-HEMBB1002495//HS_3220_A2_F07_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3220 Col=14 Row=K, genomic survey sequenceV/1 .3e-24:1 37: 100//AQ 180762 
R-HEMBB1002502//Homo sapiens chromosome 17, clone hRPK.346_K_lO, complete sequence7/9.6e-81:538: 
86//AC006120 

R-HEMBB1 002509//Human DNA sequence from clone 581 F12 on chromosome Xq2l . Contains Eukaryotic Trans- 
lation Initiation Factor EIF3 P35 Subunit and 60S Ribosomal protein L22 pseudogenes. Contains ESTs, complete 
sequenceV/0.0061:482:57//AL031313 

R-HEMBB1002510//HS_2179_A1 _F03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l79 Col=5 Row=K. genomic survey sequence.//6.9e-35:423:72//AQ298309 
R-HEMBB1 002520//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 27K12, WORKING 
DRAFT SEQUENCE.//2.0e-62:201 :85//AL033397 

R-HEMBB1 002522//Homo sapiens chromosome 5, Pac clone 61 c2 (LBNL H139), complete sequence 7/0.99:323: 

58//AC004225 

R-HEMBB1 002531 

R-HEMBB1 002534//Homo sapiens genomic DNA, chromosome 2 1q22.2 (Down Syndrome region), segment 2/1 5, 
WORKING DRAFT SEQUENCE7/1.0e-61:380:79//AP000009 :: 

R-HEMBB1 002545//RPCI11-2F3TVB RPCI-11 Homo sapiens genomic clone RPCI-11-2F3, genomic survey se- 
quence.//3.5e-12:414:63//B63283 : 
R-HEMBB1 002550 

R-HEMBB1 002556//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0481P14; 
HTGS phase 1 , WORKING DRAFT SEQUENCE, 7 unordered pieces.//2.6e-62:299:85//AC006160 
R-HEMBB1002579//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1141E15, WORK- 
ING DRAFT SEQUENCE7/1 .7e-42:286:88//AL034422 

R-HEMBB1002582//Homo sapiens clone DJ1119N05, complete sequenceV/3.0e-l4:426:60//AC004968 
R-HEMBB1002590//Homo sapiens clone RG132J19, complete sequence.//1.1e-30:392:74//AC005163 
R-HEMBB1 002596//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 508115, WORKING 
DRAFT SEQUENCE.//8.5e-44:335:83//AL021 707 

R-HEMBB1002600//Homo sapiens I2p13.3 PAC RPCI5-1063M23 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence.//2.0e-105:470:96//AC005865 

R-HEMBB1002601//Homo sapiens chromosome 17, clone HRPC837J1, complete sequence7/l .3e-44:445:77// 
AC004223 

R-HEMBB1002603//Homo sapiens clone UWGC:y23c049 from 6p21, complete sequence7/7.0e-40:321 :82// 
AC006162 

R-HEMBB1002607//CIT-HSP-2347D7.TF CIT-HSP Homo sapiens genomic clone 2347D7, genomic survey se- 
quence .//1.1e-44:234:98//AQ0601 97 

R-HEMBB1 002610//Human Chromosome 1 6 BAC clone CIT987SK-A-363E6, complete sequence7/7.0e-22:455: 
65//U91321 : , s - 

R-HEMBB1 00261 3//Homo sapiens I2pl3.3 BAC RPCI11-476M19 (Roswell Park Cancer Institute Human BAC 
Library) complete sequence.//3.0e-72:302:85//AC005908 ■ . t . ; \-' r -: . 

R-HEMBB1 00261 4//Homo sapiens 12ql3.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequencey/3.8e-1 0:51 2:60//AC004801 

R-HEMBB1 00261 7//Homo sapiens clone DJ1021 120, WORKING DRAFT SEQUENCE, 6 unordered piecesy/6.8e- 
24:486:63//AC005520 
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R-HEMBB1002623//Homo sapiens PAC clone DJ1059M17 from 7q2l-q31.l, complete sequence7/2.4e-41:326: 
83//AC004953 

R-HEMBB1002635//Homo sapiens chromosome 12p13.3 clone RPCI11-189M20, WORKING DRAFT SE- 
QUENCE, 39 unordered pieces7/2.6e-42:360:80//AC0059l0 
5 R-HEMBB1002664//Homo sapiens chromosome 2lq22.3 PAC 171F15, complete sequence 7/9. t e-51 :335:87// 

AF042090 

R-HEMBB1 002677//Plasmodium falciparum strain Dd2 heat shock protein 86 (HSP86), 01 (ol), 03 (o3), 02 (o2), 
CG8 (cg8), CG4 (cg4), CG3 (cg3), CG9 (cg9), CG1 (cgl), CG6 (cg6), chloroquine resistance candidate protein 
(cg2), and CG7 (cg7) genes, complete Cds7/0.0011:399:59//AF030694 
10 R-HEMBB1002683//Homo sapiens chromosome 21q22.3 PAC 171F15, complete sequence7/4.le-55:515:76// 

AF042090 

R-HEMBB1 002684//Human BAC done RG066D11 from 7q22, comptete sequence7/1 .7e-18:504:62//AC002430 
R-HEMBB1 002686//Homo sapiens full-length insert cDNA clone ZC65D067/7.0e-85:413:99//AF086217 
R-HEMBB1 002692//Homo sapiens 12p13.3 BAC RPCM1-319E16 (Roswell Park Cancer Institute Human BAC 
15 Library) complete sequence.//9.8e-69:505:82//AC006206 

R-HEMBB1002697//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.26:390:58//AC004153 
R-HEMBB1002699//Human NFE genomic fragment7/8.0e-32:226:79//M98511 

R-HEMBB1 002702//CIT-HSP-344K23.TVC CIT-HSP Homo sapiens genomic clone 344K23, genomic survey se- 
20 quence.//8.6e-43:351 :801 1 859764 

R-HEMBB1002705//Plasmodium yoelii rhoptry protein, complete cds7/0.0064:454:59//L27838 

R-HEMBB1 00271 2//Human DNA sequence from clone 505B1 3 on chromosome lp36.2-36.3 Contains CA repeat 

and GSSs, complete sequence7/9.6e-09:187:67//Z98052 

R-MAMMA1000009//Homo sapiens clone NH0469M07, WORKING DRAFT SEQUENCE, 7 unordered pieces7/ 
25 4.1e-21:201:80//AC005037 

R-M AMM A1 00001 9//Homo sapiens chromosome 2lq22.2 PAC clone P169K17, complete sequence7/4.2e-48: 
306:82//AF015720 

R-MAMMA1000020//Human DNA sequence from clone 551 E13 on chromosome Xpn .2-11 .3 Contains farnesyl 
pyrophosphate synthetase pseudogene, VT4 protein pseudogene; EST, GSS, complete sequence7/i .4e-4i :306: 

30 86//AL022163 ; - I -\ 

R-MAMMA1000025//Human DNA sequence from clone 512B11 on chromosome 6p24-25. Contains the Desmo- 
plakin I (DPI) gene, ESTs, STSs and GSSs, complete seq u ence 7/6. Ie-36:281:83//AL03 1058 
R-MAMMA1000043//Homo sapiens Chromosome 22ql1.2 Cosmid Clone 8c In DGCR Region, complete se- 
quence.//! .3e-67:32l :88//AC000090 

35 R-MAMMA1000045//Homo sapiens chromosome 4 clone B220G8 map 4q2l , complete sequence7/6.7e-86:559: 

86//AC004054 

R-M AMM A1 000055//Branta canadensis CA dinucleotide repeat locus Bcamicrol7/0.79:63:77//AF025889 
R-MAMMA1000057//Homo sapiens DNA sequence from cosmid ICK0721Q on chromosome 6. Contains a 60S 
Ribosomal Protein L35A LIKE pseudogene, a gene coding for a 60S Ribosomal Protein L12 LIKE protein in an 

40 intron of the HSET gene coding for a Kinesin related protein, the PHF1 (PHF2) gene coding for alternative splice 

products PHD finger proteins 1 and 2, the gene coding for five different alternatively spliced mRNAs coding for a 
protein similar to CYTA (CYCY) and identical to a polypeptide coded for by a known patented cDNA, and the first 
two exons of the gene coding for the human homolog of the rat synaptic ras GTPase-activating protein p135 
SynGAP. Contains three predicted CpG islands, ESTs and an STS, complete sequence7/1 .6e-53:397:83// 

45 AL021366 

R-MAMMA1000069//Homo sapiens clone RG052H06, WORKING DRAFT SEQUENCE, 11 unordered pieces7/ 
2.0e-37:295:83//AC005057 

R-MAMMA1000084//Homo sapiens chromosome Xp22-135-136 clone GSHB-56711, WORKING DRAFT SE- 
QUENCE, 35 unordered pieces7/7.1e-45:296:88//AC005867 
50 R-M AMM A1 000085 

R-MAMMA1000092//Human DNA sequence SEQUENCING IN PROGRESS from clone 774G10, WORK- 
ING DRAFT SEQUENCE7/8.2e-34:539:69//AL034410 

R-M AMM A1 0001 03//Homo sapiens chromosome 17, clone nClT.90_4, complete sequence7/3.4e-39:297:85// 
AC003976 

55 R-MAMMA1000117//Homo sapiens p47-phox (NCF1) pseudogene, clone P38, exon 57/2.6e-07:l62:67//U69641 

R-M AMMA1 0001 29//Homo sapiens clone DJ076B20, WORKING DRAFT SEQUENCE, 6 unordered pieces7/6.l e- 
13:141:80//AC004882 
R-MAMMA1000133 
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R-MAMMA1000134//Homo sapiens chromosome 19, cosmid R26660, complete sequence .//9.7e-1 8: 171:80// 
AC005328 

R-MAMMA1 0001 39//Homo sapiens clone DJ241 P1 7, WORKING DRAFT SEQU ENCE, 7 unordered pieces7/1 .2e- 
49:366:75//AC005000 

5 R-M AMMA1 0001 43//Homo sapiens *** SEQUENCING IN PROGRESS *** from PAC D9.2, WORKING DRAFT 

SEQUENCE.//3.9e-56:318:89//AJ009615 

R-M AMMA1 0001 55//Human DNA sequence from clone 323M22 on chromosome 22ql3.l-13.2. Contains the 5' 
part of the human ortholog of chicken P52 and mouse H74, and a novel gene coding for a protein similar to 
KIAA01 73 and worm Tubulin Tyrosine Ligase. Contains ESTs, STSs, GSSs, genomic marker D22S418 and puta- 
10 tive CpG islands, complete sequence.//2. 1 e-6B:562:78//AL022476 

R-M AMMA1 0001 63//Homo sapiens clone RG315H11, WORKING DRAFT SEQUENCE, 5 unordered piecesV/ 
5.3e-06:408:58//AC005089 

R-MAMMA1 0001 71//CIT-HSP-2335L20.TR CIT-HSP Homo sapiens genomic clone 2335L20, genomic survey se- 
quence.//1 .5e-42:1 73:89//AQ037381 
15 R-MAMMA1000173 

R-M AMMA1 0001 75//H.sapiens CpG island DNA genomic Msel fragment, clone 186c5, reverse read 
Cpgl 86c5.rt1 b7/0.072:90:72//Z57594 

R-MAMMA1000183//Homo sapiens Xp22 BAC GSHB-184P1 4 (Genome Systems Human BAC library) complete 
sequenceV/1 .5e-44:445:75//AC004552 

20 R-MAMMA1000198//Homo sapiens clone C102D0968, complete sequence.//l.9e-23:l35:85//AF038667 

R-MAMMA1 000221 //HS_3242_B2_H02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3242 Col=4 Row=P, genomic survey sequence.//0.03l:167:67//AQ220385 
R-MAMMA1 000227//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1071 N3, WORKING 
DRAFT SEQUENCE.//4.5e«36:487:71//AL03l728 

25 R-MAMMA1000241//Homo sapiens DNA sequence from PAC 93L7 on chromosome Xq2l. Contains part of the 
CHM (TCD, REP1) gene coding for RAB Escort protein 1 (REP-1 , RAB proteins geranylgeranyltransferase com- 
ponent A 1 , Choroideraemia protein, Tapetochoroidal Dystrophy (TCD) protein). Contains ESTs and an STS, com- 
plete sequence.//6.2e-07:445:59//AL02240l 

R-MAMMA1000251//Homo sapiens chromosome 19, cosmid F23465, complete sequenceV/1 .6e-25:390:69// 
30 AC005266 

R-MAMMA1 000254//Homo sapiens DNA sequence from BAC 1 21 6H1 2 on chromosome 22qi 2. Contains a pseu- 
dogene with similarity to part of mouse Ninein and the Kl AA0609 gene for a protein similar to C. elegans K09C8.4. 
Contains ESTs, GSSs and a ggtt repeat polymorphism, complete sequenced .1e-37:327:80//AL00871 5 
R-MAMMA1000257//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1125A11, WORK- 

35 ING DRAFT SEQUENCER .3e-22:281 :74//AL034549 

R-M AMMA1 000264//*** SEQUENCING IN PROGRESS *** EPM1/APECED region of chromosome 21, clones 
A68E8, B127P21, B173L3. B23N8, C1242C9, C579E2, A70B6, B159G9, B175D10, B52C10, C124G1 Note: Se- 
quencing in this region has been discontinued by the Stanford Human Genome Center, WORKING DRAFT SE- 
QUENCE, 50 unordered pieces7/1.7e-29:337:67//AC003656 

40 R-MAMMA1 000266//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 681 N20, WORKING 

DRAFT SEQUENCE.//7.7e-37:339:80//AL031 670 

R-MAMMA1000270//Human Chromosome 16 BAC clone Clt987SK-A-270Gl , complete sequencey/1 .2e-40:283: 
86//AF001549 

R-MAMMA1000277//CIT-HSP-516K6.TP CIT-HSP Homo sapiens genomic clone 516K6, genomic survey se- 
45 quence.//3.0e-29:265:80//B49900 ' * ' J 

R-MAMMA1000278//Sequence 25 from patent US 57081 57 7/2. 6e-39:282:82//l 80056 

R-M AMMA1 000279//Homo sapiens chromosome 1 6, cosmid clone 390H2 (LANL). complete sequence7/1 .6e-52: 
295:84//AC004494 

R-MAMMA1000284//CITBI-E1-2522B20TF CITBI-E1 Homo sapiens genomic clone 2522B20, genomic survey 
50 sequence.//1.8e-11:288:61//AQ280722 
R-M AMMA1 000287 

R-MAMMA1000302//Homo sapiens chromosome 17, clone hRPK.H2_J_9, complete sequence7/4.le-l6:169: 
77//AC005553 

R-M AMMA1 000307//RPCI1 1 -89L1 .TV RPCM 1 Homo sapiens genomic clone R-89L1 , genomic survey sequence.// 
55 1.3e-86:429:97//AQ284795 

R-MAMMA1000309//Homo sapiens hJAG2.del-E6 (JAG2) mRNA, alternatively spliced isoform of Jagged2 ( com- 
plete CdS.//0.00020:384:60//AF029779 

R-MAMMA1000312//lchneutes sp. 16S ribosomal RNAgene, partial sequence7/0. 0026:3 1 0:60//AF0035 18 
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R-MAMMA1 00031 3//Human cosmid Xq28_IA649. complete sequence7/1.5e-26:317:67//U82694 
R-MAMMA1000331//Homo sapiens clone DJ1007F24. WORKING DRAFT SEQUENCE, 5 unordered pieces.// 
3. 1 e-39:277:86//AC004947 

R-MAMMA1000339//Homo sapiens clone HS19.1 Alu-Ya5 sequence.//3.2e-44:l80:89//AF015l47 
5 R-MAMMA1000340//Plasmodium falciparum chromosome 2, section 25 of 73 of the complete sequence7/0.97: 

293:64//AE001388 

R-MAMMA1000348//Homo sapiens BAC129, complete sequence.//4.4e-27:365:72//U85195 
R-MAMMA1000356//Drosophila melanogaster DNA sequence (P1 DS02252 (D97)), complete sequence 7/0.73: 
332:61//AC002493 

io R-MAMMA1 000360//Homo sapiens PAC clone D J0905J08 from 7pl 2-p1 4, complete sequence 7/4.6e-80:279:89// 

AC005189 

R-MAMMA1 000361//Human DNA sequence SEQUENCING IN PROGRESS — from clone 753D4, WORKING 
DRAFT SEQUENCE7/7.8e-1 8:346:63//AL031 676 

R-MAMMA1000372//Human DNA sequence ••• SEQUENCING IN PROGRESS "* from clone Y214H10, WORK- 
'S ING DRAFT SEQUENCE7/5.3e-40:299:83//AL022344 

R-MAMMA1000385//Human DNA sequence SEQUENCING IN PROGRESS **' fromclone31 0013, WORKING 
DRAFT SEQUENCE7/1 .0e-28:225:84//AL031658 

R-MAMMA1000388//CIT-HSP-2321D3.TR CIT-HSP Homo sapiens genomic clone 2321 D3, genomic survey se- 
quence7/4.7e-60:298:99//AQ0381 02 
20 R-MAMMA1 000395 

R-MAMMA1 000402//Homo sapiens PAC clone DJ1107K12 from 7pi 2-pi 4, complete sequence 7/1 .4e-84:276:88// 
AC004692 

R-MAMMA1 00041 0//Human Chromosome 1 6 BAC clone CIT987SK-A-21 1 C6, complete sequence7/6.7e-35:360: 
76//AC002394 

25 R-MAMMA1 00041 3//Homo sapiens chromosome 1 7, clone hRPC.842_A_23, complete sequence 7/3. 1 e-69:327: 

79//AC004662 

R-M AM MA1 00041 4//Homo sapiens DNA sequence from PAC 164L12 on chromosome Xq13.1-Xq21 .2. Contains 
GSS (BAC end sequence),STS7/3.6e-4l:l80:87//AL00902B 

R-MAMM A1 00041 6//Homo sapiens clone DJ1136G02, WORKING DRAFT SEQUENCE, 4 unordered pieces.// 
30 3.1e-59:478:77//AC005377 : 

R-MAMMA1000421//Human coxVlb gene, last exon and flanking sequence.//5.3e-53:294:82//X58i39 
R-MAMMA1000422//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 8B22, WORKING 
DRAFT SEQUENCE7/1 .0:252:59//AL031 737 

R-MAMMA1000423//Homo sapiens clone DA0065G23, complete sequence7/2.0e-50:49l:76//AC0048l6 
35 R-MAMMA1000424//Human DNA sequence from PAC 507115 on chromosome Xq26.3-27.3. Contains 60S ribos- 

omal protein L44 (L41, L36) like gene, ESTs, STSs and a polymorphic CA repeat.//3.5e-40:340:80//Z98950 
R-MAMMA1000429//Mus musculus SDP8 mRNA, complete Cds7/0.0019:87:79//AF062484 
R-MAMMA1000431//Homo sapiens clone DJ0098O22, WORKING DRAFT SEQUENCE, 5 unordered pieces7/ 
2.0e-58:564:77//AC004821 

40 R-MAMMA1000444//Human BAC clone RG126M09 from 7q21-q22, complete sequence.//3.0e-43:328:83// 

AC002067 

R-MAMMA1000446//Human chromosome X clone QC15B1, complete sequence.//0.95:209:65//U82672 
R-MAMMA1000458//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MXK3, complete sequence7/ 
0.99:182:61//AB019236 
45 R-M AMMA1 000468 

R-MAMMA1000472//Homo sapiens genomic DNA, 21 q region, clone: 655M9N34, genomic survey sequence7/ 
1.0e-38:142:88//AG010148 

R-MAMMA1000478//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 1 69I5, WORKING 
DRAFTSEQUENCE7/1.3e^37:286:83//Z93015 
so R-MAMMA1000483//CIT-HSP-384B14.TR CIT-HSP Homo sapiens genomic clone 384B14, genomic survey se- 

quence 7/4.3e-34: 1 58:86//B54637 

R-MAMMA1000490//Homo sapiens chromosome 19, BAC CIT-B-191n6, complete sequence7/4.2e-98:569:90// 
AC006130 ;/ .; .. . . 

R-MAMMA1000500//Human BRCA1, Rho7 and vatl genes, complete cds. and ipf35 gene, partial cds7/1 .2e-41 : 
55 334:79//L78833 

R-MAMMA1000501//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 153G14, WORK- 
ING DRAFT SEQUENCE7/1.4e-38:250:84//AL031 118 

R-M AMMA1 00051 6//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 424J1 2, WORKING 
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DRAFT SEQUENCER .3e-43:318:83//Z82207 

R-MAMMA1000522//Human DNA sequence from clone 739H11 on chromosome ip33-34.2 Contains KIAA0237 
gene. EST, STS. GSS. complete sequence7/4.4e-13:202:73//AL03l289 

R-MAMMA1000559//Human DNA sequence — SEQUENCING IN PROGRESS ••• from clone 16915, WORKING 
5 DRAFTSEQUENCEy/2.2e-30:245:83//293015 

R-MAMMA1000565//Homo sapiens chromosome 10 clone IA10NC61_183_B_7 map I0q24, WORKING DRAFT 
SEQUENCE, 1 ordered pieces.//3.6e-39:281 :807/U82205 

R-MAMMA1000567//Rattus norvegicus nonmuscle caldesmon mRNA, complete cds.//9.2e-l9:2i6:76//Ui84i9 
R-MAMMA1 000576 

10 R-MAMMA1000583//Homo sapiens chromosome 17, clone hRPK.112_H_10, complete sequenceV/5.4e-53:297: 

85//AC005666 

R-MAMMA1000585//Homo sapiens clone DJ1015P16, WORKING DRAFT SEQUENCE. 4 unordered piecesV/ 
1.2e-35:450:71//AC006018 

R-MAMMA1000594//Homo sapiens "* SEQUENCING IN PROGRESS from cosmid 5L5, WORKING DRAFT 
15 SEQUENCE.//4.3e-26:293:75//AJ009613 

R-MAMMA1000597//CIT-HSP-2341F4.TF CIT-HSP Homo sapiens genomic clone 2341 F4, genomic survey se- 
quence.//0.83: 1 1 0:70//AQ0571 31 

R-MAMMA1000605//Homo sapiens clone DJ1090E20, WORKING DRAFT SEQUENCE, 4 unordered piecesV/ 
2.6e-50:290:86//AC004956 

20 R-M AMMA1 0006 12//CIT-HSP-2334J18.TF CIT-HSP Homo sapiens genomic clone 2334J1 8, genomic survey se- 

quence.//0.76:132:65//AQ038364 

R-MAMMA1 00061 6//ibaiia leucospoides mitochondrion 16S rRNA gene, partial sequence.//6.8e-06:43i:59// 
U06970 

R-MAMMA1000621//Human NBR2 mRNA, complete cdS.//5.3e-27:258:80//U88573 
25 R-M AMMA1 000623 

R-MAMMA1000625//Homo sapiens chromosome 19, cosmid R31665, complete sequenceV/3.3e-07:325:63// 
AC005498 

R-MAMMA1000643//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 39B17, WORKING 

DRAFT SEQUENCE.//1 .4e-06:236:68//AL023656 
30 R-MAMMA1 000664//*** SEQUENCING IN PROGRESS *" Homo sapiens chromosome 4. BAC clone C0326F06; 

HTGS phase 1 , WORKING DRAFT SEQUENCE, 16 unordered pieces. //1.4e-40:338:81//AC004555 

R-MAMMA1000669//Human DNA sequence from clone 453C12 on chromosome 20qi2-l3.l2 Contains SDC4 

(syndecan 4 (amphiglycan. ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin- 

4) STS. GSS, CpG island, complete sequence.//l.2e-46:327:86//AL02i578 
35 R-MAMMA1 000670 

R-MAMMA1000672//Human DNA sequence from clone 478D8 on chromosome 6p24. Contains STSs and GSSs, 

complete sequence7/2.2e-29:328:76//AL03l 785 

R-MAMMA1000684//MUS musculus frizzled-1 mRNA, complete cds.//0.21 :247:63//AF054623 
R-MAMMA1000696//Human Chromosome X clone bWXDl73, WORKING DRAFT SEQUENCE, 2 ordered piec- 
40 es.//2.7e-46:464:71//AC004387 

R-MAMMA1000707//Homo sapiens clone RG219E16, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
3.4e-09:244:66//AC005075 

R-MAMMA1 00071 3//Homo sapiens clone DJ0425I02, WORKING DRAFT SEQUENCE, 5 unordered piecesY/ 
3.7e-51 :439:74//AC005478 

45 R-MAMMA1 00071 4//Homo sapiens BAC clone RG152H24 from7p!5-p2l , complete sequence.//2.8e-29:288:75// 

AC004694 

R-MAMMA1 00071 8//Human Xp22 BAC CT-285115 (from CalTech/Research Genetics) , PAC RPCI1-27C22 (from 
Roswell Park Cancer Center), and Cosmid U35B5 (from Lawrence Livermore), complete sequence7/3.0e-37:23l : 
91//AC002366 

so R-MAMMA1000720//Homo sapiens chromosome 19, cosmid R33632, complete sequenceV/1 .4e-35:299:8l// 

AC005781 

R-MAMMA1000723//Human DNA sequence from clone 551E13 on chromosome Xp1 1.2-1 1.3 Contains farnesyl 
pyrophosphate synthetase pseudogene, VT4 protein pseudogene; EST, GSS, complete sequence7/3.9e-59:409: 
79//AL022163 

55 R-MAMMA1000731//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered piecesV/ 

9.4e-29:560:66//AC005077 

R-MAMMA1000732//Homo sapiens Clone DJ0539M06, WORKING DRAFT SEQUENCE, 10 unordered piecesV/ 
2.4e-14:309:68//AC004832 
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R«MAMMA1000733//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 732E4, WORKING 
DRAFT SEQUENCE7/4.1 e-29:377:71//AL008722 

R-MAMMA1000734//Human DNA sequence*** SEQUENCING IN PROGRESS*** from clone 19U18, WORKING 
DRAFT SEQUENCE7/2.0e-108:420:99//AL024507 
s R-MAMMA1000738//Human V beta T-cell receptor (TCRBV) gene Iqcus7/6.6e-41 :347:82//U03ll5 

R-MAMMA1000744//T27O8-T7 TAMU Arabidopsis thaliana genomic clone T2708, genomic survey sequenceV/ 
0.095:367:60//B20150 

R-M AMM A1 000746//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C01 35005; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 23 unordered pieces.//7.4e-95:569:87//AC004661 
10 R-MAMMA1000752//Horno sapiens BAC clone BK085E05 from 22q12.l-qter, complete sequense7/1 .3e-48:295: 

84//AC003071 

R-MAMMA1000760//Human DNA sequence from clone B79B4on chromosome 22 Contains CA repeat and GSS, 
complete sequencey/5.7e-45:347:82//2821 78 

R-MAMMA1000761//Homo sapiens cosmid clone LUCA16 from 3p2l.3, complete sequence 7/1. 1e-32:292:80// 
« U73169 

R-MAMMA1000775//Homo sapiens chromosome 17, clone hRPK.22_N_12, WORKING DRAFT SEQUENCE, 2 
ordered pieces.//2.5e-50:467:79//AC005412 

R-MAMMA1000776//Human BAC clone GS552A01 from 7q2l-q22, complete sequenceV/1 .0e-63:429:79// 
AC002454 

20 R-MAMMA1000778//Human DNA sequence from 4PTEL, Huntington's Disease Region, chromosome 4pl6.37/ 

3.5e-25:234:81//Z95704 

R-MAMMA1000782//Human DNA sequence from clone 459L4 on chromosome 6p22.3-24.1 Contains EST, STS, 
GSS, complete sequence.//0.0021:119:74//AL031120 

R-MAMMA1000798//Homo sapiens 959 kb contig between AML1 and CBR1 on chromosome 21q22, segment 
25 2/3.//6.3e-08:269:64//AJ229042 

R-MAMMA1000802//Homo sapiens chromosome 19, cosmid R33729, complete sequence 7/1. 1e-36:26 1:80// 
AC005339 

R-MAMMA1000831//CIT-HSP-2387J3.TR1 CIT-HSP Homo sapiens genomic clone 2387J3, genomic survey se- 
quence 7/0.68:1 56: 65//AQ240807 
30 R-MAMMA1000839//Homo sapiens chromosome 17, clone hRPK.726_0_12, WORKING DRAFT SEQUENCE. 6 

unordered pieces.//4.6e-50:335:86//AC00551 7 

R-MAMMA1000841//Human Chromosome 16 BAC clone CIT987SK-A-972D3, complete sequence7/1 .3e-40:322: 
77//U91323 

R-MAMMA1 000842//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 341 D1 0, WORKING 
35 DRAFT SEQUENCE.//4.1 e-44:471 :74//297985 

R-MAMMA1 000843//Homo sapiens clone 82F9, WORKING DRAFT SEQUENCE, 4 unordered pieces7/0.85:394: 
60//AC004815 

R-MAMMA1000845//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P1, WORK- 
ING DRAFT SEQUENCE7/0.54:303:63//AL031744 
40 R-MAMMA1000851//Homo sapiens chromosome X, MeCP2 locus, complete sequence.//1.7e-l 0:1 15:83// 

AF030876 

R-MAMMA1000855//Homo sapiens PAC clone 278C19 from I2q, complete sequence 7/5.0e-44:352:83// 
AC004263 

R-MAMMA1000856//Homo sapiens chromosome 19, cosmid F24200, complete sequence.//1.8e-l 0:1 49:74// 
45 AC00461 

R-MAMMA1000862//Hepatitis C virus genomic RNA, 3* nonstranslated region, partial sequence, clone #167/8.1 e- 
05:205:66//AF009075 

R-MAMMA1000863//Homo sapiens Xp22 Cosmids U15E4, U115H5, U132E12, U115B9 (Lawrence Livermore hu- 
man cosmid library) complete sequence7/2.9e-49:42l:80//AC002364 . 
50 R-MAMMA1000865//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-328A3, complete sequence//9.1e- 

41:302:83//AC002301 ; ;.. \ 

R-MAMMA1000867//Human BRCA1, Rho7 and vatl genes, complete cds, and ipf35 gene, partial Cds7/T.9e-17: 
500:61//L78833 

R-MAMMA1000875//Homo sapiens chromosome 1 6, cosmid clone RT99 (LANL), complete sequenced7/l .2e-l7: 
55 211:74//AC004653 

R-MAMMA1000876//Homo sapiens Xp22 BAC GS-607H1 8 (Genome Systems Human BAC library) complete se- 
quence 7/4 . 7e-09 : 1 60 :65//AC00365 8 

R-MAMMA1 000877//Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.1 1 -Xp22.22. Contains 
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ESTs STS and CpG island7/3.2e-34:354:75//Z93023 

R-MAMMA1 000880//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-575C2, complete sequencey/1 .4e- 
41:411:74//AC002425 
R-M AMMA1 000883 
5 R-MAMMA1 000897 

R-MAMMA1000905//Homo sapiens chromosome 5, P1 clone 274A11 (LBNL H66), complete sequence7/l .3e-73: 
304:91//AC004506 . ■ v '. 

R-MAMMA1000906//Human DNA from chromosome 19-specific cosmid F14150, genomic sequence, complete 
sequence.//8.4e-23:i 94:83//AC0031 1 0 
10 R-MAMMA1000908//Human Chromosome 15q26.1 PAC clone pDJ416i6, complete sequenceV/1 .5e-09:170:71// 
AC003024 

R-M AMMA1 00091 4//Homo sapiens PAC clone DJ0740Ll0from 7pl3-p14, complete sequence.//8.3e-1 3:323:67// 
AC005247 

R-MAMMA1 000921//Human DNA sequence *** SEQUENCING IN PROGRESS " # from clone 423B22, WORKING 
is DRAFT SEQUENCE.//6.8e-28:333:72//AL034379 

R-MAMMA1000931//HS_3227_B1_B03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3227 Col=5 Row=D, genomic survey sequenced .4e-55:443:79//AQ1 91 777 
R-MAMMA1000940//Homo sapiens clone RG013F03, WORKING DRAFT SEQUENCE, 6 unordered piecesV/ 
2.0e-43:340:84//AC005046 

20 R-M AM MA 1000941 //Homo sapiens chromosome 17, clone 297N7, complete sequenceV/1 .8e-53: 330:84// 

AC002347 

R-MAMMA1000942//Human Chromosome X clone PWXD187, complete sequence.//1 .2e-39:391 :74//AC004383 
R-MAMMA1000943//Human PAC clone DJ327A19 from Xq25-q26, complete sequence .//4.6e-75:566:B1// 
AC002477 : "> - 

25 R-MAMMA1 000956//Plasmodium falciparum MAL3P7, complete sequence.//0.0l 3:285:59//AL034559 

R-MAMMA1000957//Homo sapiens clone RG339C12, WORKING. DRAFT SEQUENCE, 10 unordered pieces.// 
5.2e-45:288:90//AC005096 

R-MAMMA1000962//Homo sapiens clone DJ0756H11, WORKING DRAFT SEQUENCE, 5 unordered pieces.// 
2.9e-1 08:56 V.96//AC006001 

30 R-MAMMA1000968//Homo sapiens PAC clone 278C19 from 12q, complete sequence 7/3.9e-4 1:287:87// 
AC004263 

R-MAMMA1000975//Homo sapiens DNA sequence from PAC 179N16 on chromosome 6p2l .1-21.33. Contains 
the SAPK4 (MAPK p38delta) gene, and the alternatively spliced SAPK2 gene coding for CSaids binding protein 
CSBP2 and a MAPK p38beta LIKE protein. Contains ESTs, STSs and two predicted CpG islands, complete se- 
35 quence.//9.4e-65:542:79//2951 52 

R-MAMMA1 000979//Homo sapiens chromosome 21 q22.3, PAC clones 31 4N7, 225L1 5, BAC clone 7B7, complete 
sequence bases l..333303.//3.2e-34:296:80//AJ0 11930 

R-M AMMA1 000987//Homo sapiens CC chemokine gene cluster, complete sequence7/l .7e-40:255:87//AF0882l 9 
R-MAMMA1000998//Homo sapiens PAC clone DJ1152D16 from Xq23, complete sequence 7/2.5e-39:3 15:73// 
40 AC005190 

R-MAMMA1001003//Homo sapiens chromosome 10 clone CIT-HSP-1338F24 map I0pll.2-I0pl2.l, complete 
sequence.//2.4e-52:296:84//AC006i0i 

R-MAMMA1001008//Homo sapiens — SEQUENCING IN PROGRESS "\ WORKING DRAFT SEQUENCE^/ 
7.9e-88:432:98//AJ011929 

45 R-MAMMA1001021//Homo sapiens PAC clone DJ0859M06 from 7q!1 , complete sequence.//3.8e-39:286:87//- 

AC004910 

R-MAMMA1001024//Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
2.0e-31:274:80//AC004913 : 7 "' ' 

R-MAMMA1001030//Homo sapiens full-length insert cDNA clone ZD96C01 7/3.2e-99:469:99//AF088074 
so R-MAMMA1001035//RPCI-1-46G8Sp6 RPCI-1 Homo sapiens genomic clone RPCI-1-46G8Sp6, genomic survey 

sequence.//3.5e-49:270:90//AQ275285 

R-MAMMA1 001 038//Homo sapiens chromosome 3, olfactory receptor pseudogene cluster 1 , complete sequence, 
and myosin light chain kinase (MLCK) pseudogene, partial sequenceV/l.le-4l:285:87//AF042089 
R-nnnnnnnnnnnn 

55 R-MAMMA1001050//Homo sapiens genomic DNA, 237 kb segment from 6p2L3 region including HLA genes, 

WORKING DRAFT SEQUENCE.//1 .3e-55:334:91//D84394 

R-MAMMA1001059//Mouse RNA helicase and RNA-dependent ATPase from the DEAD box family mRNA, com- 
plete cdsV/1.7e-51:481:77//L25125 
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R-MAMMA1 001 067//CIT-HSP-2371 K20.TF CIT-HSP Homo sapiens genomic clone 2371 K20, genomic survey se- 

quence.//7.2e-65:946:95//AQ111326 

R-MAMMA1001073 

R-MAMMA1001074//Homo sapiens BAC clone NH0400O10 from Y, complete sequence.//8.6e«33:457:69// 
5 AC006040 

R-MAMMA1001075//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequence7/0.15: 
325:62//AC004605 

R-MAMMA1001078//Homo sapiens chromosome 5, BAC clone 203013 {LBNL H155), complete sequence7/l.6e- 
45:344:84//AC005609 

10 R-MAMMA1001082//Human genomic DNA sequence from clone 308O1 on chromosome Xpn .3-11 .4. Contains 

EST, CA repeat, STS, GSS, CpG island.//8.5e-15:413:64//Z93403 
R-MAMMA1001091//Sequence 7 from patent US 54686 10 7/0 .0027:159:64//! 15499 

R-MAMMA1001092//Homo sapiens chromosome 17, clone hRPK.372_K_20, complete sequence7/2.0e-51 :267: 
82//AC005951 

is R-MAMMA1001105//Homo sapiens DNA sequence from PAC 11 9E23 on chromosome Xq25-q27.i . Contains gly- 
pican-3 precursor (intestinal protein OCI-5) (GTR2-2),5'UTR. ESTs, STS.//6.9e-22:178:85//Z99570 
R-MAMMA1001110//Homo sapiens chromosome 17, clone HRPC1169K15, complete sequence7/3.0e-l9:14l: 
81//AC003963 

R-MAMMA1001126//Human DNA from overlapping chromosome 7 PAC and P1 clones containing the XRCC2 
20 gene, genomic sequence, complete sequence7/2.2e-46:462:75//AC003109 

R-MAMMA1001133//Human DNA sequence •*• SEQUENCING IN PROGRESS *** from clone 120G22, WORKING 
DRAFT SEQUENCE.//1.8e-66:455:86//AL031847 

R-MAMMA1 001 1 39//Human DNA sequence SEQUENCING IN PROGRESS from clone Y738F9, WORKING 
DRAFT SEQUENCE.//7.1e-09:100:84//AL022345 
25 R-MAMMA1001143//Papio hamadryas lipoprotein lipase (LPL) gene, intron 77/1 .9e-49:362:85//U73684 

R-MAMMA1001145//Homo sapiens chromosome 17, clone hRPK.235_M0, complete sequence7/9.5e-49:512: 
74//AC005922 

R-MAMMA1001154//Homo sapiens Chromosome 16 BAC clone CIT987-SKA-88D1 -complete genomic se- 
quence, complete sequence.//1 .5e-29:305:76//AC002289 
30 R-MAMMA100ll61//HumanDNAsequencefromclone68U2l onchromosome lq23.2-24.3 Contains CpG island, 

complete sequence7/l .le-64:339:90//AL03l286 

R-MAMMA1001162//Human DNA from cosmid DNA MMDB (f10080) and MMDC (f 13544) from chromosome 
1 9ql 3.3 (obtained by automated sequence analysis)7/3.4e-09:243:64//M8965l 

R-MAMMA1001181//Human Chromosome X clone bWXD173, WORKING DRAFT SEQUENCE, 2 ordered piec- 
es es.//3.7e-29:351 :74//AC004387 

R-MAMMA1001186//Homo sapiens chromosome 19, cosmid R28778, complete sequence.//2.2e-25:4l 5:68// 
AC006125 

R-MAMMA1001191//Homo sapiens T-cell receptor alpha delta locus from bases 1000498 to 1071650 (section 5 
of 5) of the Complete Nucleotide Sequence 7/0.99:243:61 //AE000662 
40 R-MAMMA1001198//Mus musculus epslSR mRNA, complete cds7/8.0e-57:223:86//U29156 

R-MAMMA1001202//Mus musculus clone OST13722, genomic survey sequence.//! .0e-30:220:85//AF046748 
R-MAMMA1001203//Homo sapiens chromosome 17, clone hRPK.22 J\M 2, WORKING DRAFT SEQUENCE, 2 
ordered pieces.//8.9e-61 :567:78//AC005412 

R-MAMMA1001206//Homo sapiens chromosome 5, P1 clone 854bn (LBNL H44), complete sequence7/4.6e-08: 
45 442:61//AC004763 

R-MAMMA1001215//Homo sapiens chromosome 19, CIT-HSP BAC 470n8. complete sequence7/l.3e- 11 7:564: 
97//AC005393 

R-MAMMA100l220//HS-i023-A1-GiO-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
clone Plate=CT 802 CoI=19 Row=M, genomic survey sequence.//6.0e-l6:276:68//B33708 
so R-MAMMA1001222//F17E12TFB IGF Arabidopsis thaliana genomic clone F17E12, genomic survey sequence7/ 

0.041 :277:61//B97762 
R-MAMMA1001243 

R-MAMMAl00l244//HS-l058-A2-G0i-MF.abi CIT Human Genomic Sperm Library C Homo-sapiens genomic 
clone Plate=CT 780 Col=2 Row=M, genomic survey sequence 7/3.5e-05:104:74//B43862 
55 R-MAMMA1001249//H.sapiens DNA for matrix attachment region7/0.0013:95:75//Z54221 

R-MAMMA1001256//Human BAC clone GS188P18, complete sequence7/3.4e-32:356:74//AC000115 
R-MAMMA1001259 

R-MAMMA1001260//Homo sapiens mRNA for KIAA0661 protein, complete cds7/6.3e-20:226:75//AB014561 
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R-MAMMA1 001268//Human DNA sequence from PAC 225D2 on chromosome Xq2i . Contains ESTs, CA repeat.// 

1.le-47:352:85//Z95124 

R-MAMMA1 001271 

R-MAMMA1001274//H.sapiens DNA for trapped exon (ID HMC07C06), genomic survey sequence7/3.le-40:232: 
5 93//X88457 

R-MAMMA1001280//Homo sapiens full-length insert cDNA clone YW26C09.//1.9e-1l2:574:95//AF087976 
R-MAMMA1001292//Human DNA sequence from clone 1170K4 on chromosome 22q12.2-13.1. Contains three 
novel genes, one of which codes for a Trypsin family protein with class A LDL receptor domains, and the IL2RB 
gene for Interleukin 2 Receptor, Beta (IL-2 Receptor, CD 122 antigen). Contains a putative CpG island, ESTs, and 
10 GSSs, complete sequence7/2.9e-114:582:96//AL022314 

R-MAMMA1001296//Hurnan DNA sequence from PAC 487J7 on chromosome 6q21-22.l . Contains an unknown 
gene coding for three alternative mRNAs. Contains ESTs, STSs, a BAC end-sequence (GSS) and a CA repeat 
polymorphismV/1.9e-64:268:88//AL008730 

R-MAMMA1001298//Homo sapiens chromosome 17, clone hRPK.849_N_15, complete sequence7/1 .5e-38:306: 
'S 83//AC005703 

R-MAMMA1001305//Human DNA sequence from PAC 127B20 on chromosome 22q11.2-qter, contains gene for 
GTPase-activating protein similar to rhoGAP protein, ribosomal protein L6 pseudogene, ESTs and CA repeat.// 
1.5e-37:306:82//Z83838 

R-MAMMA1001322//Homo sapiens DNA sequence from PAC 434014 on chromosome 1q32.3.-41. Contains the 
20 HSD11B1 gene for Hydroxysteroid (11-beta) Dehydrogenase 1, the AD0RA2BP adenosine A2b receptor LIKE 

pseudogene, the IRF6 gene for interferon Regulatory Factor 6 and two novel genes. Contains ESTs and GSSs, 
complete sequence 7/2.4e-1 5:260:71 //AL022398 

R-MAMMA1001324//Homo sapiens chromosome 19, cosmid F23269, complete sequence.//4.0e-06:90:83// 
AC005614 

25 R-MAMMA1001330//Human BAC clone RG066D11 from 7q22, complete sequenced .4e-45:439:74//AC002430 

R-MAMMA1001341//Human DNA sequence from PAC 211D12 on chromosome 20q12-13.2. Contains Krs-2, K+ 
channel protein, stress responsive.//1.3e-24:137:81//Z93016 

R-MAMMA1001343//Human Chromosome 16 BAC clone CIT987SK-A-17E1, complete sequence7/5.4e-5l:l97: 
89//AC002041 

30 R-MAMMA1001346//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-233A8, complete sequence 7/0.99: 

182;64//AC004685 

R-MAMMA1001383//Homo sapiens clone 82F9, WORKING DRAFT SEQUENCE, 4 unordered pieces7/1 .9e-42: 
303:86//AC0048l5 

R-MAMMA1 001 388//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 50811 5, WORKING 
35 DRAFT SEQUENCE.//1 .5e-44:324:83//AL021 707 

R-MAMMA1001397//Homo sapiens genomic DNA, chromosome"2lqll .1 , segment 15/28, WORKING DRAFT SE- 
QUENCE7/2.0e-39:254:89//AP000044 

R-MAMMA1001408//Homo sapiens chromosome 12q24.l , WORKING DRAFT SEQUENCE, 33 unordered piec- 
es.//9.4e-36:251 :88//AC005805 
<o R-MAMMA1001411//T15F1-T7.1 TAMU Arabidopsis thaliana genomic clone T15F1 , genomic survey sequence7/ 

1.0:98:71//AQ248928 

R-MAMMA1 00141 9//Homo sapiens translation initiation factor' 4e mRNA, complete cds.//4.8e-i 8:1 17:96// 
AF038957 

R-MAMMA1001420//Homo sapiens chromosome 5, P1 clone 1041 F10 (LBNL H88), complete sequence7/2.8e- 
45 09:377:63//AC005179 

R-MAMMA1001435//S.pombe chromosome I cosmid C26H57/1 .0:356:59//Z99126 

R-MAMMA1001442//Homo sapiens chromosome 4 clone B150J4 map 4q25, complete sequence7/3.4e-1 7:259: 
72//AC004047 

R-MAMMA1001446//Homo sapiens BAC clone RG139P11 from 7qll-q2l , complete sequence .//2.9e-1 7:231 :71// 
50 AC004491 

R-MAMMA1001452//Human DNA sequence from clone 452M1 6 on chromosome Xq21 .1-21 .33 Contains capping 
protein alpha subunit isoform 1 pseudogene, STS, GSS, and CA repeat, complete sequencei/6.1e-50:558:73// 
AL024493 

R-MAMMA1 001 465//cSRL-2F3-u cSRL flow sorted Chromosome 1 1 specific cosmid Homo sapiens genomic clone 
ss cSRL-2F3, genomic survey sequence7/3.0e-23:l 41 :96//B04295 

R-MAMMA1001476//Mus musculus uridine kinase mRNA, partial cds 7/3 .4e-09:309:64//L3 1783 
R-MAMMA1001487//Homo sapiens chromosome 1 7, clone hRPC.ll08_L_H , complete sequence 7/5. le-30:286: 
79//AC005206 
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R-MAMMA1001501 

R-MAMMA1001502//Human DNA sequence *** SEQUENCING IN PROGRESS*** from clone 356B7, WORKING 

DRAFTSEQUENCE7/4.3e-19:349:64//AL031714 

R-MAMMA1001510 

5 R-MAMMA1001522//Homo sapiens chromosome 5, BAC clone 24h24 (LBNL H194), complete sequence7/i .5e- 

09:136:75//AC005352 

R-MAMMA1001547//Human Chromosome X, complete sequence7/3.5e-40:300:84//AC002418 
R-MAMMA1001551//Human DNA sequence from PAC426I6 on chromosome ip34. 1-1 p35. Contains NIPP-1 -like 
gene a nuclear inhibitor of protein phosphatase-1 , ESTs, and a.CA repeat y/1. ie-57:282:89//AL020997 

10 R-MAMMA1 001575 

R-MAMMA1001576//Human gamma-tubulin mRNA, complete cds7/7.6e-60:530:78//M61764 
R-MAMMA1001590//Homo sapiens Bruton's tyrosine kinase (BTK), alpha-D-galactosidase A (GLA), L44-like ri- 
bosomal protein (L44L) and FTP3 (FTP3) genes, complete cds7/L3e-29:1 61 :86//U78027 
R-MAMMA1001600//Homo sapiens 12q24 PAC RPCI1-66E7 (Roswell Park Cancer Institute Human PAC library) 

is complete sequence7/2.le-l8:390:66//AC0042l6 

R-MAMMA1001604//Human DNA sequence from clone 1042K10 on chromosome 22ql3.l-l3.2. Contains the 
ADSL gene for Adenylosuccinate lyase (EC 4.3.2.2, Adenylosuccinase, ASL) and 4 novel genes (one with probable 
rabGAP domains and Src homology domain 3). Contains ESTs. STSs, GSSs and a putative CpG island, complete 
sequence7/1 .0:227:62//AL022238 

20 R-MAMMA1 001 606//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 228H1 3, WORKING 

DRAFT SEQUENCE7/1 .3e-17:219:69//AL031985 

R-MAMMA1 001620//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 01 8D12, WORK- 
ING DRAFT SEQUENCE7/2.le-51:298:84//AL031650 

R-MAMMA1001627//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 229A8, WORKING 
25 DRAFT SEQUENCE7/7.8e-45:328:85//Z86090 

R-MAMMA1 001 6307/, complete sequence 7/2.5e-08:170:72//AC005399 

R-MAMMA1 001 633//Homo sapiens chromosome 1 0 clone CIT987SK-1 057L21 map 1 0q25, complete sequence7/ 
2.2e-21 :241 :70//AC005386 

R-MAMMA1001635//Homo sapiens DNA sequence from PAC230G1 on chromosome Xp11 .3. Contains EST, STS 
30 and GSS, complete sequence7/1 .1 e-32:346:74//Z84465 

R-MAMMA1001649 

R-MAMMA1 001 663//Homo sapiens clone 1 62B1 5, complete sequence.//9.4e-68:267:89//AC00481 1 
R-MAMMA1001670//Human DNA sequence from PAC 75N13 on chromosome Xq21 .1 . Contains ZNF6 like gene, 
ESTs, STSs and CpG islands.//1 .7e-49:322:88//Z82216 
35 R-MAMMA1001671//Homo sapiens chromosome 19, cosmid F23269, complete sequence7/2.4e-l 14:575:96// 

AC005614 

R-MAMMA1001679//CIT-HSP-2335N4TF CIT-HSP Homo sapiens genomic clone 2335N4, genomic survey se- 
quence 7/2. 4e-82:400:99//AQ037393 

R-MAMMA1001683//Homo sapiens Chromosome 7 BAC Clone 239C10, WORKING DRAFT SEQUENCE, 9 un- 
40 ordered pieces.//5.7e-47:533:72//AC0041 66 

R-MAMMA1001686//Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequence7/6.6e-l 2: 194:72// 
AC005261 

R-MAMMA1 001 692//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone Y738F9, WORKING 
DRAFT SEQUENCE7/9.6e-44:414:77//AL022345 
« R-MAMMA1001711//Homo sapiens clone BAC 9H13 chromosome 8 map 8q2l, complete sequence7/3.le-3l: 

436:70//AFl 10324 

R-MAMMA1 001 71 5//Human DNA sequence *** SEQUENCING IN PROG RESS *** from clone 73E1 6. WORKING 

DRAFT SEQUENCE7/6.8e-76:524:84//Z95330 

R-MAMMA1001730 

so R-MAMMA1001735//Cricetulus griseus (Chinese hamster) mRNA. for beta tubulin (clone B9T), partial 7/2. 7e-l 3: 

382:63//X60786 

R-MAMMA1001740//Homo sapiens genomic DNA, chromosome 21 q11 .1 , segment 21/28, WORKING DRAFT SE- . 
QUENCE7/3.9e-47:31 8:87//AP000050 

R-MAMMA1001743//Homo sapiens clone DJ0981O07, complete sequence7/4.0e-l08:566:95//AC006017 
55 R-MAMMA1001744 

R-MAMMA1001745//Homo sapiens BAC clone 529F11 from 8q2l, complete sequence 7/3. 5e-i 13:564:97// 
AF070718 

R-MAMMA1001751//Homo sapiens chromosome 19, cosmid R27328, complete sequence 7/3.6e-30:3 12:75// 
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AC005625 

R-MAMMA1001754//Bos taurus vacuolar proton pump subunit SFD alpha isoform (SFD) mRNA, complete cds7/ 
4.7e-34:320:77//AF041338 

R-MAMMA1 001 757//Homo sapiens chromosome 1 7, clone hRPC.4_G_l 7, complete sequence7/4.7e-1 0:244:67// 
AC003688 

R-MAMMA1 001 760//RPC1 1 1 -38L1 6.TV RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -38L1 6, genomic survey 
sequence.//1.3e-10:236:64//AQ029432 

R-MAMMA1 001 764//Plasmodium falciparum 3D7 chromosome 1 2 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//0.74:361 :60//AC005140 

R-MAMMA1001768//Homo sapiens chromosome 17, clone hRPK.l47_L.J3, complete sequence7/1.6e-42:416: 
76//AC005332 

R-MAMMA1001769//Homo sapiens chromosome 1 7, clone hRPd073_F_l 5, complete sequenceV/1 .4e-13:129: 
83//AC004686 

R-MAMMA1001771//M.musculus mRNA for semaphorin B7/1.1e-34:530:69//X85991 

R-MAMMA1001783//Homo sapiens Chromosome 2 BAC Clone 376a1, WORKING DRAFT SEQUENCE, 17 un- 
ordered piecesV/1 .1 e-42:282:85//AC000360 

R-MAMMA1001785//Human chromosome 16p13.1l BAC clone CIT987SK-98H8 complete sequence7/3.0e-49: 

282:86//U91319 

R-MAMMA1001788 

R-MAMMA10017907/Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE, 6 unordered pieces7/ 
9.8e-43:530:71//AC004913 

R-MAMMA1001806//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-319E8, complete sequence7/l.8e- 
43:324:79//AC004020 

R-MAMMA1001812//Plasmodium falciparum chromosome 2, section 69 of 73 of the complete sequence 7/0.65: 
183:63//AE001432 

R-MAMMA1001815//Homo sapiens clone GS223D04, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
1.1e-10:417:62//AC005018 

R-MAMMA1001817//Homo sapiens Xp22-83 BAC GSHB-324M7 : (Genome Systems Human BAC Library) com- 
plete sequence.//2.6e-40:313:84//AC005859 
R-MAMMA1001818 

R-MAMMA1001820//Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered pieces.//2.2e-45:340:82// 
AC004086 

R-MAMMA1001824//Homo sapiens clone DJ1107K15, WORKING DRAFT SEQUENCE, 8 unordered pieces.// 
1 .9e-53:291 :85//AC004966 

R-MAMMA1001836//HS_3164_B1_A02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l64 Col=3 Row=B, genomic survey sequence.//6.5e-08:79:89//AQ 185484 
R-MAMMA1001837//Homo sapiens chromosome 19, overlapping cosmids F18547, F11133, R27945, R28830 and 
R32804, complete sequence 7/8. 4e-55: 309 :85//AC003682 

R-MAMMA1001848//Homo sapiens PAC clone DJ0296G17 from Xq23, complete sequence7/1.6e-1 6: 125:90// 
AC006144 

R-MAMMA1001851//Genomic sequence from Human 9q34, WORKING DRAFT SEQUENCE, 2 unordered piec- 
es.//2.4e-50:516:74//AC002099 

R-MAMMA1001854//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-575C2, complete sequence7/1.7e- 
38:308:82//AC002425 

R-MAMMA1001858//Human Xqi3 3* end of PAC 92E23 containing the X inactivation transcipt (XIST) gene, com- 
plete sequence7/6.5e-50:283:86//U80460 

R-MAMMA1001864//Human Chromosome 15q26.1 PAC clone pDJ398g19, WORKING DRAFT SEQUENCE, 21 
unordered pieces 7/3. 4e-36:224:86//AC005 143 

R-nnnnnnnnnnnn//Plasmodium falciparum chromosome 2, section 54 of 73 of the complete sequence7/l .4e-H : 
495:63//AE001417 

R-MAMMA1001874//Human chromosome 1 BAC 308G1 genomic sequence, WORKING DRAFT SEQUENCE, 3 
unordered pieces. //3.2e-42:446:76//AC0031 17 

R-MAMMA1001878//Human DNA sequence from PAC 431 A1 4 on cnrombsome 6p21. Contains CYCLOPHILIN 
(PEPTIDYLPROLYL ISOMERASE) like and CIP1 (WAF1 , CDKNA1 , CDKN1 , MDA-6, SDI1 , PIC1 , CAP20) genes. 
Contains probable GTPase and receptor genes and ESTs, STSs and CpG islands 7/6. 9e-44:391 :78//Z85996 
R-MAMMA1001880//Human DNA sequence from fosmid F77D12 on chromosome 22qi2-qter contains ESTs, 
IRNA7/1 .3e-1 5:1 81 :76//Z82097 

R-MAMMA1001890//Homo sapiens Chromosome 16 BAC clone' CIT987-SKA-670B5 -complete genomic se- 
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quence, complete sequence7/1.7e-43:283:86//AC002303 

R-MAMMA1001907//Human DNA sequence SEQUENCING IN PROGRESS from clone 385E7, WORKING 
DRAFT SEQUENCE7/1 .4e-48:420:79//AL031 720 

R-nnnnnnnnnnnn//Saccharomyces cerevisiae chromosome IV cpsmid 9481 7/2. 9e-1 4:505 :60//U28373 
R-MAMMA1001931//Homo sapiens NACP/alpha-synuclein gene, allele AO, intron 4, partial sequence7/0.5i :162: 
63//AF041008 

R-MAMMA1 001 955//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 50O24, WORKING 
DRAFT SEQUENCE7/1 .4e-51 :422:79//AL034380 

R-MAMMA1001963//Homo sapiens clone HS19.3 Alu-Ya5 sequenc"e7/l .9e-3l :163:91//AF015149 
R-MAMMA1001969//Human DNA from chromosome 19 cosmid F19410, genomic sequence, complete se- 
quence.//8.7e-10:186:76//AC002128 

R-MAMMA1001970//Homo sapiens BAC clone BK085E05 from 22ql2,1-qter, complete sequence7/1 .0e-62:298: 
86//AC003071 

R-MAMMA1001992//Human Chromosome 15q26.1 PAC Clone pDJ460g16, WORKING DRAFT SEQUENCE, 3 
unordered pieces.//l .8e-44:525:72//AC004581 

R-MAMMA1 002009//Human DNA sequence *" SEQUENCING IN PROGRESS from clone 1 09G6, WORKING 
DRAFT SEQUENCE.//1 .4e-43:282:79//AL023879 
R-MAMMA1 002011 

R-MAMMA1 002032//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 469D22, WORKING 
DRAFT SEQUENCEV/1. 1e-39:310:84//AL031 284 

R-MAMMA1002033//Homo sapiens chromosome 5, Pac clone 162017 (LBNL H147), complete sequence7/2.5e- 
17:170:81//AC003954 

R-MAMMA1002041//Homo sapiens PAC clone DJ0728D04. complete sequence7/8.7e-79:296:85//AC004865 
R-MAMMA1002042//Human chromosome 16 BAC clone CIT987SK-A-962B4, complete sequence7/8.8e-46:386: 
80//U91318 

R-MAMMA1002047//Human chromosome 16 BAC clone C1T987SK-A-962B4, complete sequenced .9e-32:326: 
75//U91318 

R-MAMMA1002056//Homo sapiens chromosome 17, clone hRPK.506_H_21 , complete sequence7/6.6e-48:367: 
82//AC005962 

R-MAMMA1002058//Homo sapiens clone RG038K21, WORKING DRAFT SEQUENCE, 3 unordered piecesV/ 
0.25:139:69//AC005052 

R-MAMMA1002068//Homo Sapiens Chromosome X clone bWXDl7f, WORKING DRAFT SEQUENCE, 1 ordered 
pieces.//2.2e-45:406:78//AC004676 

R«MAMMA1002078//Homo sapiens chromosome 17, clone hRPK.401_O_9, complete sequence J/2 .3e-22:357: 
64//AC005291 

R-MAMMA1002082//Homo sapiens PAC clone 278C19 from I2q, complete sequence 7/2. 5e-38:304:82// 
AC004263 

R-M AMM A1 002084//Human DNA sequence "* SEQUENCING IN PROGRESS from clone 1 1 74N9, WORKING 
DRAFT SEQUENCE.//8.9e-41:319:83//AL031602 

R-MAMMA1002093//CIT-HSP-2060J9.TF CIT-HSP Homo sapiens genomic clone 2060J9, genomic survey se- 

quence7/9.7e-17:129:88//B69983 

R-MAMMA1002108 

R-MAMMA1002118//Human DNA sequence from cosmid E116C6. on chromosome 22 Contains ESTs, complete 
sequence.//0.94:168:64//Z73495 

R-MAMMA1002125//Homo sapiens chromosome 17, clone hRPK.63_A_i , complete sequence 7/4.8e-40:3i 3:83// 
AC005670 

R-MAMMA1002132//Homo sapiens PAC clone DJ1059M17 from 7q21-q31.1, complete sequence7/2.0e-70:461: 
83//AC004953 

R-MAMMA1002140//Human DNA sequence from PAC 465G10 on chromosome X contains Menkes Disease 
(ATP 7 A) putative Cu ++ -transporting P-type ATPase exons 2 to 21 , PGAM-B, ESTs7/1 .1e-32:477:73//Z94801 
R-MAMMA1 002143//Homo sapiens platelet-activating factor acetylhydrolase gene, promoter region and exon 1 7/ 
6.6e-06:130:73//AF027357 : : ' 

R-MAMMA1 0021 45//Human DNA sequence SEQUENCING IN PROGRESS ** # from clone 126A5, WORKING 
DRAFT SEQUENCE7/6.0e-19:242:73//AL031447 

R-MAMMA1 0021 53//*" SEQUENCING IN PROGRESS — Homo sapiens chromosome 4, BAC clone C0281 M1 7; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 3 unordered pieces7/2.le-51:291:75//AC006052 
R-MAMMA1002155//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 608E8, WORKING 
DRAFT SEQUENCE7/1 .2e-53:461:79//AL022343 
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R-MAMMA1002156//Homo sapiens PAC clone DJ130H16 from 22ql2.l-qter, complete sequence.//5.1e-37:305: 
82//AC004997 

R-MAMM A1 0021 58//Human DNA sequence from clone 1 049G1 6 on chromosome 20q1 2-1 3.2 Contains gene sim- 
ilar to GLUCOSAMINE-6-SULFATASE, a nuclear receptor coactivator gene, ESTs, STSs, GSSs, complete se- 

5 quence.//8.1e-34:296:8l//AL0344l8 

R-MAMMA1002170//Human DNA sequence from clone 1163J1 on chromosome 22q1 3.2-1 3.33. Contains the 3* 
part of a gene for the ortholog of mouse transmembrane receptor Celsn , a novel gene for a protein similar to C. 
elegans B0035.16 and bacterial tRNA (5-Methylaminomethyl-2-thiouridylate)-Methyltransferases, and the 3' part 
of a novel gene for a protein similar to mouse B99. Contains ESTs, GSSs and putative CpG islands, complete 

10 sequence.//7.9e-39:332:'82//AL031 588 

R«MAMMA1002174//Homo sapiens chromosome 10 clone GT987SK-1109P11, complete sequence7/4.4e-l2: 
189:72//AC005871 

R-MAMMA1002198//Homo sapiens clone DJ0800G07, complete sequence//l .1e-48:338:81//AC004890 
R-MAMMA1002209//Homo sapiens chromosome 17, clone hRPK.l56_L_l4, complete sequenceZ/1 .2e-23:269: 
15 74//AC005821 

R-MAMMA1 00221 5//Homo sapiens clone GS250N06, WORKING DRAFT SEQUENCE, 5 unordered pieces.// 
3.2e-12:243:68//AC005158 

R-MAMMA1 00221 9//Homo sapiens I2pl3.3 RPCI4-773N5 (Roswell Park Cancer Institute Human PAC library) 
complete sequence.//3.3e-45:295:88//AC004802 
20 R-MAMM A1 002230//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 423B22, WORKING 

DRAFT SEQUENCE.//7.3e-41:385:78//AL034379 

R-MAMMA1 002236//Rattus norvegicus initiation factor elF-2B gamma subunit (e!F-2B gamma) mRNA, complete 
cdS.//7.3e-45:363:79//U38253 

R-MAMMA1 002243//Homo sapiens chromosome 1 7, clone hRPK. 1 1 2_H_1 0, complete sequencey/2.8e-l 1 9:582: 
25 98//AC005666 

R-MAMMA1002250//Homo sapiens chromosome 16, P1 clone 109 : 9G (LANL), complete sequence.//4.7e-42:31 9: 
84//AC005600 

R-MAMMA1002267//Homo sapiens chromosome 17, clone hRPK.346_K_10, complete sequence//l .5e-33:571: 
67//AC005120 

30 R-MAMMA1002268//Mus musculus sphingosine kinase (SPHKIb) mRNA, complete cds7/2.3e-35:462:70// 

AF068749 

R-MAMMA1002269//345I17.TV CIT978SKA1 Homo sapiens genomic clone A-345117, genomic survey se- 
quence .//4.7e-05: 1 53:69//B1 5590 

R-MAMMA1002282//Human DNA sequence SEQUENCING IN PROGRESS — from clone 11 2K5. WORKING 
35 DRAFT SEQUENCE.//8.5e-37:467:71//Z85987 

R-MAMMA1002292//Hordeum vulgare lipoxygenase 2 (LoxC) mRNA, complete Cds7/0.074:1 78:61 //L37358 
R-MAMMA1002293//Homo sapiens chromosome 16, cosmid clone RT167 (LANL), complete sequence7/5.8e-26: 
355:71//AC005568 

R-MAMMA1002294//Homo sapiens chromosome 17, clone hRPC.lH0_E_20, complete sequencey/1 ,2e-35:28l : 
40 82//AC004231 

R-MAMMA1002297//Human DNA sequence from cosmid L174G8, Huntington's Disease Region, chromosome 
4p16.37/6.7e-48:381 :80//Z69375 

R-MAMMA1002298//Homo sapiens BAC clone RG208H19 from 7q11.23. complete sequence.//.8e-1 7:296:70// 
AC005074 

45 R-MAMMA1 002299//HSJ31 1 6_A2_F07_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3l16 CoI=14 Row=K, genomic survey sequence 7/4. 1e-60:354:91//AQ 140526 
R-MAMMA1 002308 

R-MAMMA1 00231 07/Human DNA sequence from cosmid B10B1 on chromosome 22 Contains ESTs, CA repeat 
and STS, complete sequence7/9.9e-35:283:83//Z73979 
so R-MAMMA1 002311 //Homo sapiens Xp22-150 BAC GSHB-309P15 (Genome Systems Human BAC Library) com- . 

plete sequence.//l .3e-86:503:90//AC00621 0 

R-MAMMA1 00231 2//H. sapiens gene encoding La autoantigen.//l :3e-23:382:67//X97869 
R-MAMMA1 00231 7//Human DNA sequence from clone 48G 12 on chromosome Xq27. 1-27.3. Contains STSs and 
GSSs, complete sequence.//l.3e-59:323:87//AL03l054 
55 R-MAMMA1 00231 9//Homo sapiens chromosome 19, fosmid 39347, complete sequence.//2.2e- 106:522:98// 

AC005756 

R-MAMMA1002322//Homo sapiens genomic DNA, chromosome 21 qll .1 , segment 13/28, WORKING DRAFT SE- 
OUENCE7/2.3e-48:452:76//AP000042 ' ' 
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R-MAMMA1002329//M.musculus mRNA for semaphorin B7/2.0e-12:210:73//X85991 

R-MAMMA1002332//Homo sapiens PAC clone DJ1139I01 from Xq23, complete sequence7/3.4e-46:393:71// 
AC004973 

R-MAMMA1002333//HS_3245_A1_B04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
5 nomic clone Plate=3245 Col=7 Row=C, genomic survey sequence7/3.le-2i :146:92//AQ205759 

R-MAMMA1002339//Human Chromosome 16 BAC clone CIT987SK-A-270G1 , complete sequence7/9.7e-39:310: 
79//AF001549 

R-MAMMA1002347//Homo sapiens I2q24.i PAC RPCI3-305I20 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequenceJ/1 .2e-46:443:76//AC006088 
10 R-MAMMA1002351//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 1059H1 5, WORK- 

ING DRAFT SEOUENCEy/1.1e-90:553:89//AL022100 

R-MAMMA1002352//Homo sapiens mRNA for leukemia associated gene 27/B.8e-81 :388:92//Yl5228 
R-MAMMA1002353//Homo sapiens 12q24 BAC RPCI11-162P23 (Roswell Park Cancer Institute Human BAC li- 
brary) complete sequence7/5.5e-35:302:80//AC002996 
is R-MAMMA1 002355//Human DNA sequence ••• SEQUENCING IN PROGRESS ••• from clone 222E1 3, WORKING 

DRAFT SEQUENCE7/5.4e-52:361 :76//Z93241 

R-MAMMA1002356//Homo sapiens chromosome 17, clone hRPC.842_A_23, complete sequence7/8.3e-28:187: 
91//AC004662 

R-MAMMA1002359//Human DNA sequence from cosmid L118D5, Huntington's Disease Region, chromosome 

20 4p1 6.3 contains CpG islands .//6.3e-47:297:85//2 68869 

R-MAMMA10023607/HS_2163_B2_C08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l63 CoI=16 Row=F, genomic survey sequence7/l.5e-20:374:66//AQ125213 
R-MAMMA1 002361 //Human DNA sequence SEQUENCING IN PROGRESS *** from clone 349A1 2, WORKING 
DRAFT SEQUENCE.//2.2e-35:264:85//AL033520 

25 R-MAMMA1002362//H.sapiens PEX gene.//1.8e-40:243:86//Y10196 

R-MAMMA1002380//RPCI11-73J4.TJ RPCI11 Homo sapiens genomic clone R-73J4, genomic survey sequenceV/ 
1.7e-38:295:77//AQ268168 

R-MAMMA1002384//Homo sapiens I2ql3.l PAC RPC11-228P16 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence7/2.5e-37:311 :81//AC004801 
30 R-MAMMA1 002385 

R-MAMMA1002392//Human BAC Clone RG066D11 from 7q22, complete sequence//2.0e-37:365:77//AC002430 
R-MAMMA1 00241 1//Human DNA sequence # " SEQUENCING IN PROGRESS from clone 64K7, WORKING 
DRAFT SEQUENCE.//9.4e-22:496:65//AL031 668 

R-MAMMA1 00241 3//Homo sapient 12q24.2 PAC RPCI1-157K6 (Roswell Park Cancer Institute Human PAC li- 
35 brary) complete sequence7/2.3e-l5:l53:77//AC005l46 

R-MAMMA1 00241 7//Human DNA sequence from PAC 426I6 on chromosome 1p34.1-1p35. Contains NIPP-1-like 
gene a nuclear inhibitor of protein phosphatase-1, ESTs, and a CA repeat V/i.8e-23: 508 :62//AL020997 
R-MAMMA1002427//Human Chromosome 16 BAC clone CIT987SK-A-363E6, complete sequence 7/2.5e-37:288: 
84//U91321 

40 R-MAMMA1 002428//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 1 1 85N5, WORKING 

DRAFT SEQUENCE.//6.0e-05:130:75//AL034423 

R-MAMMA1002434//Homo sapiens DNA sequence from PAC 380E11 on chromosome 6p22.3-p24. Contains 
HB15 gene, ESTs, CA repeat. STS and GSS7/4.8e-18:205:78//AL022396 

R-MAMMA1 002446//CIT-HSP-2021 L1 4.TR CIT-HSP Homo sapiens genomic clone 2021 L1 4, genomic survey se- 
45 quence.//4.6e-41:387:72//B65379 

R-MAMMA1002454//Homo sapiens chromosome 19, cosmid F23259, complete sequence7/l.2e-67:49l:82// 
AC005512 

R-MAMMA1002461//Homo sapiens PAC clone 166H1 from 12q, complete sequence7/1 .4e-28:188:85//AC003982 
R-MAMMA1002470//Saccharomyces cerevisiae chromosome VIII cosmid 92057/6.3e-09:280:61//Ul0556 
50 R-MAMMA1002475//Human DNA sequence from PAC 306D1 on chromosome X contains ESTs7/l.5e-25:310: 

74//Z83822 

R-MAMMA1002480//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered piecesV/ 
1 .2e-98:533:93//AC005077 

R-MAMMA1002485//Homo sapiens StanniocalCin-2 (STC-2) mRNA, complete Cds7/2.7e-114:560:97//AF055460 
55 R-MAMMA1002494//Human DNA sequence from cosmid L174G8, Huntington's Disease Region, chromosome 

4p1 6.37/2. 1e-46:329:84//Z69375 

R-MAMMA1002498//RatmRNAy/0.0068:223:64//M59859 

R-MAMMA1002524//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 
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DRAFT SEQUENCE, 5 unordered pieces.//0.012:460:60//AC005139 

R-MAMMA10025307/Homo sapiens cytosolic phospholipase A2 gamma (CPLA2 gamma) mRNA, complete cds7/ 
1.2e-101:529:95//AF065214 

R-MAMMA1002545//Homo sapiens ribosomal protein s4 Y isoform gene, complete cds.//6.6e-50:47i:77// 
AF041427 

R-MAMMA1002554//Homo sapiens chromosome 4 clone B227H22 map 4q25, complete sequence7/5.7e-38:279: 
84//AC004056 

R-MAMMA1002555//Homo sapiens chromosome 10 clone CIT-HSP-1255F20 map I0pn.2-I0pl2.l, complete 
sequence7/9.6e-l3:237:67//AC005878 

R-MAMMA1002566//ClfBI-E1-2509P21.TR CITBI-E1 Homo sapiens genomic clone 2509P21, genomic survey 
sequence.//9.7e-14:216:73//AQ261427 

R-MAMMA1002571//CITBI-E1-2516L21.TF CITBI-E1 Homo sapiens genomic clone 2516L21, genomic survey 
sequence.//4.6e-25: 1 42:99//AQ279542 

R-MAMMA1002573//Human DNAsequence*** SEQUENCING IN PROGRESS *** from clone 81 1H1 3, WORKING 
DRAFT SEQUENCE7/1 .1e-30:250:82//AL023805 

R-M AMM A1 002585//Rabbit angiotensin-converting enzyme (ACE) gene, 5* end.//1.0:196:61//M58580 
R-MAMMA1002590//H.sapiens CpG island DNA genomic Mse1 fragment, clone 8d5. forward read Cpg8d5.f1g7/ 
1.0:114:64//Z63758 

R-MAMMA1002597//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 11 03G7, WORKING 
DRAFT SEQUENCE7/9.0e-96:459:98//AL034548 

R-MAMMA1002598//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 120G22, WORK- 
ING DRAFTSEQUENCE7/0.79:362:58//AL031 847 

R-MAMMA1002603//Homo sapiens chromosome 17, clone hRPK.2l4_C_8, complete sequence7/1.3e-46:333: 
80//AC005803 

R-M AMM A1 00261 2//Hu man DNA sequence *** SEQUENCING IN PROGRESS *** from clone 269M15, WORK- 
ING DRAFT SE0UENCE7/7.4e-41 : 283 :86//AL02 1395 

R-M AMM A1 00261 7//Human DNA sequence"* SEQUENCING IN PROGRESS*** from clone 591 N1 8, WORKING 
DRAFT SEQUENCE.//1 .7e-20:308:71//AL031 594 

R-M AMMA1 00261 8//Homo sapiens clone RG122E10, complete sequenceV/1 .2e-3l :230:76//AC005067 
R-M AMMA1 00261 9//Homo sapiens chromosome 21 PAC RPCIP704E 1 41 35Q27/9.0e-11 3:551 :98//AJ01 0598 
R-MAMMA1002622//Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence7/2.8e-43:324: 
83//AC004050 

R-MAMMA1002623//Homo sapiens chromosome 1 7, clone hRPC.1171_M0, complete sequence7/2.7e-80:344: 
84//AC004687 

R-M AMMA1 002625//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 056L3, WORKING 
DRAFT SEQUENCE.//2.6e-34:391:72//AL031 727 

R-MAMMA1002629//Human DNA from overlapping chromosome 1 9-specific cosmids R32543,, and F1 561 3 con- 
taining ZNF gene family member, genomic sequence, complete sequence.//5.5e-58:346:8l//AC003006 
R-MAMMA1002636//Homo sapiens clone DJ0810E06, WORKING DRAFT SEQUENCE, 8 unordered pieces.// 
1 .le-52:285:92//AC004895 

R-MAMMA1002637//Mus musculus kinesin light chain 2 (Klc2) mRNA, complete cds JI2. le- 13:359: 64// AF055666 
R-MAMMA1002646//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 394I7, WORKING 
DRAFT SEQUENCE.//2.5e-24:285:68//AL023585 

R-MAMMA1002650//Human IGF-II gene exon 2 for insulin-like growth factor II located on chromosome 11 7/0.64: 
237:61//X03424 

R-MAMMA1002655//Homo sapiens mini satellite cebl repeat region7/0.l8:152:65//AF048727 
R-MAMMA1002662//Homo sapiens clone DJ0739M23, complete sequence7/2.5e-46:370:82//AC004870 
R-MAMMA1002665//Human DNA sequence from PAC 435C23 on chromosome X. Contains ESTs7/7.4e-55:298: 
92//Z92844 

R-MAMMA1002671//RPCI11-45M10TK RPCI11 Homo sapiens genomic clone R-45M10, genomic survey se- 
quence7/0.99:151:66//AQ194411 

R-MAMMA1002673//Homo sapiens DNA sequence from PAC 454M7 on chromosome Xq25-26.3. Contains the 
OCRL1 gene for Lowe Oculocerebrorenal Syndrome protein OCRL-1 . Contains ESTs, STSs and GSSs, complete 
sequence.//3.1e-38:410:76//AL022162 

R-MAMMA1002684//Homo sapiens mRNA for KIAA0214 protein, complete cds7/1 .4e-1 07:544 :96//D86987 
R-MAMMA1002685//HS_2052_A1 JH02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2052 Col=3 Row=0, genomic survey seque'nce.//l .2e-23:255:75//AQ23i087 
R-MAMMA1002698//Homo sapiens Xp22-132-134 BAC GSHB-590J15 (Genome Systems Human BAC library) 
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complete sequence7/1 .1e-38:299:83//AC004673 

R-MAMM A1002699//Mus musculus intersectin-EH binding protein Ibp1 mRNA, partial cds 7/3.3e-05:6 1:93// 
AF057285 

R-MAMMA1002701//Homo sapiens gene for AF-6, complete cds7/3.5e-39:317:81//AB011399 
R-MAMMA1002708//Homo sapiens I2pi3.3 PAC RPCI5-977L1 (Roswell Park Cancer Institute Human PAC li- 
brary) complete sequence7/0.26:365:62//AC005293 

R-MAMMA1002711//Homo sapiens Chromosome 21 PAC LLNLP704Fl8108Ql37/2.5e-31:304:77//AJ006995 
R-MAMMA1 002721?/Human DNA sequence SEQUENCING IN PROGRESS from clone 473B4, WORKING 
DRAFT SEQUENCE7/2.<3e-40:279:87//Z83826 

R-MAMMA1002727//Plasmodium falciparum 3D7 chromosome 12 PFYAC588 genomic sequence, WORKING 
DRAFT SEQUENCE, 2 unordered pieces7/0.45:1 83:64//AC00471 0 . 

R-MAMMA1002728//Human Chromosome 11 Overlapping Cpsmids cSRL72g7 and cSRLi40b8, complete se- 
quence7/1.le-42:410:74//AC002037 

R-MAMMA1002744//Human chromosome 8 BAC clone CIT987SK-2A8 complete sequence 7/1 .6e- 19:473:63// 
U96629 

R-MAMMA1 002746//Homo sapiens chromosome 1 7, clone hRPK.1 36 J-M 9, complete sequence7/2.2e-i 08:544: 
97//AC005856 

R-MAMM Al002748//Homo sapiens 3p22 Contig 7 PAC RPCI4-672N11 (Roswell Park Cancer Institute Human 
PAC Library) complete sequence7/5.9e-1 06:551 :95//AC006055 

R-MAMMA1002754//Homo sapiens clone GS259H13, WORKING DRAFT SEQUENCE, 4 unordered pieces7/ 
1 .7e-34:305:79//AC005020 

R-MAMMA1002758//Homo sapiens ccr2b (ccr2), ccr2a (ccr2), ccr5 (ccr5) and ccr6 (ccr6) genes, complete cds, 
and lactoferrin (lactoferrin) gene, partial cds, complete Sequence7/O.000l4:l30:74//U95626 
R-MAMMA1002764//Homo sapiens chromosome 19, cosmid R33632, complete sequence7/8.7e-l0:l 18:81// 
AC005781 

R-MAMMA1002765//Homo sapiens chromosome 19, cosmid F20900, complete sequence7/1.2e-31:290:78// 
AC006128 

R-MAMMA1002769//Human DNA sequence from PAC 36J3, between markers DXS1192 and DXS102 on chro- 
mosome X 7/0. 94:260 :62//Z82975 

R-MAMMA1002780//Human DNA sequence SEQUENCING IN PROGRESS from clone 620E11 , WORKING 
DRAFT SEQUENCE7/2.6e-21 : 529 :62//AL03 1667 

R-MAMM A1 002782//Human DNA sequence " # SEQUENCING IN PROGRESS from clone 1 99H1 6, WORKING 
DRAFT SEQUENCE7/2.8e-30:234:72//AL022320 

R-MAMMA1002796//Human DNA sequence " # SEQUENCING IN PROGRESS from clone 237J2, WORKING 
DRAFT SEQUENCE7/1 .0:155:66//AL021394 

R-MAMM A1 002807//Human DNA sequence from BAC 941 F9 on chromosome 22qli .2-qter. Contains ESTs, STSs 
and 3' part of FIBULIN-1 D PRECURSOR like gene, part of a Brain Protein E46 like gene and a CpG island, 
complete sequence 7/5. 0e-42:443:75//Z9533l 

R-MAMMA1002820//345M16.TVB CIT978SKA1 Homo sapiens genomic clone A-345M16, genomic survey se- 
quence7/1 .3e-1 4:95:87//B1 7487 

R-MAMMA1002830//Human PAC clone DJ515N1 from 22ql1.2-q22, complete sequence7/4.1 e-20:223:74// 
AC002073 

R-MAMMA1002833//Homo sapiens Xp22 bins 3-5 PAC RPCI4-61 7A9 (Roswell Park Cancer Institute Human PAC 
Library) containing Arylsulfatase D and E genes, complete sequence7/l.8e-37:295:84//AC005295 
R-MAMM A1 002835 

R-MAMM Al002838//Human gene hY3 encoding a cytoplasmic Ro RNA//4.4e-l4:l08:92//V00585 
R-MAMMA1002842//CIT-HSP-2017022.TRB CIT-HSP Homo sapiens genomic clone 2017022, genomic survey 
sequence7/5.2e-43:168:85//B67141 

R-MAMMA1002843//Homo sapiens clone GS051M12, complete sequence7/8.7e-44:525:71//AC005007 
R-MAMM A1 002844 

R-MAMMA1002858//H.sapiens ERF-1 mRNA 3' end7/2.8e-99:361 :91//X79067 

R-MAMMA1002868//Homo sapiens clone DJ0852O24, WORKING DRAFT SEQUENCE, 2 unordered pieces7/ 
9.6e-39:288:81//AC004906 

R-MAMM A1002871//Homo sapiens BAC clone NH0539B24 from 7p15.1-p14, complete sequence 7/0.0022:490: 
57//AC006044 . ' /<{ :, i}kf 

R-MAMM A1 002880//Homo sapiens Xp22 Bins 35-37 BAC GSHB-21 4D1 8 (Genome Systems Human BAC Library) 
complete sequence7/1.3e-09:143:76//AC005296 

R-MAMM A1 002881//Human thymopoietin (TMPO) gene, partial exon'6, complete exon 7, partial exon 8, and partial 
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cds for thymopoietin beta.//5.le-41 :264:87//U 18271 

R-MAMMA1002886//Homo sapiens DNA sequence from PAC 168L15 on chromosome 6q26-27. Contains RSK3 
gene, ribosomal protein S6 kinase, EST, GSS. STS. CpG island, complete sequence 7/4 ,7e-32:216:90//AL022069 
R-M AMM A1 002887 
R-M AMM A1 002890 
3.4e-49:376:81//AG006257 

R-MAMMA1002892//Homo sapiens PAC clone DJ0765G07 from 7qll, complete sequence7/6.0e-60:344:79// 
AC004881 

R-MAMMA1002895//RPCI11-90K13.TV RPCI11 Homo sapiens genomic Clone R-90K13, genomic survey se- 
quence V/2. 1 e-34:300:77//AQ283502 

R-MAMMA1002908//Human Chromosome X, complete sequence .//4.2e-39:297:85//AC004070 

R-M AMM A1 002909//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0442P 12; 

HTGS phase 1 , WORKING DRAFT SEQUENCE, 5 unordered pieces.//3.4e-23:344:74//AC005798 

R-M AMM A1 002930//Homo sapiens PAC clone DJ1 048B1 6 from 7q34-q36, complete sequence.//5.2e-39:261 :88// 

AC006019 

R-MAMMA1002938//C.pasteurianum gap gene7/1.0:343:59//X72219 

R-MAMMA1002941//Homo sapiens chromosome 17, clone hRPK.346_K_10, complete sequence7/6.3e-88:556: 

87//AC006120 

R-M AMM A1 002947 

0.48:156:69//AC005469 

R-MAMMA1002964//Human DNA sequence from PAC 426l6on chromosome Ip34.i-ip35. Contains NIPP-1 -like 
gene a nuclear inhibitor of protein phosphatase-1 , ESTs, and a CA repeat.//l.2e-39:473:73//AL020997 
R-MAMMA1002970//Homo sapiens chromosome 5, P1 clone 793c5 (LBNL H57), complete sequence7/4.7e-47: 
420:77//AC005200 

R-MAMMA1002972//alpha 1 syntrophin [human, mRNA Partial, '1771 nt] 7/0.97:305:62//S81737 
R-MAMMA1002973//Hurnan DNA sequence from cosmid V21 0E9, between markers DXS366 and DXS87 on chro- 
mosome X7/2.6e-35:256:85//Z70280 
R-M AMM A1 002982 1 .0e-27:110:85//AG005524 

R-MAMMA1002987//Homo sapiens PAC clone DJ1086D14, complete sequ e nee 7/1 .4e-28:527:66//AC 004460 
R-MAMMA1003003//Homo sapiens chromosome 10 clone CRI-JC2059 map 10q24.1-10q24.2, WORKING 
DRAFT SEQUENCE, 1 ordered pieces7/7.9e-48:41 8:78//AC0061 09 ' 
R-M AMM A1 003004//, complete sequence7/2.0e-1 2:442 :61//AC005406 

R-MAMMA1003007//Homo sapiens chromosome 10 clone CRI-JC2059 map 10q24.1-10q24.2, WORKING 
DRAFT SEQUENCE, 1 ordered pieces7/1 .7e-48:293:91//AC006109 

R-MAMMA1 00301 1//A-306G8.TPCIT978SK Homo sapiens genomic clone A-306G8, genomic survey sequence 7/ 
0.45: 168:64//B1 8092 

R-M AMM A1 00301 5//Homo sapiens chromosome 5p, BAC clone 50g2i (LBNL H154), complete sequence7/2.9e- 
44:399:77//AC005740 

R-MAMMA1003019//RPCM1-9J9.TV RPCl-11 Homo sapiens genomic clone RPCI-11-9J9, genomic survey se- 
quence7/2.7e-14:294:68//B71583 

R-MAMMA1003026//HS_2166_B2_C12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l66 Col=24 Row=F, genomic survey Sequence7/0.021:189:64//AQ1 25639 
R-M AMMA1 003031//Homo sapiens chromosome 5. BAC clone 31 9C1 7 (LBNL H1 59), complete sequenced 8e- 
98:525:95//AC005214 

R-MAMMA1003035//Homo sapiens I2ql3.l Cosmid C174F5 (Lawrence Livermore LL12NC01 or LL12NC02 hu- 
man cosmid libraries) complete sequence7/6.7e-06:297:63//AC004550 

R-MAMMA1003039//RPCI11-56J17.TJ RPCI11 Homo sapiens genomic clone R-56J17. genomic survey se- 
quence7/0.21 :375:59//AQ081 889 

R-MAMMA1003040//Human DNA sequence from cosmid L108M2, Huntington's Disease Region, chromosome 
4p1 6.37/2.7e-29:298:67//Z49235 

R-MAMMA1003044//Homo sapiens chromosome 19. cosmid R30676, complete sequence7/2.9e-1 4:1 13:91// 
AC004560 

R-M AMM A1 003047 " ' 

R-M AMM A1 003049 ' 

R-M AMM A1 003055//Human DNA sequence *** SEQU ENCING IN PROGRESS *** from clone 377F1 6, WORKING 
DRAFT SEQUENCE7/2.3e-45:31 7:86//Z93783 

R-MAMMA1003056//Homo sapiens chromosome 19, cosmid R34275, complete sequence7/1 .0:229:63// 
AC005305 
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R-MAMMA1003057//M.domesticus MD6 mRNA 7/6 .2e-42: 326 :82//X54352 

R-MAMMA1 003066//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 473B4, WORKING 
DRAFT SEQUENCE7/3.1e-49:299:87//Z83826 

R-MAMMA1 003089//Horno sapiens BAC clone RG298G08 from 7p1 5-p21 , complete sequence7/2.7e-30:520:67// 
AC005084 

R-MAMMA1003099//RPCI11-8N9.TP RPCI-11 Homo sapiens genomic clone RPCI-11-8N9. genomic survey se- 
quence.//4.2e-44:338:82//B71 494 

R-MAMMA1003104//Mus musculus rostral cerebellar malformation protein (rem) mRNA, complete cds7/3.4e-48: 
423:79//U72634 

R-MAMMA1003113//Homo sapiens Chromosome 12p13.3 Clone RPCM1 -433J6, WORKING DRAFT SEQUENCE, 
1 00 unordered pieces.//4.8e-1 1 4:567:97//AC006087 

R-MAMMA1 0031 27//Human DNA sequence ••• SEQUENCING IN PROGRESS *** from clone 250D1 0, WORKING 
DRAFT SEQUENCE7/1.4e-34:283:83//Z99716 

R-MAMMA1003135//P.knowlesi Mbn-cutting sites in lambda KBS507/0.010:243:62//M38776 
R-MAMMA1003140//Homo sapiens chromosome 17, clone HCIT87G17, complete sequence 7/6. 7e-34:28t8:8l// 
AC003663 

R-MAMMA1003146//Saccharomyces douglasii mitochondrial cytochrome c oxidase subunit I (COXI) gene, com- 
plete cds7/4.8e-08:438:59//M97514 

R-nnnnnnnnnnnn//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 598F2, WORKING 
DRAFT S EQU ENC E 7/1 .7e-63: 1 49:94//AL021 579 

R-MAMMA1 003166//HS_3126_A1_B01__MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3128 Coi=l Row=C, genomic survey sequence7/3.0e-1 7:261 :70//AQ1 40766 
R-NT2RM2002580//Homo sapiens clone 24781 mRNA sequence7/2.6e-111 :593:94//AF070640 
R-NT2RM4000024 

R-NT2RM4000027//Homo sapiens PAC clone DJ1194E14 from 7p2l, complete sequence7/0.026:476:56// 
AC004993 

R-NT2RM4000030//Mus musculus musculus sex determining protein (Sry) gene, complete cds 7/0. 00044:378:59// 
U70653 

R-NT2RM4000046//M.mulatta MHC DR beta 6 gene encoding major histocompatibility complex7/0.27: 130:64// 
Z26239 

R-NT2RM4000061 

R-NT2RM4000085//Homo sapiens Clone 24700 unknown mRNA, partial cds7/7.2e-112:550:97//AF070639 
R-NT2RM4000086//RPCM1-6J23TV RPCI-11 Homo sapiens genomic clone RPCI-11-6J23. genomic survey se- 
quence7/7.2e-1 8:277:71 //B49463 

R-NT2RM4000104//Frubripes GSS sequence, clone 063Kl0aG5, genomic survey sequence7/3.6e-08:287:61// 
Z88817 

R-NT2RM40001 39//Homo sapiens chromosome 16, cosmid clone 330D11 (LAN L), complete sequence 7/9 .4e-08: . 

336:65//AC005199 

R-NT2RM4000155 

R-NT2RM4000156//Homo sapiens chromosome 17, clone hRPK.136_H_19, complete sequence 7/3 .4e-23:335: 
72//AC005856 

R-nnnnnnnnnnnn//Mouse kif4 mRNA for microtubule-based motor protein KIF4, complete Cds7/1 .6e-87:55i :87// 
D12646 

R-NT2RM4000169//Human ribosomal protein L37a mRNA sequence7/5.9e-14:122:88//L22154 
R-NT2RM4000191 

R-NT2RM4000197//HS - 3241_A2_H05^IV1R CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3241 CoI=10 Row=0, genomic survey sequence 7/2.8e-86:430:97//AQ2068l 2 
R-NT2RM4000199//Mus musculus Yp BAC GSMB-368G7 (Genome Systems Mouse BAC Library) complete se- 
quence7/0.0047: 1 93:63//AC006056 
R-NT2RM4000200 

R-NT2RM4000202//Homo sapiens chromosome 16, cosmid clone 378E2 (LANL), complete sequence7/2.le-40: 
334:76//AC004035 

R-NT2RM4000210//Homo sapiens mRNA for KIAA0712 protein, complete cds7/5.2e-102:546:94//AB018255 
R-NT2RM4000215 

R-nnnnnnnnnnnn//Homo sapiens chromosome 10 clone CIT987SK-1144G6 map 10q25.1 . complete sequence7/ 
2.1e-55:303:85//AC005383 

R-NT2RM4000233//Struthio camelus microsatellite sequence OSM 77/l.2e-07:198:67//AF003735 
R-NT2RM4000244//Homo sapiens chromosome 19, BAC CIT-B-393i15 (BC301323). complete sequence7/1 .7e- 
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49:322:88//AC006116 

R-NT2RM4000251//Homo sapiens Chromosome 22qli .2 BAG Clone 72f8 In DGCR Region, complete sequenceV/ 
0.97:1B4:66//AC000085 

R-NT2RM4000265//Human PAC clone DJ073F11 from Xq23, complete sequence V/6.2e-66:552:78//AC000055 
5 R-NT2RM4000290//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 394I7, WORKING 

DRAFT SEQUENCE7/1 .4e-05:229:65//AL023585 
R-NT2RM4000324 

R-NT2RM4000327//Human DNA sequence *** SEQUENCING IN PROGRESS ••• from clone 75N14, WORKING 
DRAFT SEQUENCE 7/3'3e-42:443:75//Z97 199 
10 R-NT2RM4000344//Homo sapiens clone DJ0309D19, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 

6.4e-64:433:84//AC004826 

R-NT2RM4000349//Human mRNA for KIAA0005 gene, complete Cds7/7.7e-11 :210:69//D 13630 
R-NT2RM4000354//Caenorhabditis elegans cosmid T14A8.//0.084:257:607/U50066 
R-NT2RM4000356 

15 R-NT2RM4000366//Homo sapiens mRNA for KIAA0642 protein, partial cdS.//8.7e-112:577:95//AB014542 

R-NT2RM400036B 
1 .6e-48:348:85//AG006257 

R-NT2RM4000386//Rat mRNA for growth potentiating factor, complete cds7/4.4e-35:141 :87//D421 48 
R-NT2RM4000395//RPCI11-8N9.TP RPCI-11 Homo sapiens genomic clone RPCI-11-8N9, genomic survey se- 
20 quence.//1 .4e-25:207:75//871494 

R-NT2RM4000414//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 228H13, WORKING 
DRAFT SEQUENCE V/7.1 e-1 7:492:64//AL031 985 

R-NT2RM4000421//RPCI1 1 -66B1 TK RPC1 1 1 Homo sapiens genomic clone R-66B1 , genomic survey sequence.// 
1 .8e-40:31 1 :82//AQ241 1 67 

25 R-NT2RM4000425//Homo sapiens chromosome Xp22-135-136 clone GSHB-56711, WORKING DRAFT SE- 

QUENCE, 35 unordered pieces.//2.5e-47:316:87//AC005867 ; 

R-NT2RM4000433//Mus musculus retinoic acid-responsive protein (Stra6) mRNA, complete cds7/1.6e-17:133: 

78//AF06?476 

R-NT2RM4000457 

30 R-NT2RM4000471//Homo sapiens mRNA for putative tRNA splicing protein, partiaiy/4.6e-113:559:96//AJ010952 

R-NT2RM4000486//Homo sapiens mRNA, complete cds, clone:RES4-22C.//0.0001 5:1 70:67// AB000461 
R-NT2RM4000496 

R-NT2RM4000511//Rat troponin T cardiac isoform gene, complete cds.//0.21 :290:58//M80829 
R-NT2RM4000514//CIT-HSP-2169K4.TR CIT-HSP Homo sapiens genomic clone 2169K4, genomic survey se- 
35 quenceY/1.5e-20:150:89//B95717 

R-nnnnnnnnnnnn//HS-1024-B2-G01-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 803 Col=2 Row=N, genomic survey sequence.//6.3e-10:74:98//B34556 
R-NT2RM4000520//Caenorhabditis elegans cosmid F36H12.//0.15:406:61//AF078790 
R-NT2RM4000531 

40 R-NT2RM4000532//Plasmodium falciparum chromosome 2, section 28 of 73 of the complete sequenceY/1 .0:119: 

66//AE001391 

R-NT2RM4000534//paramecium species 4.5ier mt dna dimer: replication init. region, clone 2.//9.8e-05:326:60// 
K00909 

R-NT2RM4000585//HS_3252_A2_G08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=3252 CoI=16 Row=M, genomic survey sequence 7/1 .9e-69:376:93//AQ2l9890 

R-NT2RM4000590//CIT-HSP-539O24.TV CIT-HSP Homo sapiens genomic clone 539024, genomic survey se- 
quenceV/1 .7e-38:226:93//B50657 

R-NT2RM4000595//Human Chromosome X clone bWXD342, complete sequence 7/1 .0:239:61 //AC004072 
R-NT2RM4000603//RPCI11-49P13.TK RPCI11 Homo sapiens genomic clone R-49P13, genomic survey se- 
50 quence.//0.77:139:64//AQ051950 

R-nnnnnnnnnnnn . % . 

R-NT2RM4000616//HS„3107_A2_B03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3i07 Col=6 Row=C, genomic survey sequehce7/l .3e-54:272:99//AQ2 10034 
R-NT2RM4000674 

55 R-NT2RM4000689//Mus musculus pericentrin mRNA, complete Cds7/3.5e-70:551 :80//U05823 

R-NT2RM4000698 . ; . . 

R-nnnnnnnnnnnn 

R-NT2RM4000712//Homo sapiens clone NH0512E16. complete sequence7/0.54:294:58//AC005039 
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R-NT2RM4000717//Plasmodium falciparum MAL3P8, complete sequence.//0.050:387:58//AL034560 
R-NT2RM4000733//Human DNA sequence SEQUENCING IN PROGRESS * M from clone 423B22, WORKING 
DRAFT SEQUENCE7/1.0e-107:566:95//AL034379 

R-NT2RM4000734//Homo sapiens mRNA for KIAA0760 protein, partial cds.//1 .1e-103:536:95//AB01B303 
5 R-NT2RM4000741//CIT-HSP-2294N4.TR CIT-HSP Homo sapiens genomic clone 2294N4, genomic survey se- 

quence.//5.2e-41 :244:93//AQ006361 

R-NT2RM4000751//Human DNA sequence *" SEQUENCING IN PROGRESS "* from clone 537K23, WORKING 
DRAFT SEQUENCE.//2.7e-28:416:67//AL034405 

R-NT2RM4000764//Human HepG2 3' region Mbol cDNA, clone hmd3g0lm37/2.le-33:199:96//D17217 
io R-NT2RM4000778//Horho sapiens Xp22 BAC 620F15 (Genome Systems BAC library) complete sequence.// 

0.00060:241 :62//AC002980 

R-NT2RM4000779//Homo sapiens mRNA for KIAA0451 protein, complete cds7/2.9e-104:546:94//AB007920 
R-NT2RM4000787//Homo sapiens, clone hRPK.3_A_1 , complete sequence7/5.3e-32:321 :77//AC006198 
R-NT2RM4000790//Homo sapiens chromosome 19, cosmid R27216, complete sequence7/1.9e-l 11:552:97// 
is AC005306 

R-NT2RM4000795//Homo sapiens Chromosome 1 7pl 3 Cosmid Clone cos39, complete sequence.//0.74:364:57// 
U58675 

R-NT2RM4000796//Homo sapiens full-length insert cDNA clone ZD62D10V/2.7e-1 05:51 0:98//AF086348 
R-NT2RM4000798//Human polymorphic epithelial mucin core protein mRNA, 3' endY/7.7e-27:158:96//M21868 
20 R-NT2RM4000813 

R-NT2RM4000820//, complete sequence.//2.0e-104:432:97//AC005406 

R-NT2RM4000833//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MXI22, complete sequence.// 
2.0e-O7:166:68//AB012248 

R-NT2RM4000848//Rabies virus matrix (M) protein mRNA, complete cds Y/0.073 : 70: 84//M2201 3 
25 R-NT2RM4000B52//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces7/1 .0:237:62//AC004709 ' 
R-NT2RM4000855 

R-nnnnnnnnnnnn//HS_3i 89_B2_B08_T7 ClT Approved Human Genomic Sperm Library D Homo sapiens genom- 
ic clone Plate=3189 Col=16 Row=D, genomic survey sequence.//2.le-06:114:73//AQ300597 
30 R-NT2RM4000895//Pan troglodytes HSl9.8-similar locus and Y Atu element, genomic survey sequenceY/3.8e- 

46:207:91//AF077058 

R-NT2RM4000950//Human BAC clone RG341D10 from 7p15-p21 , complete sequenceV/1 .0: 336 :60//AC 002530 
R-NT2RM4000971//Human Xq28 cosmids U126G1, U142F2, U69B6, U145C10, U169A5, U84H1, U24D12, 
U80A7, U153E6, L35485, and R7-163A8 containing iduronate 2-sulfatase gene and pseudogene, complete se« 
35 quence.//7.1e-09:259:64//AF0118B9 
R-NT2RM4000979 

R-NT2RM4000996//HS_3164_A1_E02_T7 ClT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3i64 Col=3 Row=i, genomic survey sequence.//2.0e-82:443:94//AQi4i622 
R-NT2RM4001002//Homo sapiens mRNA for KIAA0729 protein, partial cds.//1.2e-112:545:97//AB018272 
40 R-NT2RM4001016//Homo sapiens mRNA for KIAA0639 protein, partial cds.//7.9e-113:556:97//AB014539 

R-NT2RM4001032//Homo sapiens Surf-5 and Surf-6 genes 7/1 .2e-l0:120:82//AJ224639 
R-NT2RM4001 047//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 163G9, WORKING 
DRAFT SEQUENCE V/1 ,0:158:67//AL008733 

R-NT2RM4001054//CIT-HSP-2292N8.TR CIT-HSP Homo sapiens genomic clone 2292N8, genomic survey se- 
« quence.//5.8e-19:118:97//AQ004096 

R-nnnnnnnnnnnn//Mouse DNA with homology to EBV IR3 repeat, segment 1, clone Mu27/1 .0e-05:27l :64// 
M 10296 

R-NT2RM4001 092//CITBI-E1 -2524J20.TR CITBI-E1 Homo sapiens genomic clone 2524J20, genomic survey se- 
quence.//1 .0:186:63//AQ277294 
50 R-NT2RM4001116 

R-NT2RM4001140//Homo sapiens PAC clone DJ0964C11 from 7p14-p15. complete sequence7/3.6e-79:468:90// 
AC004593 

R-NT2RM4001151//HS_2270_B1_E05_MF ClT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2270 Col=9 Row=J, genomic survey sequence7/5.5e-62:3l2:98//AQ1 63739 
55 R-NT2RM4001155//Homo sapiens chromosome 12pl3.3 clone RPCI4-816N1 , WORKING DRAFT SEQUENCE, 

31 unordered pieces7/1.4e-107:536:97//AC005841 

R-NT2RM4001160//HS_3015_B1_H10_T7 ClT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3015 Col=19 Row=P, genomic survey sequence7/7.1e-35:201:95//AQ 118712 



1973 



EP 1 074 617 A2 



R-NT2RM4001187//X.laevis xUBFbeta2 mRNA for upstream binding factor 17/0.01 9:1 77:63//X57201 
R-NT2RM4001191//HS_3002_A1_F05Jv1F CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3002 Col=9 Row=K, genomic survey sequence.//3.9e-33:230:75//AO088791 
R-NT2RM4001200//Homo sapiens full-length insert cDNA clone YL35H037/7.5e-69:335:99//AF085857 

5 R-NT2RM4001203 
R-NT2RM4001204 
R-NT2RM4001217 
R-NT2RM4001256 
R-NT2RM4001258 

10 R-NT2RM4001309 

R-NT2RM4001313//Homo sapiens 12q24.1 PAC RPCI1-71H24 (Roswell Park Cancer Institute Human PAC li- 
brary) complete sequence7/0.00055:l83:63//AC004551 

R-NT2RM4001 31 6//Homo sapiens chromosome 1 7, clone hCIT.1 1 7_K_1 6, complete sequence.//4.5e-21 :21 2:79// 
AC004757 

15 R-NT2RM4001 320//CIT-HSP-2303E22.TR CIT-HSP Homo sapiens genomic clone 2303E22, genomic survey se- 

quence.//3.8e-30:86:89//AQ021 084 
R-NT2RM4001340 
0.0027:493:60//AC005133 
R-NT2RM4001344 

20 R-NT2RM4001347//CITBI-E1-2506I20TR CITBI-E1 Homo sapiens genomic clone 2506I20, genomic survey se- 

quence. //6.5e-1 6:1 .01 :99//AQ262797 

R-NT2RM4001371//CITBI-E1-2503G21.TR CITBI-E1 Homo sapiens genomic clone 2503G21, genomic survey 
sequence.//0.063:140:65//AQ265776 

R-NT2RM4001382//HS_3044_A1_F02JvlR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3044 Col=3 Row=K, genomic survey sequence 7/0.96: 103:66//AQ098668 

R-NT2RM4001384//R.norvegicus mRNA for dendrin.//8.5e-07:120:75//V09000 

R-NT2RM4001410//Bovine cytochrome P450-SCC mRNA fragment.//2.3e-15:199:75//M25920 

R-NT2RM4001411//Rattus norvegicus FceRl gamma-chain interacting protein SH2-B (SH2-B) mRNA, complete 

CdS.//1 .7e : 55:235:83//U57391 
30 R-NT2RM4001412 

R-NT2RM4001 41 4//Homo sapiens Xp22 Cosmids U98B4 and U24F2 (Lawrence Livermore human cosmid library) 

complete sequenceV/1 .7e-80:489:89//U69730 

R-NT2RM4001 437//RPCI1 1 -56D2.TJ RPCI11 Homo sapiens genomic clone R-56D2, genomic survey sequence.// 
3.8e-43:250:93//AQ081969 

35 R-NT2RM4001444//Homo sapiens Xp22-17M73 BAC GSHB-31214 (Genome Systems Human BAC Library) 

complete sequence 7/0. 0034:224 :63//AC005926 

R-NT2RM4001454//Homo Sapiens Chromosome X clone bWXD90, complete sequence.//2.4e-33:360:68// 
AC004075 

R-NT2RM4001455//HS_3229_B1_E04_MR CIT Approved-Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3229 Col=7 Row=J, genomic survey sequence/^ .0:183:61//AQ191289 

R-NT2RM4001483//Homo sapiens clone DJ0826E18, WORKING DRAFT SEQUENCE, 4 unordered piecesV/ 
2.2e-51:451:79//AC005282 

R-NT2RM4001489//Homo sapiens mRNA for KIAA0685 protein, complete cds7/2.2e-102:547:93//AB014585 
R-NT2RM4001519//HS_2208_A1_F07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

« nomic clone Plate=2208 CoI=13 Row=K, genomic survey Sequence7/0.25:214:63//AQ091836 

R-NT2RM4001522//H.sapiens gene for Cu/Zn-superoxide dismutase7/3.6e-13:246:707/Z29336 
R-NT2RM4001557//Plasmodium falciparum MAL3P4, complete sequence 7/0. 055 :320:58//AL008970 
R-NT2RM4001565//Homo sapiens chromosome 12pl3.3 clone RPCI11-189M20, WORKING DRAFT SE- 
QUENCE, 39 unordered pieces .//3.9e-26:329:72//AC005910 

so R-NT2RM4001566//Human trophinin mRNA, complete cds7/6.3e-38:296:86//U04811 

R-NT2RM4001569//Human DNA sequence from clone 461P17 on chromosome 20q12-13.2. Contains four novel 
(pseudo)genes for proteins with Kunitz/Bovine pancreatic trypsin inhibitor and/or WAP-type (Whey Acidic Protein) 
•four-disulfide core' domains, COX6C (Cytochrome C Oxidase Polypeptide VIC, EC 1.9.3.1) and RPL5 (60S Ri- 
bosomal Protein L5) pseudogenes, a pseudogene similar to part of the HSPD1 (HSP60, Mitochondrial Matrix 

55 Protein P1 precursor, Heat Shock Protein 60, GROEL protein, HUCHA60) gene, and the Major Epididymis-specific 

protein E4 precursor (HE4, Epididymis Secretory protein E4, WAP-type (Whey Acidic Protein) 'four-disulfide core* 
domain) gene. Contains ESTs. an STS, GSSs and a putative CpG island, complete sequence7/2.0e-35:2 13:89// 
AL031663 
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R-NT2RM4001582//Mus musculus COP9 complex subunit 7b (C0PS7b) mRNA, complete cd$7/5.4e-60:558:77// 
AF071317 

R-nnnnnnnnnnnn//M.musculus mRNA of enhancer-trap-locus 1 7/4.8e-86:565:85//X69942 
R-NT2RM4001594//Human interleukin-13 (IL-13) precursor gene, complete cds.//0.083:283:61//U3ll20 

5 R-NT2RM4001597//HS_2059_A1_G11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2059 Col=21 Row=M, genomic survey sequence7/4.4e-09:105:83//AQ245136 
R-NT2RM4001 605//Homo sapiens mRNA for KIAA0791 protein, complete cds7/6.7e-11 1 :565:95//AB0 18334 
R-NT2RM4001611//Homarus americanus ryanodine receptor (RyR) mRNA, partial cdsV/1 .0:364:61//AF051936 
R-NT2RM4001629//RPCI11-54G14.TJ RPCI11 Homo sapiens genomic clone R-54G14, genomic survey se- 

10 quence.//0.0018:347:61//AQ083173 
R-NT2RM4001650 

R-NT2RM4001 662//Homo sapiens DNA sequence from PAC 1 59A15 on chromosome Xpl 1 .21 -p1 1 .23. Contains 

inter-alpha-trypsin inhibitor heavy chain H3 precursor-like protein. //0. 75:21 2 :62//AL022575 

R-NT2RM4001 666//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-233A8, complete sequence7/2.6e- 

15 26:461 :65//AC004685 

R-NT2RM4001682//Human DNA sequence from clone 30M3 on chromosome 6p22. 1-22.3. Contains three novel 
genes, one similar to C. elegans Y63D3A.4 and one similar to (predicted) plant, worm, yeast and archaea bacterial 
genes, and the first exon of the KIAA0319 gene. Contains ESTs, GSSs and putative CpG islands, complete se- 
quence.//1 .5e-107:544:96//AL031775 

20 R-NT2RM4001 710//Human DNA sequence *** SEQUENCING IN PROGRESS # " from clone 126A5, WORKING 

DRAFT SEQUENCE7/1.8e-110:580:95//AL031447 

R-NT2RM4001714//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//3.le-10:543:59//AC004153 

R-nnnnnnnnnnnn//Human DNA sequence from clone 931 K24 on chromosome 20pl2 Contains ESTs and GSSs, 
25 complete sequence 7/8.7e-1 11 :577:94//AL034430 

R-NT2RM4001731//Ovis aries dinucleotide repeat polymorphism at MAF92 locusY/0.017:93:73//M80527 
R-NT2RM4001741//Mouse mRNA for talin.//2.4e-34:273:83//X56123 

R-NT2RM4O01 746//Human DNA sequence "* SEQUENCING IN PROGRESS from clone 31 6G12, WORKING 
DRAFT SEQUENCE.//1.7e-112:567:96//AL031709 
30 R-NT2RM4001754//Homo sapiens PAC clone 248015 from 13ql2-ql3, complete sequenceY/1 .4e-64:475:83// 

AC002483 

R-NT2RM4001758//R.norvegicus mRNA for serine/threonine kinase MARK17/I.9e-18:202:7B//Z83868 
R-NT2RM4001 776//Homo sapiens mRNA for KIAA0727 protein, partial cds.//2.0e-22:236:80//AB01 8270 
R-NT2RM4001783//Homo sapiens clone DJ0981O07, complete sequence7/4.4e-1 06:551 :95//AC00601 7 
35 R-NT2RM4001810//T28D3TF TAMU Arabidopsis thaliana genomic clone T28D3, genomic survey sequence.// 
0.76:279:60//B27099 
R-NT2RM4001813 
R-NT2RM4001B23 

R-NT2RM4001828//HS_3073_A2_E01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3073 Col=2 Row=l, genomic survey sequence7/1 .6e-46:255:96//AQl2l030 

R-NT2RM4001836//Sus scrofa microsatellite S0398 sequence7/9.4e-06:141 :69//U78024 
R-NT2RM4001841//Salmo salar microsatellite Ssa65 DNA7/1.5e-06:'175:65//AF019184 
R-NT2RM4001 842//Homo sapiens clone RG228D1 7, WORKING DRAFTSEQUENCE, 2 unordered pieces7/5.0e- 
07:332:61//AC005077 

45 R-NT2RM4001 856//Mus musculus clone OST16642, genomic survey sequence7/4.8e-30:235:85//AF046633 

R-nnnnnnnnnnnn//Hs_3244_Bl_F10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3244 Col=19 Row=L, genomic survey sequence y/3.0e-40:263:89//AQ252798 
R-NT2RM4001865//Homo sapiens mRNA for atopy related autoantigen CALC7/5.0e-119:592:97//Yl7711 
R-NT2RM4001876//Megastigmus wachtli dinucleotide microsatellite, clone 

50 MWA47CT.//0.13:134:64//AJ001069 
R-NT2RM4001880 

R-NT2RM4001905//HS_2016_B1_H11 _T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=20i6 Col=2l. Row=P, genomic survey sequence.//0.0066:264:59//AQ226877 
R-NT2RM4001922//HS_2228_B2_B07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=2228 CoI=14 Row=D, genomic survey sequence7/2.5e-35:205:96//AQ065498 

R-NT2RM4001930//Homo sapiens chromosome 17, done hRPC.34JvL24, complete sequence 7/0. 26:325:63// 
AC004562 

R-NT2RM4001938//Homo sapiens chromosome 17, clone hRPC.l081_P_3, complete sequence7/2.9e-85:421: 
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98//AC005207 

R-NT2RM4001940//Homo sapiens timeless homolog mRNA, complete cds7/6.2e-109:556:95//AF098162 
R-NT2RM4001953//Human DNA sequence SEQUENCING IN PROGRESS — from clone 473B4, WORKING 
DRAFT SEQUENCE.//1 .3e-08:175:70//283826 
5 R-NT2RM4001965//CIT-HSP-385N14TR CIT-HSP Homo sapiens genomic clone 385N14, genomic survey se- 

quence.//5.7e-69:532:81//B55044 

R-nnnnnnnnnnnn//R.norvegicus mRNA for IP63 protein7/1 .9e-61 :352:83//X99330 
R-NT2RM4001979//Homo sapiens full-length insert cDNA clone ZD29F047/1.le-98:465:100//AF086241 
R-NT2RM4001984//Borrelia burgdorferi (section 47 of 70) of the complete genome7/0.1 4:461 :60//AE001l6l 
10 R-NT2RM4001987 
R-NT2RM4002013 
R-NT2RM4002018 

R-NT2RM4002034//Homo sapiens chromosome 5, BAC clone 24p24 (LBNL H195), complete sequence7/3.6e- 
42:277:89//AC005353 

is R-NT2RM4002044//Homo sapiens PAC clone DJ1 1 02B04 from 7ql 1 .23-7q2l , complete sequence7/0.83:476:57// 

AC006204 
R-NT2RM4002054 

R-NT2RM4002062//Human microsomal epoxide hydrolase gene, exons 5 and 6.//O.11:136:67//U06659 
R-NT2RM4002063//Oryctolagus cuniculus sarcosine oxidase (SOX) mRNA, complete cds7/2.9e-99:503 :96// 
20 U82267 

R-nnnnnnnnnnnn//Homo sapiens CAGH45 mRNA, comptete cds7/9.6e-4l :554:68//U80742 
R-NT2RM4002067//Human DNA sequence *** SEQUENCING IN PROGRESS — from clone 329A5, WORKING 
DRAFT SEQUENCE7/7.7e-64:476:81//Z97832 

R-NT2RM4002073//Mus musculus fatty acid transport protein 3 mRNA, partial Cds.//1 .le-33:238:85//AF072758 
25 R-NT2RM4002075//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces 7/0.0031 :403:57//AC005504 

R-NT2RM4002093//Human Chromosome 11 pac pDJ227b23, WORKING DRAFT SEQUENCE, 19 unordered 
pieces7/9.4e-07:322:62//AC000383 

R-nnnnnnnnnnnn//Mouse kif4 mRNA for microtubule-based motor protein KIF4, complete cds7/5.6e-44:432:74// 
30 D 12646 

R-NT2RM4002128//Human HepG2 partial CDNA, clone hmd2e12m57/2.0e-26:186:90//D17000 
R-NT2RM4002140 

R-NT2RM4002145//Homo sapiens full-length insert cDNA clone ZD38E1 27/1 .4e-1 5:1 9376//AF086247 
R-NT2RM4002146//Human ABL gene, intron 1b, partial sequence 7/0.66: 1 70:63//U07562 
35 R-NT2RM4002161//Homo sapiens laforin (EPM2A) mRNA, partial cds7/4.5e-110:560:96//AF084535 

R-NT2RM40021 74//Homo sapiens chromosome 1 7, clone hRPK.74_E_22, complete sequence 7/8.0e-43:302:85// 

AC005696 

R-NT2RM4002189 

R-NT2RM4002194//Human Cosmid g5129g129 from 7q31.3, complete sequence7/0.29:382:60//AC003960 
40 R-NT2RM4002205//Spiroplasma virus (SpV1-R8A2 B) complete genome7/3.5e-05:432:56//X51344 

R-NT2RM4002213 

R-NT2RM4002226//Homo sapiens chromosome 17, clone HCIT187M2, complete sequence7/0.94: 198:61// 

AC004448 

R-NT2RM4002251 

45 R-NT2RM4002256//Homo sapiens PAC clone DJ0570D02 from 7pl3-pl4, complete sequence7/2.3e-58:299:85// 

AC004837 

R-NT2RM4002266//H. sapiens CpG island DNA genomic Mse1 fragment, clone 179f11, forward read 
cpgl 79f 1 1 .ft1 a7/0.72:97:69//Z57487 

R-NT2RM4002278//Homo sapiens clone RG1 40B1 1 , WORKING DRAFT SEQUENCE, 1 unordered pieces7/7.5e- 
50 49:405:84//AC005069 

R-NT2RM4002281//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 702J19, WORKING 
DRAFT SEQUENCE7/1 .7e-13:168:77//AL033531 

R-NT2RM4002287 ^ 
R-NT2RM4002294//Homo Sapiens Chromosome X clone bWXDl 71 , WORKING DRAFT SEQUENCE, 1 ordered 
55 pieces7/0.98:208:65//AC004676 

R-NT2RM4002301//HS_2028_A1_E10_T7 CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2028 Col=19 Row=l, genomic survey seq ue nee 7/0.94 :32 1 :57//AQ233262 
R-NT2RM4002323//Human DNA sequence from clone 59B16 on chromosome 6p22.1-22.3. Contains a pseudo- 
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gene similar to GPISG20 and other exonucleases). Contains ESTs, STSs, GSSs, genomic markers D6S1 691 and 
D6S299 and a ca repeat polymorphism, complete sequence7/1 .9e-35:265:84//AL032822 
R-nnnnnnnnnnnn//Human mRNA for KIAA0319 gene, complete cdsy/2.4e-42:569:68//AB002317 
R-NT2RM4002344//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 

5 DRAFT SEQUENCE, 3 unordered pieces7/0.01 3:391 :59//AC004709 

R-NT2RM4002373//Homo sapiens mRNA for KIAA0649 protein, complete cds7/8.6e-121:593:97//AB014549 
R-NT2RM4002374//Human DNA sequence fromcosmid U1 31 B1 0, between markers DXS366 and DXS87 on chro- 
mosome X contains XK membrane transport protein, ESTs and STS.//3.8e-44:258:86//Z734i7 
R-NT2RM4002383//Human Chromosome 1 5q26.l PAC clone pDJi 0k5 containing human DNA polymerase gam- 

w ma (polg) gene, complete sequence7/0.00084:345:60//AC005316 • . 

R-NT2RM4002390 \ •; 

R-NT2RM4002409//RPCH1-45M10.TK RPCI11 Homo sapiens genomic clone R-45M10, genomic survey se- 

quence.//0.99:151:66//AQ194411 v :r- 

R-NT2RM4002438 

is R-NT2RM4002446//Human DNA sequence from clone 360A4 on chromosome 16. Contains ESTs, complete se- 
quence 7/2.8e-103:533:95//AL031 008 
R-NT2RM4002452 

R-NT2RM4002457//Homo sapiens chromosome 16, cosmid clone.32lD4 (LANL), complete Sequence7/0.99:171: 
64//AC004034 

20 R-NT2RM4002460//Human DNA sequence from PAC 50A13 on chromosome Xpl1. Contains ATP SYNTHASE 

LIPID BINDING PROTEIN P1 (P2, P3) precursor (ATP5G1 , ATP5G2, ATP5G3) like pseudogene, ESTs and STSs. 
Contains polymorphic CA repeat.//0.96:94:71//Z92545 

R-NT2RM4002479//Homo sapiens RNA helicase-related protein mRNA, complete cds.//2.9e- 102:508:97// 
AF083255 

25 R-NT2RM4002482//Homo sapiens mRNA for KIAA0691 protein, complete cds7/7.0e-3l:172:98//AB0l4591 

R-NT2RM4002493//CIT-HSP-2296C24.TF CIT-HSP Homo sapiens genomic clone 2296C24, genomic survey se- 
quence 7/0 .46:1 82:62//AQ006882 . : . - ; 

R-NT2RM4002499//Human v-fos transformation effector protein (Fte-1), mRNA complete cds.//7.3e-24: 134:99// 
M84711 

30 R-NT2RM4002504//Homo sapiens Xq28 BAC PAC and cosmid clones containing FMR2 geneexons 1 ,2, and 3. 

complete sequence7/3.9e-H:334:63//AC002368 
R-nnnnnnnnnnnn 

R-NT2RM4002532//Human DNA sequence "* SEQUENCING IN PROGRESS ••• from clone 341 D10, WORKING 
DRAFT SEQUENCE.//3.4e-1 7:1 71 :79//Z97985 
35 R-NT2RM4002534 

R-NT2RM4002567//Homo sapiens chromosome 7 clone UWGC:g! 564a040 from 7pl 4-15, complete sequence.// 

2.2e-26:181:76//AC005271 

R-NT2RM4002571 

R-NT2RM4002593//C1T-HSP-2303L15.TF CIT-HSP Homo sapiens genomic clone 2303L15, genomic survey se- 
40 quence.//0.034:73:82//AQ01 5579 

R-NT2RM4002623//Homo sapiens clone UWGC:g1 564a209 from 7p14-1 5, complete sequence 7/0.0014:670:55// 
AC005862 

R-NT2RP2000001//Plasmodium falciparum chromosome 2, section 59 of 73 of the complete sequence7/0.00087: 
251:59//AE001422 

45 R-NT2RP2000006//Human DNA sequence from PAC 155D22 on chromosome 6q27. Contains EST, STSs and a 
GSS.//2.7e-37:259:86//Z97205 

R-NT2RP2000008//RPCI11-41G16.TP RPCI-11 Homo sapiens genomic clone RPCI-11-41G16. genomic survey 
sequence.//4.le-25:365:70//AQ029090 

R-NT2RP2000027//Homo sapiens chromosome 17, clone HCIT305D20, complete sequence.//6.0e-05:307:62// 
50 AC004098 

R-NT2RP2000040//Homo sapiens mRNA for KIAA0747 protein, partial cds.//8.4e-41 :223:96//AB01 8290 
R-NT2RP2000045//Homo sapiens tumorous imaginal discs protein Tid56 homolog (TID1 ) mRNA, complete cds7/ 
5.8e-63:325:96//AF061749 

R-NT2RP2000054//Human tyrosinase gene, S'-flanking region (containing enhancer element resposible for pig- 
55 ment cell-specific transcription)7/0.88:210:60//D261 63 ; - '■.;* 

R-NT2RP2000056//Mus musculus epsilon tyrosine phosphatase cytoplasmic isoform (Ptpre) mRNA, complete 
Cds7/4.7e-38:377:78//U36758 

R-NT2RP2000067//Rat mRNA for growth potentiating factor, complete cds7/6.0e-10:137:79//D42148 
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R-NT2RP2000070//Homo sapiens chromosome 5, BAC clone 34ji5 (LBNL H169), complete sequencey/3.ie-76: 
381:98//AC005754 

R-NT2RP2000076//Plasmodium falciparum chromosome 2, section 9 of 73 of the complete sequence7/2.3e-06: 
380:60//AE001372 

5 R-NT2RP2000077//Homo sapiens growth arrest specific 11 (GAS11) mRNA, complete cdsy/3.5e-77:379: 

97+++F050079 

R-NT2RP2000079//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 1 125A1 1 , WORKING 
DRAFT SEQUENCE.//6.5e-32:314:7B//AL034549 

R-NT2RP2000088//Homo sapiens mRNA for KIAA0795 protein, partial cds7/5.6e-74:378:96//AB01 8338 
10 R-NT2RP2000091//Homo sapiens clone RG015P03, complete sequence.//9.3e-21 :226:76//AC005048 

R-NT2RP2000097//Human DNA sequence from cosmid U209G1 on chromosome xy/9.2e-40:278:8l//Z68873 
R-NT2RP2000098//Human BAC clone RG333F24 from 7q!1.2-q21, complete sequencey/0.34:132:65//AC004015 
R-NT2RP2000108//Homo sapiens DNA from chromosome 19, BAC 331 52, complete sequence.//3.1e-09:259:67// 
AC003973 

'5 R-NT2RP2000114//Homo sapiens mRNA for GM3 synthase, complete cdsy/1 .8e-74:386:95//AB0i8356 

R-NT2RP2000120//CITBI-E1-2503M8.TR CITBI-E1 Homo sapiens genomic clone 2503M8, genomic survey se- 

quence.//5.le-05:87:77//AQ263909 

R-nnnnnnnnnnnn 

R-nnnnnnnnnnnn//Homo sapiens PAC clone DJ044L15 from Xq23, complete sequence .//4.9e-1 1:1 53:69// 
20 AC004827 

R-NT2RP2000147 

R-NT2RP2000153//Homo sapiens ccr2b (ccr2), ccr2a (ccr2), ccr5 (ccr5) and ccr6 (ccr6) genes, complete cds, and 
lactoferrin (lactoferrin) gene, partial cds, complete sequence.//0.0058:261 :57//U95626 

R-NT2RP2000157//Homo sapiens Chr.14 PAC RPCI4-794B2 (Roswell Park Cancer Institute Human PAC Library) 
25 complete sequencey/2.5e-11 9:603: 96//AC005924 

R-NT2RP2000161//CIT-HSP-2045P7.TR CIT-HSP Homo sapiens genomic clone 2045P7, genomic survey se- 

quence.//0.89:173:63//B79728 

R-NT2RP2000175 

R-NT2RP2000183 

30 R-NT2RP20001 95//Homo sapiens chromosome 1 7, clone hRPK.60_A_24, complete sequence .//4.3e-39:306:83// 

AC005325 

R-NT2RP2000205//Human DNA sequence from clone 302L24 on chromosome Xq2l-22, complete sequencey/ 
7.5e-05:101:78//AL022155 

R-NT2RP2000224//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-152E5, complete sequencey/7.3e- 
35 55:306:94//AC004382 
R-NT2RP2000232 

R-NT2RP2000233//Mus musculus tumor metastasis associated gene product (MAG) mRNA, complete cdsy/7.6e- 
13:144:75//U88401 

R-NT2RP2000239//Homo sapiens chromosome 4 clone B353C18 map 4q25, complete sequencey/9.6e-63:410: 
<0 86//AC004066 

R-NT2RP2000248//Caenorhabditis elegans cosmid TO 1C8.//1. 0:282 :58//U58726 

R-NT2RP2000257//Homo sapiens PAC clone DJ0808G16 from 7qll.23-q2l, complete sequencey/2.5e-11:163: 
- 72//AC004894- - ■ 

R-NT2RP2000258//Arabidopsis thaliana chromosome II BAC T31E10 genomic sequence, complete sequencey/ 
45 0.58:442:58//AC004077 

R-NT2RP2000270//Homo sapiens DNA sequence from PAC 97D16 on chromosome 6p21 .3-22.2. Contains an 

unknown pseudogene. a 60S Ribosomal protein L24 (L30) LIKE pseudogene and histone genes H2BFC (H2B/c), 

H4FFP (H4/f pseudogene), H2AFC (H2A/c), H3F1K (H3.l/k) and a tRNA-Val pseudogene and tRNA-Thr gene. 

Contains ESTs, STSs, GSSs and genomic marker D6S464, complete sequencey/1 .le-39:292:84//AL009179 
so R-NT2RP2000274//CIT-HSP-237901.TR CIT-HSP Homo sapiens genomic clone 237901, genomic survey se- 

quence.//6.9e-10:121:81//AQ109409 

R-NT2RP2O0O288 

R-NT2RP2000289 

R-NT2RP2000297//Homo sapiens full-length insert CDNA clone ZB8lC03y/7.7e-109:519:99//AF086165 
55 R-NT2RP2000298 

R-NT2RP2000310//Homo sapiens p53 induced protein mRNA, partial cdsy/1 .5e-38:224:93//AF0 10310 
R-NT2RP2000327//Homo sapiens DNA sequence from PAC 434014 on chromosome lq32.3.-41. Contains the 
HSD11B1 gene for Hydroxysteroid (11 -beta) Dehydrogenase 1, the AD0RA2BP adenosine A2b receptor LIKE 
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pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and two novel genes. Contains ESTs and GSSs, 
complete sequenceY/4.3e-113:580:96//AL022398 

R-NT2RP2000329//Homo sapiens clone NH0319F03, WORKING DRAFT SEQUENCE, 3 unordered piecesV/ 
7.4e-47:367:77//AC006039 

5 R-NT2RP2000337//Anopheles quadrimaculatus NADH dehydrogenase subunits (1 -4, 4L, 5-6); cytochrome oxi- 

dase subunits (1-3); adenosine triphosphatase subunits (6,8); cytochrome b; transfer RNA; ribosomal RNA (large 
and small subunits).//4.9e-08:494:58//L04272 

R-NT2RP2000346//Homo sapiens apoptosis associated protein (GADD34) mRNA, complete cdsY/3.4e-46:262: 
10 94//U83981 

R-NT2RP2000369//Homo sapiens chromosome 17, clone HCIT169H9, WORKING DRAFT SEQUENCE, 6 unor- 
dered pieces7/3.0e-07:334:61//AC002993 

R-NT2RP2000414//Mouse DNA sequence '•• SEQUENCING IN PROGRESS ••• from clone BAC394, WORKING 
DRAFT SEQUENCE.//7.0e-08:98:83//AJ004828 
J5 R-NT2RP2000420//Homo sapiens chromosome 17, clone hRPK.640J_15, complete sequence.//0.99: 150:62// 

AC005324 

R-NT2RP2000422//Homo sapiens N-acetyiglucosamine-phosphate mutase mRNA, complete cds7/4.6e-19:142: 
90//AF1 02265 

R-NT2RP2000438//RPCI11-62I13.TKRPCI11 Homo sapiens genomic clone R-621 13, genomic survey sequence.// 
20 3.1 e-06:103:79//AQl 99572 

R-NT2RP2000448//Homo sapiens PAC clone DJ0740D02 from 7pi4-pi5, complete sequence 7/2. 0e-22:276:73// 
AC004691 

R-NT2RP2000459//CIT-HSP-2013N9.TR CIT-HSP Homo sapiens genomic clone 2013N9, genomic survey se- 
quence 7/5 . 5e-27 : 205 :87//853940 
25 R-NT2RP2000498//Homo sapiens Chromosome 11q23 PAC clone pDJ149k2 containing PLZF gene encoding 

kruppel-like zinc finger protein, complete sequence7/6.0e-12:119:84//AC001234 

R-NT2RP2000503//Human CYP11B2 gene for steroid 18-hydroxylase (P-450 C18), 5'-flanking region and exon 
1.//0.48:201:64//D10170 

R-NT2RP2000510//Bactrocera dorsalis strain Tahiti mitochondrial D-loop region, complete sequence7/3.6e-07: 
30 472:59//AF033929 
R-nnnnnnnnnnnn 

R-NT2RP2000523//Human DNA sequence *" SEQUENCING IN PROGRESS *" from clone 150C2, WORKING 
DRAFT SEQUENCE.//2.3e-61:317:97//AL022318 

R-NT2RP2000603//Homo sapiens mRNA for MCM3 import factor, complete cds.//6.6e-29:167:97//AB005543 

35 R-NT2RP2000617 

R-NT2RP2000634//Homo sapiens mRNA for KIAA0614 protein, partial cds.//2.5e-64:335:96//AB014514 
R-NT2RP2000644//Human DNA sequence from PAC 50A13 on chromosome Xp1l. Contains ATP SYNTHASE 
LIPID BINDING PROTEIN P1 (P2, P3) precursor (ATP5G1 , ATP5G2, ATP5G3) like pseudogene, ESTs and STSs. 
Contains polymorphic CA repeatV/1 .8e-28:383:70//Z92545 

40 R-NT2RP2000656//Homo sapiens DNA sequence from PAC 874C20 on chromosome 6p22. 1-22.3. Contains a 

Zinc Finger Protein ZFP47 LIKE gene, a Zinc Finger Protein pseudogene and a Zinc Finger Protein SRE-ZBP 
pseudogene. Contains ESTs, STSs and GSSs, complete Sequence7/0.0093:110:70//AL021997 
R-NT2RP2O00658//Bacillus thuringiensis chitinase (chi) gene, complete cds.//0. 73:301 :60//U89796 
R-NT2RP2000668 

<5 R-NT2RP2000678//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region), segment 8/1 5, 

WORKING DRAFT SEQUENCE.//2.8e-11:256:66//AP000015 

R-NT2RP2000710//Genomic sequence from Human 17, WORKING DRAFT SEQUENCE, 9 unordered pieces.// 
0.036:1 76:69//AC002346 

R-NT2RP2000715//Homo sapiens PAC clone DJ1066K24 from : 7pl5, complete sequence .//2.7e-l 10:555:96// 
so AC004540 

R-NT2RP2000731 //Human DNA sequence from clone 497J21 on chromosome 6q26-27. Contains a KOC (KH- 
domain containg transcript overexpressed in cancer) pseudogene, genomic marker D6S193, ESTs, STSs and 
GSSs, and a ca repeat polymorphism, complete sequence.//2.6e-18:319:68//AL023775 
R-NT2RP2000758//CIT-HSP-507A14TP CIT-HSP Homo sapiens genomic clone 507A14, genomic survey se- 
*5 quence.//1 .0:189:60//B50590 

R-NT2RP2000764 

R-NT2RP2000809//Human BAC clone RG356F09 from 7p21 , complete sequence.//! ,7e-24:215:81//AC004002 
R-NT2RP2O00812//CIT-HSP-2281C3.TR CIT-HSP Homo sapiens genomic clone 2281C3, genomic survey se- 
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quence.//9.5e-32: 1 76:97//B99575 

R-nnnnnnnnnnnrV/paramecium species 5,87 mt dna dimer: replication ink. region7/0.0077:4i8:57//K009i6 
R-NT2RP2000816//F.rubripes GSS sequence, clone 01lH02aA6, genomic survey sequence7/0.6 1:52:73// 
AL011013 
5 R-NT2RP2000819 

R-NT2RP2000841//Human DNA sequence ••• SEQUENCING IN PROGRESS from clone 43408, WORKING 
DRAFT SEQUENCE7/0.00012:181:707/AL033504 

R-NT2RP2000842//Mus musculus (C57BL/1 0 X C3H)F2 clone 4.9 novel mRNA from reninexpressing kidney tumor 
cell line, partial sequenoe7/3.7e-27:388:72//U 13370 
io R-NT2RP2000845//Homo sapiens chromosome 17, clone hRPK.849_N_15, complete sequence7/0.0022:200: 

68//AC005703 
R-NT2RP2000863 

R-NT2RP2000880//Homo sapiens mRNA for putative GTP-binding protein, partial7/2.3e-43:279:89//AJ006412 
R-NT2RP2000892//Homo sapiens genomic DNA of 9q32 anti-oncogene of flat epitherium cancer , segment 7/10.// 
15 0.0028:221 :62//AB020875 

R-NT2RP2000931//Homo sapiens mRNA for KIAA0723 protein, complete Cds7/2.2e-55:290:96//AB018266 
R-NT2RP2000938//Homo sapiens full-length insert cDNA clone ZD55G1 27/2.1 e-37:215:93//AF086336 
R-NT2RP2000943//Homo sapiens mRNA for KIAA0755 protein, complete cds 7/3. 0e-96:494:96//AB0 18298 
R-NT2RP2000965 

20 R-NT2RP2000970//Homo sapiens DNA sequence from BAC 747E2 on chromosome 22ql2.l. Contains ESTs, 

STSs and GSSs and genomic marker D22S56, complete sequence.//4.5e-87:440:97//AL02l393 
R-NT2RP2000985//Homo sapiens chromosome 17, clone hRPK.597_M_l2, complete sequence7/5.4e-93:484: 
95//AC005277 

R-NT2RP2000987//Plasmodium falciparum chromosome 2, section 9 of 73 of the complete sequence 7/2. ie-06: 
25 318:62//AE001372 

R-NT2RP2001036//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 41018, WORKING 
DRAFT SEQUENCE.//2.0e-24:273:73//AL031 732 

R-NT2RP2001 044//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces7/3.3e-07:365:65//AC005140 
30 R-NT2RP2001 065//Caenorhabditis elegans cosmid F10G7.//9.2e-06:273:59//U40029 

R-NT2RP2001070//CITBI-E1-2503F4.TF CITBI-E1 Homo sapiens genomic clone 2503F4, genomic survey se- 
quence7/0.13:97:72//AQ265973 

R-NT2RP2001 094//Mycoplasma mycoides mycoides SC immunodominant protein P72 (p72) gene, complete cds, 
mannitol-1 -phosphate dehydrogenase (mtlD) gene, partial cds and insertion sequence IS1296, complete se- 
35 quence.//0.018:373:57//U61140 
R-NT2RP2001119 

R-NT2RP2001127//Homo sapiens HRIHFB2060 mRNA, partial cdS.//4.5e-55:304:94//AB015348 
R-NT2RP200ii37//Homo sapiens DNA sequence from clone 511B24 on chromosome 20qi 1.2-12. Contains the 
TOP1 gene forTopoisomerase I, the PLCG1 gene for 1 -Phosphatidylinositol-4,5-Bisphosphate Phosphodiesterase 
40 Gamma 1 (EC 3.1 .4.11, PLC-Gamma-1, Phospholipase C-Gamma-1 PLC-II. PLC-148). the KIAA0395 gene for a 

probable Zinc Finger Homeobox protein and a 60S Ribosomal Protein L23 LIKE pseudogene. Contains a predicted 
CpG island, ESTs, STSs and GSSs, complete sequence.//0.69:l29:65//AL022394 
R-NT2RP2001149//Sequence 5 from Patent US 47988857/8.5e-28:322:77//l01838 
R-NT2RP2001168 

45 R-NT2RP2001 1 73//Homo sapiens mRNA for KIAA0480 protein, complete cds7/4.8e-95:490:96//AB 007949 

R-NT2RP2001174//CIT-HSP-2170B18.TR CIT-HSP Homo sapiens'genomic clone 2170B18, genomic survey se- 
quence.//! .3e-33:204:93//B89680 

R-NT2RP2001 1 96//Plasmodium falciparum DNA SEQUENCING IN PROGRESS from contig 3-65, complete 
sequence.//! .7e-06:413:61//AL010134 
so R-NT2RP2001218//Human DNA sequence from clone 23K20 on chromosome Xq25-26.2 Contains EST, STS, 

GSS, complete sequence 7/8.5e-15:278:68//AL0221 53 

R-NT2RP2001226//Human DNA sequence from clone 1170D6 on chromosome Xq22.3-23. Contains a pseudog- 
ene similar to U-SNRNP associated Cyclophilin (USA-CYP, EC 5.2.1.8), ESTs, an STS and a GSS, complete 
sequence.//0.0020:462:57//AL030995 
55 R-NT2RP2001233//CIT-HSP-2356P23.TR CIT-HSP Homo sapiens genomic clone 2356P23, genomic survey se- 

quence 7/8. Oe-1 08 :547:96//AQ081 11 0 

R-NT2RP2001245//Spodoptera frugiperda 16S rRNA gene, Val-ti^NA, and Leu-tRNA genes, and ND-1 protein 
gene, 5' end7/0.0052:350:58//M76713 
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R-NT2RP2001268//Homo sapiens mRNA for KIAA0810 protein, partial cds7/4.6e-111 :544:97//AB0 18353 
R-NT2RP2001277//Caenorhabditis elegans DNA SEQUENCING IN PROGRESS from clone Y59A8, 
WORKING DRAFT SEQUENCE.//0.0058:327:59//Z98870 

R-NT2RP2001290//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 
5 DRAFT SEQUENCE, 3 unordered pieces7/0.96:187:65//AC004709 

R-NT2RP2001295//Homo sapiens BAC clone NH0491B03 from 7p21-p15, complete sequence7/0.59:218:62// 
AC006041 

R-NT2RP2001312//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 349A12, WORKING 
DRAFT SEQUENCE7/0.12:117:64//AL033520 

10 R-NT2RP2001327//Caenorhabditis elegans cosmid R04D3. complete sequence.//0.31 :119:66//Z70212 

R-NT2RP2001328//HS_2213_A1_D07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=22l3 CoI=13 Row=G, genomic survey sequence7/i .7e-22:200:83//AQl 36874 
R-NT2RP2001347//Plasmodium falciparum MAL3P8, complete sequence7/0.81 :509:56//AL034560 
R-NT2RP2001378//H.sapiens DNA sequence7/0.94:147:63//Z22404 

J5 R-NT2RP2001381//Homo sapiens cyclin E2 mRNA, complete cds.//3.2e-09:75:97//AF09l433 

R«NT2RP2001392//Myxococcus xanthus ATP-dependent protease (bsgA) gene, complete cds.//0.079: 178:62// 
L19301 

R-NT2RP2001 394//Human DNA sequence from PAC 389A20 on chromosome X contains ESTs STS, CpG islands 
and polymorphic CA repeat 7/3 .4e-60:351 :90//Z93242 
20 R-NT2RP2001397//Hamster mRNA for cyclinB2, complete cds 7/5. 4e-55:320:83//D 17294 

R-NT2RP2001 420//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 1 1 08D1 1 , WORKING 
DRAFT SEQUENCE V/1 .0e-44:246:85//AL034419 

R-NT2RP2001423//Human DNA sequence from clone 726F20 on chromosome 1p36.1 1-36.23. Contains ESTs 
and a GSS, complete sequence.//3.7e-05:4l 7:6 1//AL03 1273 R-NT2RP2001427//Human Chromosome 11 Cosmid 
25 cSRL34e5, complete sequence7/0. 94 :287:59//U 73643 

R-NT2RP2001436//Mus musculus clone OST1784, genomic survey sequence.//5.2e-31 :299:77//AF046702 
R-NT2RP2001 440//Rattus norvegicus mRNA for 14-3-3 protein gamma-subtype, complete cds7/7.8e-75:548:83// 
D17447 . 

R-NT2RP2001445//Homo sapiens 12ql3.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 
30 brary) complete sequence7/1 .0e-06:452:59//AC004801 

R-NT2RP2001449//Homo sapiens Clone DJ0647C14, WORKING DRAFT SEQUENCE, 21 unordered piecesV/ 

5.1 e-08:21 8:67//AC004846 

R-NT2RP2001450 

R-NT2RP2001467//Human BAC clone RG343P13 from 7q31, complete sequence.//3.8e-31:254:83//AC002465 
35 R-NT2RP2001 506//C.barati p-47, ntnh, bonT genes7/1 .2e-06:415:60//Y 12091 

R-NT2RP2001511//Plasmodium falciparum MAL3P7, complete sequence7/0.11:155:63//AL034559 
R-NT2RP2001520//Homo sapiens mRNA for mitochondrial carrier protein ARALAR1 .//2.1e-1 04:545 :95//Y1 4494 
R-NT2RP2001526//Homo sapiens chromosome 17, clone hClT.i75_E_5, complete sequence .//7.0e- 16:283:68// 
AC004596 

to R-NT2RP2001536//Human DNA from chromosome 14-specific cosmid containing XRCC3 DNA repair gene, ge- 

nomic sequence, complete sequence.//7.7e-16:108:96//AF037222 

R-NT2RP2001 560//CIT978SK-A-56H4.TP CIT978SK Homo sapiens genomic clone A-56H4, genomic survey se- 
quence.//0.052:112:66//B73597 

R-NT2RP2001569//CIT-HSP-2335F8.TF CIT-HSP Homo sapiens genomic clone 2335F8, genomic survey se- 

45 quence.//6.0e-78:383:98//AQ042029 

R-NT2RP2001576//Homo sapiens sulfonylurea receptor (SUR2) gene, exon 377/0.33:1 35:66//AF061 322 
R-NT2RP2001581//Homo sapiens (clone MFD220) PC R primer7/2.7e-07:240:63//L 15407 
R-NT2RP2001597//HS_3016_B2_F06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3016 Col=12 Row=L, genomic survey sequence7/5.3e-45:310:87//AQ118854 

50 R-NT2RP2001601//Homo sapiens chromosome 17, clone hRPK.855_D_2l , complete sequence.//0.0l 5:445:58// 

AC006079 

R-NT2RP2001613//Mus musculus orphan nuclear hormone receptor (CAR) gene, complete sequence 7/3.5e- 16: 
413:63//AF009326 

R-NT2RP2001628//Phytomonas serpens kinetoplast maxicircle ribosomal protein S12 (G6) edited mRNA, com- 
55 plete CdS.//0. 1 1 : 1 90:63//AF034626 

R-NT2RP2001 663//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-625P1 1 , complete sequence7/3.0e-26: 
157:81//AC004125 

R-NT2RP2001677//Homo sapiens chromosome 9, P1 clone 11659. complete sequence7/3.0e-58:305:96// 
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AC004472 

R-NT2RP2001678//Human BAC Clone RG222A16 from 7q31, complete sequence7/0.95:107:66//AC002385 
R-NT2RP2001699//Mus musculus erythroid ankyrin and two alternatively spliced erythroid ankyrins (Ank1) gene, 
putative exon 41 and partial cds7/8.8e-05:2ll :63//U76758 
5 R-NT2RP2001720//Homo sapiens PAC clone DJ0167F23 from 7p15, complete sequence7/4.7e-68:352:97// 

AC004079 

R-NT2RP2001 721//HS-1 052-B1 -G06-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 774 Col=li Row=N, genomic survey sequence 7/7.7e-05:346:59//B409 14 

R-NT2RP2001740//HS_3213_A2_D02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
10 nomic clone Plate=3213'Col=4 Row=G, genomic survey sequence V/I.1e-1 6:1 62:82//AQ1 751 04 

R-NT2RP2001748//Human gene for L-histidine decarboxylase, complete cds.//2.0e-33:312:77//D 16583 
R-NT2RP2001 762//Homo sapiens chromosome 1 , BAC CIT-HSP-292g8 (BC262482), complete sequence7/2.3e- 
100:435:97//AC004783 

R-NT2RP2001813//Human leukocyte common antigen T200 (CD45, LCA) gene, exon 97/0.031 :261 :60//M23468 
15 R-NT2RP2001861 

R-NT2RP2001869//Sequence 5 from patent US 55959007/4.2e-21 :194:77//I34189 
R-NT2RP2001876 

R-NT2RP2001883//Human DNA sequence from clone 612B18 on chromosome lq24-25.3 Contains exon from 
gene similar to 40S ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Island, 
20 complete sequence7/5.0e-1 1 1 :485:97//AL031 864 
R-NT2RP2001900 

R-NT2RP2001907//Human proto-oncogene tyrosine-protein kinase (ABL) gene, exon 1a and exons 2-10, com- 
plete cds.//5.4e-42:382:77//U07563 

R-NT2RP2001926//HS_3180_B2_F02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3l80 Col=4 Row=L, genomic survey sequence7/2.8e-25:138:80//AQl85415 

R-NT2RP2001936//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//1 .0:320:60//AC005504 

R-NT2RP2001943//Dictyostelium discoideum PkgA (pkgA) gene, partial cds.//1 .4e-08:378:59//AF020280 
R-NT2RP2001946//Homo sapiens clone NH0140K04, complete sequence.//3.6e-85:409:l00//AC005033 
30 R-NT2RP2001947//Human mRNA for KIAA0390 gene, complete cds.//0.85:140:64//AB002388 

R-NT2RP2001969 

R-NT2RP2001976//CIT-HSP-2281C3.TR CIT-HSP Homo sapiens genomic clone 2281 C3, genomic survey se- 
quence.//2.0e-60:307:98//B99575 

R-NT2RP2001 985//Arabidopsis thaliana DNA chromosome 4, BAC clone F1 N20 (ESSAII project).//0.031 :282:61// 
35 AL022140 

R-NT2RP2002025 

R-NT2RP2002032//CITBI-E1 -2502C1 9.TF CITBI-E1 Homo sapiens genomic clone 2502C1 9. genomic survey se- 
quence.//1 .2e-52:285:95//AQ264715 

R-NT2RP2002033//Human (lambda) DNA for immunoglobin light chain7/1 .1e-08:389:61//D88270 
40 R-NT2RP2002041//Homo sapiens 12pl3.3 BAC RPCI11-319E16 (Roswell Park Cancer Institute Human BAC Li- 

brary) complete sequence 7/1 .1e-49:264:97//AC006206 

R-NT2RP2002046//Human BAC clone GS119P05 from 7q2t, complete sequence.//0.0023:429:6l//AC0040H 
R-NT2RP2002047//P.falciparum PK1 gene7/0.00015:239:62//X83707 

R-NT2RP2002058//HS_2183_A1_G01^MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2l83 Col=i Row=M, genomic survey sequence.//! .2e-2i :185:84//AQ022560 

R-NT2RP2002066//G.gallus microsatellite DNA (LEI0222 (=Tl5ivD04)).//0.18:102:70//Z83792 
R-NT2RP2002070//P.falciparum major merozoite surface antigen (PMMSA) mRNA, complete cds, isolate FC277/ 
0.95:192:61//M19143 

R-NT2RP2002076//Homo sapiens clone 24804 mRNA sequence.//3.8e-25:182:86//AF052183 
50 R-NT2RP2002079//Human DNA sequence from clone 431 P23 on chromosome 6q27. Contains the first coding 

exon of the MLLT4 gene for myeloid/lymphoid or mixed-lineage leukemia (trithorax (Drosophila) homolog); trans- 
located to, 4 (AF-6, Afadin, MLLT-4, ALL-1 fusion partner), and a Serine Palmitoyltransferase 2 (EC 2.3.1 .50, Long 
Chain Base Biosynthesis protein 2, LCB-2, SPT-2) pseudogene. Contains ESTs, STss. GSSs, and a putative CpG 
island, complete sequence7/1 .7e-1 0:97:90//AL0091 78 ' 1 

55 R-NT2RP2002099//Homo sapiens mRNA for E1 B-55kDa-associated protein7/4.6e-59:376:89//AJ007509 

R-NT2RP2002T05 

R-NT2RP2002124//RPCM1-75J16.TJ RPCI11 Homo sapiens genomic clone R-75J16, genomic survey se- 
quence.//0.58:191:64//AQ266779 
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R-NT2RP2002137//Homo sapiens Xp22-175-176 BAG GSHB-484017 (Genome Systems Human BAC Library) 

complete sequence7/0.0065:294:61//AC005913 

R-NT2RP2002154 

R-NT2RP2002172//RPCI11-90C20TJ RPCI11 Homo sapiens genomic clone R-90C20, genomic survey se- 
5 quence.//0.049:160:65//AQ2B2591 

R-NT2RP2002185//CIT-HSP-2341I15.TF CIT-HSP Homo sapiens genomic clone 2341 115, genomic survey se- 
quence.//6.0e-36:230:90//AQ053355 

R-NT2RP2002192//HS_2222_B1_F08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2222'Col=l5 Row=L, genomic survey sequence7/1.9e-l5:249:7l//AQ1 78491 
10 R-NT2RP20021 93//Rattus norvegicus potassium channel regulatory protein KChAP mRNA, complete cds7/4.7e- 
35:438:73//AF032872 

R-NT2RP2002208//Hansenula wingei mitochondrial DNA, complete sequence 7/0.00057:468:57//D31 785 
R-NT2RP2002219//HS_2058_A1_C09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2058 Col=17 Row=E, genomic survey sequence7/3.4e-55:512:77//AQ234380 
15 R-NT2RP2002231//Plasmodium falciparum DNA ••• SEQUENCING IN PROGRESS ***from contig 3-31 , complete 

sequence.//1 .5e-06:398:61//Z98557 

R-nnnnnnnnnnnn//Sequence 11 from patent US 562481 87/3.3e-91:553:87//l41 141 

R-NT2RP2002256//Homo sapiens retinoic acid hydroxylase mRNA, complete cds7/3.0el4:132:84//AF005418 
R-NT2RP2002259//Human DNA sequence ••• SEQUENCING IN PROGRESS from clone 118J21, WORKING 
20 DRAFT SEQUENCE 7/1 .6e-96:548:91//AL033527 

R-NT2RP2002270//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequence7/5.le- 
06:391 :60//AC004605 

R-NT2RP2002292//Genomic sequence from Human 13, complete sequ ence 7/0.91:1 59: 64//AC00 1226 
R-NT2RP200231 2//Homo sapiens CDP-diacylglycerol synthase 2 (CDS2) mRNA, partial cds.//1 .3e-1 01 :527:94// 
25 AF069532 

R-NT2RP200231 6//Plasmodium falciparum chromosome 2, section 45 of 73 of the complete sequence7/0.00052: 
389:59//AE001408 

R-NT2RP2002325//Homo sapiens peroxisomal biogenesis factor (PEXHa) mRNA, complete cds7/2.3e-i 12:567: 
95//AF093668 

30 R-NT2RP2002333//Rat POU domain factor (Brn-5) mRNA.//1 .5e-22:323:73//L23204 

R-NT2RP2002385//Homo sapiens synaptic glycoprotein SC2 spliced variant mRNA, complete cds 7/3. 7e-l 02:600: 
89//AF038958 

R-NT2RP2002394//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.039:399:59//AC005308 

35 R-NT2RP2002408//HS_2212_A1_E09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=22l2 CoI=17 Row=l, genomic survey sequence 7/9.6e-35:23l :88//AQl 84632 
R-NT2RP2002426//Human DNA sequence from clone 101 G11 on chromosome 22ql2. Contains an AC02 (Mito- 
chondrial Aconitate Hydratase (Aconitase, Citrate Hydro-Lyase. EC 4.2.1 .3)) pseudogene, ESTs, STSs, GSSs and 
a putative CpG island, complete seq uence 7/2. 8e-39: 308: 82//AL02 1877 

40 R-NT2RP2002439//Leish mania tarentolae mitochondrial electron transport chain component mRNA7/0.022:102: 

71//M74225 

R-NT2RP2002457//Homo sapiens DNA sequence from PAC 142L7 on chromosome 6q2L Contains a Laminin 
Alpha 4 (LAMA4) LIKE gene coding for two alternatively spliced transcripts, a Tubulin Beta LIKE pseudogene, a 
Connective tissue growth factor (NOV, GIG) LIKE gene, A predicted CpG island, ESTs, STSs and genomic marker 
<5 D6S41 6, complete sequence7/0.00099:354:59//Z99289 

R-NT2RP2002464//Homo sapiens genomic DNA, chromosome 21q22.2 (Down Syndrome region), segment 6/15, 

WORKING DRAFT SEQUENCE.//0.0015:219:67//AP000013 

R-NT2RP2002475 

R-nnnnnnnnnnnn//Homo sapiens mRNA for ABC transporter 7 protein, complete cds7/3.le-1 13:605:92// 
50 AB005289 

R-NT2RP2002498//Human DNA sequence from PAC 162H14 on chromosome 22. Contains 3' part of a FIBULIN 
1 like gene and ESTs, complete sequence.//0.32:2l0:64//Z98047 . 

R-NT2RP2002503//Homo sapiens, clone hRPK.15_A_l, complete sequence7/4.0e-86:429:98//AC006213 
R-NT2RP2002504//Homo sapiens mRNA for KIAA0791 protein, complete CdS.//2.7e-105:583:91//AB018334 
55 R-NT2RP2002520//Saccharomyces cerevisiae mitochondrial tRNA-Tyr, tRNA-Asn, & amp; tRNA-Met genesV/ 

0J4:406:58//AJ223323 

R-NT2RP2002537//Human DNA sequence **' SEQUENCING IN PROGRESS from clone 500L14, WORKING 
DRAFT SEQUENCE7/2.8e-1 6:1 88 :78//AL 023583 
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R-NT2RP2002546//Homo sapiens clone TUA8 Cri-du-chat region mRNA7/4.7e-l 08:57 1:93//AF0093 14 
R-NT2RP2002549//Human Chromosome 1 5q26.l PAC clone pDJl Ok5 containing human DNA polymerase gam- 
ma (polg) gene, complete sequence7/l .le-l03:422:95//AC0053l6 

R-NT2RP2002591//Human DNA binding protein (HPF2) mRNA, complete cds.//1.8e-36:526:67//M27878 
5 R-NT2RP2002595 

R-NT2RP2002606//Human DNA sequence ••• SEQUENCING IN PROGRESS " # from clone 2705, WORKING 

DRAFT SEQUENCE7/7.2e-10:211:71//AL033529 

R-NT2RP2002609 

R-NT2RP2002618//Plasmodium falciparum MAL3P6, complete sequence7/2.9e-05:566:60//Z98551 
10 R-NT2RP2002621//Human DNA sequence from PAC 341 110 on chromosome 6q22.2-22.33. Contains 60S ribos- 

omal protein L5 like (pseudo)gene, ESTs and STSs.//1.1e-38:348:78//297352 

R-NT2RP2002643//Homo sapiens chromosome 11 clone pTWBlS.28 map Ilpl5.4-pi5.5, genomic survey se- 
quence 7/1. 2e-35:414:66//AF074030 

R-NT2RP2002672//Homo sapiens chromosome 10 clone CIT-HSP-1326H7 map I0q24.3-I0q25.i , complete se- 
'5 quence.//1 .3e-77:403:95//AC005384 

R-NT2RP2002701 

R-NT2RP2002706//Homo sapiens chromosome 19, cosmid F22676, complete sequence 7/4.0e-42: 147:907/ 
AC005778 

R-NT2RP2002710//P.falciparum serine rich protein (SERP I) gene 7/0. 84:1 35 :67//J03983 
20 R-NT2RP2002727//, complete sequence7/1.0:363:59//AC005815 

R-NT2RP2002736//Arabidopsis thaliana chromosome II BAC T17M13 genomic sequence, complete sequence7/ 
0.44:267:60//AC004138 

R-NT2RP2002740//Homo sapiens Xp22 BAC GSHB-600G8 (Genome Systems Human BAC library) complete 
sequence.//0.0016:474:60//AC004674 
25 R-NT2RP2002741//HS_3051_B1_H11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3051 Col=21 Row=P, genomic survey sequence.//1.1e-38:217:86//AQ1 06283 
R-NT2RP2002750//Homo sapiens 1 2q24.1 PAC RPCI1 -31 5L5 (Roswell Park Cancer Institute Human PAC library) 
complete sequence 7/5.0e-36:430:75//AC002395 

R-NT2RP2002752//Human DNA sequence SEQUENCING IN PROGRESS from clone 366L4, WORKING 
30 DRAFT SEQUENCE.//8.2e-41:437:76//AL023494 

R-NT2RP2002753//Homo sapiens clone DJ076B20, WORKING DRAFT SEQUENCE, 6 unordered pieces7/6.8e- 
100:496:97// AC004882 

R-NT2RP2002769//paramecium species 5,311 mtdna dimer: replication init. regionV/7.4e-10:404:60//K00917 
R-NT2RP2002778//Homo sapiens clone 24606 mRNA sequence.//1 .2e-63:341 :94//AF070537 
35 R-NT2RP2002800//RPCI11-37G8.TV RPCI-11 Homo sapiens genomic clone RPCM1-37G8, genomic survey se- 

quence7/4.9e-60:321 :95//AQ029850 

R-NT2RP2002839//Homo sapiens Chromosome 11q12.2 PAC clone pDJ688p12 containing uteroglobin gene, 
WORKING DRAFT SEQUENCE, 11 unordered pieces.//2.9e- 100:492 :98//AC006078 

R-NT2RP2002857//HS_3026_B2_H07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3026 Col=14 Row=P, genomic survey sequence.//8.9e-06:242:62//AQ 128697 

R-NT2RP2002862//RPC1 1 1 -42M 5.TJ RPC1 1 1 Homo sapiens genomic clone R-421 1 5, genomic survey sequence.// 
1 .5e-44:270:85//AQ052700 

R-NT2RP2002880//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 150C2, WORKING 
DRAFTSEQUENCE.//1.0:295:58//AL022318 
45 R-NT2RP2002891 

R-NT2RP2002925//Human DNA sequence SEQUENCING IN PROGRESS — from clone 243L18, WORKING 
DRAFT SEOUENCE7/2.0e-24:395:67//AL034395 

R-NT2RP2002928//Plasmodium falciparum MAL3P5, complete sequence.//0.044:461 :55//AL034556 
R-NT2RP2002929//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
50 DRAFT SEQUENCE, 14 unordered pieces.//0.35:491:56//AC005140 

R-NT2RP2002954//Homo sapiens chromosome 17, clone hRPK!628jE_l2, complete sequence7/l .0:275:61// 
AC005701 

R-NT2RP2002959//Mus musculus ubiquitin conjugating enzyme (ubc4) mRNA, complete cds7/2.7e-6i :508:79// 
U62483 

55 R-NT2RP2002979//RPCI11-20F13.TPK RPCI-11 Homo sapiens genomic clone RPCI-11 -20F13, genomic survey 

sequence.//0.88:HO:72//AQ008132 

R-NT2RP2002980//Homo sapiens PAC clone DJ0841 B21 from 7q21 :i -q31 .1 , complete sequence7/1 .1 e-1 02:433: 
95//AC004140 
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R-NT2RP2002986//Human DNA sequence from clone 1 1 4701 6 on chromosome Xp2i . 1 -21 .3. Contains 1 3 exons 
of the DMD muscular dystrophy gene. Contains an STS and GSSs, complete sequence7/0.3l :219:62//AL031542 
R-NT2RP2002987//Homo sapiens chromosome 1 8, clone hRPK.24_A_23, complete sequenceV/1 .3e-51 :283:88// 
AC005968 

5 R-NT2RP2002993//Human DNA sequence from PAC 106B9 on" chromosome Xq2l 7/4.3e-11:430:63//AL02l307 

R-NT2RP2003000//Saccharomyces cerevisiae mitochondrion transfer RNA- Leu, Gin, Lys, Arg, Gly, Asp, Ser2, 
Arg2, Ala, lie, Tyr, Asn ge nes 7/0. 00088: 347: 62//L368 87 

R-NT2RP2003034//Homo sapiens genomic DNA of 9q32 anti-oncogene of flat epitherium cancer, segment 2/1 07/ 
3.5e-33:271 :82//AB020&70 
10 R-NT2RP2003073 

R-NT2RP2003099//Homo sapiens PAC clone DJ0886O08 from 7q32-q35, complete sequence7/l .5e-45:548:69// 

AC004914 

R-NT2RP2003108 

R-NT2RP2003117//Homo sapiens Clone DJ1137M13, complete sequence.//2.0e-51 :323:88//AC005378 
is R-NT2RP2003121//HS_2238_A1_E08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2238 CoI=15 Row=l, genomic survey sequence 7/0.00055:324:6 1//AQ293058 
R-NT2RP2003125 
R-NT2RP2003129 

R-NT2RP2003137//Human BAC clone RG084D04 from 7q31 , complete sequence7/1 .le-46:521 :74//AC003084 
20 R«NT2RP2003161//Homo sapiens chromosome 10 clone CIT-HSP-1287C20, complete sequence.//l .0:368:59// 

AC005879 

R-NT2RP2003164//Dictyostelium discoideum actin 4 gene, 3' UTR.//1 .0:120:64//M25581 
R-NT2RP2003165//Homo sapiens chromosome 17, clone hRPK.l018_N_l4, complete sequence 7/2.2e-71 :467: 
86//AC005823 
25 R-NT2RP2003177 

R-NT2RP20031 94//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 996D20. WORKING 
DRAFT SEQUENCE.//1.1e-95:585:86//AL031597 

R-NT2RP2003206//P.falciparum interspersed repeat antigen (FIRA)gene7/0.039:338:60//Ml7877 
R-NT2RP2003230//Plasmodium falciparum MAL3P6, complete sequence.//1 .9e-H:542:60//Z98551 
30 R-NT2RP2003237//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MDH9, complete sequence.// 

1. 0:31 1:60//AB01 6888 

R-NT2RP2003243//CIT-HSP-2368D12.TR CiT-HSP Homo sapiens genomic clone 2368D12, genomic survey se- 
quence.//0.39:112:66//AQ077738 

R-NT2RP2003265//Muridae sp. (mouse-rat, neuroblastoma-glioma hybrid cell line NGD5) mRNA, complete cds7/ 
35 1 .3e-38:273:83//L38481 

R-NT2RP2003272//Homo sapiens clone UWGC:y17d3l from 6p21, complete sequenceV/4.4e-1 5: 181:66// 
AC004187 

R-NT2RP2003277//Homo sapiens mRNA for KIAA0625 protein, partial cds.//4.2e-1l0:565:95//AB0l4525 
R-NT2RP2003280//Homo sapiens 12p13.3 PAC RPCI5-1180D12 (Roswell Park Cancer Institute Human PAC Li- 
40 brary) complete sequence7/3.2e-1 2:221 :70//AC005831 

R-NT2RP2003286//Homo sapiens chromosome 19. CIT-HSP-444n24, complete sequence.//0.86:379:60// 
AC005261 

R-NT2RP2003293//Homo sapiens clone RG252P22, WORKING DRAFT SEQUENCE, 3 unordered pieces7/1 .Oe- 
39:41 8:74//AC005079 

45 R-NT2RP2003295//HS_2053_B1_A10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2053 Col=19 Row=B, genomic survey sequence 7/0. 001 6 :346:61//AQ235251 
R-NT2RP2003297//Arabidopsis thaliana chromosome II BAC F4P9 genomic sequence, complete sequence7/ 
0.74:397:56//AC002332 ■ s 1 * " ' " 

R-NT2RP20O3308//Homo sapiens PAC clone DJ1098B01 from 7qll.23-q2l, complete sequence.//0.99:447:60// 
50 AC004960 

R-NT2RP2003329//C.reinhartii psbB 5' flanking region 7/0.79:1 61 :59//X59731 

R-NT2RP2003339//RPCI11-57H15.TK RPCI11 Homo sapiens genomic clone R-57H15, genomic survey se- 
quence.//0.13:184:64//AQH6039 

R-NT2RP2003347//RPCI11-15B19.TV RPCM1 Homo sapiens genomic clone RPCM1-15B19, genomic survey 
55 sequence.//6.4e-31:218:89//B76357 

R-NT2RP2003367//Human Chromosome 16 BAC clone CIT987SK-A-363E6, complete sequence7/9.0e-H:i0i: 
84/U91321 

R-NT2RP2003391//HS_2255_B2_B04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
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nomic clone Plate=2255 CoI=8 Row=D, genomic survey sequence 7/1 .6e-38:247:90//AQ068937 
R-NT2RP2003393//RPCI1 1 -44K6.TJ RPC1 1 1 Homo sapiens genomic clone R-44K6, genomic survey sequence.// 
3.9e-31 :290:79//AQ202481 

R-NT2RP2003394//Yeast mitochondrial oxi3 gene exon 1 for cytochrome c oxidase sub-unit 17/5.1 e-1 4:579:61// 
5 X14910 

R-NT2RP2003401 //Caprine arthritis-encephalitis virus tat protein (tat) and envelope glycoprotein (env) gene, par- 
tial CdS.//0.32:1 74:66//U81 429 

R-NT2RP2003433//Ascidian mRNA for HRSec61 , complete cds.//1 .5e-10:193:69//D25536 
R-NT2RP2003445//Human DNA sequence ••• SEQUENCING IN PROGRESS — from clone Y31 3F4, WORKING 
W DRAFT SEQUENCE7/4.4e-99:585:89//AL023808 

R-NT2RP2003446 

R-NT2RP2003456//Plasmodium falciparum MAL3P7, complete sequence.//0.98:399:57//AL034559 
R-NT2RP2003480//Homo sapiens full-length insert cDNA clone ZE09A11 V/4.7e-111:540:98//AF086540 
R-NT2RP2003499 
15 R-NT2RP2003506 
R-NT2RP2003511 

R-NT2RP2003513//Human mRNA for KIAA0270 gene, partial cds7/4.1e-107:566:93//D87460 
R-NT2RP2003517//Human c-sis/platelet-derived growth factor 2 (SIS/PDGF2) mRNA, complete cds7/l.5e-60: 
518:79//M12783 

20 R-NT2RP2003522//HS_21 82_A1_D05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2182 Col=9 Row=G, genomic survey sequence 7/0.053:25 1:60//AQ024304 
R-NT2RP2003533//Homo sapiens chromosome 12p13.3 Clone RPCI4-816N1 , WORKING DRAFT SEQUENCE, 
31 unordered pieces.//1 .5e-37: 328 :80//AC 005841 

R-NT2RP2003543//HS_3028_A2_C12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3028 Col=24 Row=E, genomic survey sequence.//2.0e-39:203: 1 00//AQ094957 

R-NT2RP2003559//Homo sapiens full-length insert cDNA clone ZD65E09.//2.3e-59:325:95//AF088055 

R-NT2RP2003564 

R-NT2RP2003581 

R-NT2RP2003596//HS_2163_B1_D11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
30 nomic clone Plate=2l63 Col=21 Row=H, genomic survey sequence.//0.0011:2l2:67//AQ125143 

R-NT2RP2003604//Homo sapiens alpha-catenin-like protein mRNA, complete cds.//5.4e-1 02:501 :97//U97067 
R-NT2RP2003629//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces.//0.001 2:363 :61//AC005507 

R-NT2RP2003643//Mus musculus mRNA for CMP-N-acetylneuraminic acid sy nthetase 7/5. 1e-37:56 1:68// 
35 AJ006215 

R-NT2RP2003668//Human DNA sequence from PAC 24608, between markers DXS6791 and DXS8038 on chro- 
mosome X contains ESTs.//0.0053:395:58//Z76735 

R-NT2RP2003687//Human BAC clone RG222A16 from 7q3L complete sequence.//8.0e-l0:205:67//AC002385 
R-NT2RP2003691//HS_3252_A2_A11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3252 Col=22 Row=A, genomic survey sequence.//5.3e-05:332:60//AQ21 9783 

R-NT2RP2003702//CIT-HSP-2333P5.TF CIT-HSP Homo sapiens genomic clone 2333P5, genomic survey se- 
quence./^. 9e-43:431 :75//AQ035000 
R-NT2RP2003704 

R-NT2RP2003706//Homo sapiens mRNA for KIAA0525 protein, partial cds.//2.6e-45:265:93//AB011097 
45 R-NT2RP2003713//Human DNA sequence from PAC 411 B6 on chromosome X V/0.64:169:67//Z84470 

R-NT2RP2003714//Human DNA sequence from 4PTEL, Huntington's Disease Region, chromosome 4p16.37/ 
4.6e-11:152:73//295704 

R-nnnnnnnnnnnn//H.sapiens mRNA for PIBF1 protein, complete 7/6. 94 :443:59//Y09631 
R-NT2RP2003737//Homo sapiens clone DJ1 022114, WORKING DRAFT SEQUENCE, 14 unordered piecesV/ 
50 2.2e-109:547:96//AC004951 

R-NT2RP2003751//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-427H10, complete sequence7/4.1e- 
109:545:97//AC004626 

R-NT2RP2003760//B. taurus mRNA for gamma-COP7/6.3e : 28:400:69//X70019 
R-NT2RP2003764//Mouse preprosomatostatin gene 7/0.90:285:62//X51 468 
55 R-NT2RP2003769//Schizosaccharomyces pombe gene for protein involved in sexual development, complete 

Cds7/0.96:446:58//D87956 

R-NT2RP2003770//Homo sapiens sperm acrosomal protein mRNA, complete Cds7/1 .8e-l 04:531 :96//AF047437 
R-NT2RP2003777 
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R-NT2RP2003781//HS_3109_B1_B04_T7 err Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3109 Col=7 Row=D, genomic survey sequence.//l .3e-60:346:92//AQ 186749 
R-NT2RP2003793 
R-NT2RP2003840 

5 R-NT2RP2003857//HS_2205_A2_H12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2205 Col=24 Row=0, genomic survey sequence.//8.1e-22:127:99//AQ151299 
R-NT2RP2003859//RPCI1 1 -37G8.TV RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -37G8, genomic survey se- 
quence.//8.3e-60:320:95//AQ029850 

R-NT2RP2003871//HS_?210_A1_C08_T7 CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
10 nomic clone Plate=3210 Coi=15 Row=E, genomic survey seq uence .//8.6e-09:322: 6 1//AQ 175028 

R-NT2RP2003885//RPCI1 1 -7M 1 0TP RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -7M10, genomic survey se- 
quence.//4.7e-67:380:92//B72214 

R-NT2RP2003912//Human DNA sequence SEQUENCING IN PROGRESS from clone 32B1, WORKING 
DRAFT SEQUENCEV/1 .2e-33:379:75//AL023693 
15 R-NT2RP2003952 

R-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquitin specific protease, complete cds.//2.3e-1 14:568:97// 
ABO 14458 

R-NT2RP2003976//Homo sapiens mRNA for KIAA0447 protein, complete cds.//1.1e-107:540:97//AB007916 
R-NT2RP2003981//Homo sapiens mRNA for KIAA0804 protein, partial cds.//7.7e-114:568:96//AB018347 
20 R-NT2RP2003984 

R-NT2RP2003986//Human Chromosome 1 1 pac pDJ1 97h1 7, WORKING DRAFT SEQUENCE, 1 1 unordered piec- 
es.//6.6e-99:551 :92//AC0003 82 

R-NT2RP2003988 : ' 

R-NT2RP2004014 

25 R-NT2RP2004041//Homo sapiens chromosome 19, cosmid F17127, complete sequencei/4.9e-1 14:568:97// 

AC004780 

R-NT2RP2004042//nbxb0020F03rCUGI Rice BAC Library Oryza sativa genomic clone nbxb0020F03r, genomic 
survey sequence7/0.1l :195:64//AQ258389 

R-nnnnnnnnnnnn//Human DNA sequence ••• SEQUENCING IN PROGRESS from clone 134019, WORKING 
30 DRAFT SEQUENCE7/7.6e-11 0:564:95//AL034555 

R-NT2RP2004081//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces 7/0.012:503:57//AC005308 

R-NT2RP2004098//H.sapiens CpG island DNA genomic Msel fragment, clone I33h3, reverse read 
cpgl 33h3.rt1 a7/7.9e-25: 1 40: 1 00//Z64530 
35 R-NT2RP2004124 ' 

R-NT2RP2004142//CIT-HSP-2316F21 TR CIT-HSP Homo sapiens genomic clone 2316F21 , genomic survey se- 
quence.//2.8e-83:409:98//AQ034964 

R-NT2RP2004152//HS_3065_A2_D04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3065 Cot=8 Row=G, genomic survey sequence.//2.5e-62:304:l0O//AQ 137776 
<o R-NT2RP20041 65//Anthocidaris crassispina mRNA for dynein beta-heavy chain, complete cds.//3.4e-20:343:65// 

D01021 

R-NT2RP2004170//"* SEQUENCING IN PROGRESS Homo sapiens chromosome 4, BAC clone B33108; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 10 unordered pieces7/2.5e-89:587:86//AC004064 
R-NT2RP2004172//Dictyostelium discoideum LTR-retrotransposon Skipper, partial genomic sequence, 3' endV/ 
45 0.24:440:60//AF017047 

R-NT2RP2004187//RPCI11-59E12.TK RPCI11 Homo sapiens genomic clone R-59E12, genomic survey se- 
quenced. Ie-05:175:66//AQ1 981 20 
R-NT2RP2004194 

R-NT2RP2004196//Fugu rubripes GSS sequence, clone 076D0lbE2, genomic survey sequenceV/l.6e-22:178: 
SO 71//AL026601 

R-NT2RP2004207//Homo sapiens BAC clone GS421I03 from Xq25-q26, complete sequence.//0. 19: 175:64// 
AC005023 

R-NT2RP2004226//Human DNA sequence ••• SEQUENCING iN PROGRESS — from clone Y31 3F4, WORKING 
DRAFT SEQUENCEV/6.1 e-1 7:445:64//AL023808 
55 R-NT2RP2004232//M.musculus (Balb/c) mRNA for serine/threonine protein kinase.//3.2e-25:326:71//Z34524 

R-NT2RP2004239//Homo sapiens lok mRNA for protein kinase, complete cds7/8.7e-l08:563:94//AB0157l8 
R-NT2RP2004240//Homo sapiens antigen NY-CO-1 (NY-CO-1) mRNA, complete cdsy/1.1e-l 01:530:93// 
AF039687 
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R-NT2RP2004242 

R-NT2RP2004245//Homo sapiens DNA sequence from PAC 455H14 on chromosome Xq2l .3-22.3. Contains ge- 
nomic marker DXS1203 with a CA repeat polymorphism, STSs and GSSs. complete sequence 7/5. 1e-08:236:65// 
AL023280 

5 R-NT2RP2004270//Lycopersicon esculentum Idh2 geneV/0. 98:259: 61//Y1 0603 

R-NT2RP2004300//Human DNA sequence ## * SEQUENCING IN PROGRESS from clone 1 068F1 6, WORKING 
DRAFTSEQUENCE7/5.0e-14:396:65//AL023913 

R-NT2RP200431 6//Homo sapiens EXT-like protein 2 (EXTL2) mRNA, complete Cds7/1 .5e-1 08:544:96//AF00041 6 
R-NT2RP2004321//Caenorhabditis elegans cosmid F47B8, complete sequence 7/0.0078 :333:61//Z77662 
10 R-NT2RP2004339//Homo sapiens PAC clone DJ1136G13 from 7q35-q36, complete sequence7/1 .4e-75:306:86// 
AC005229 

R-NT2RP2004347//RPCI11-90N11.TJ RPCI11 Homo sapiens genomic clone R-90N11, genomic survey se- 
quence.//2.9e-87:494:92//AQ284548 

R-NT2RP2004364//Human DNA sequence from clone 422F24 on chromosome 6q24. 1-25.2. Contains a novel 
is gene similar to C. elegans C02C2.5. Contains ESTs, STSs and GSSs, complete sequence7/4.2e-i 0:1 61:76// 
AL031010 

R-NT2RP2004365//Plasmodium falciparum chromosome 2, section 70 of 73 of the complete sequence7/3.6e-08: 
483:57//AE001433 

R-NT2RP2004366//F.rubripes GSS sequence, clone 0l3Bl6aF3, genomic survey sequence7/2.1e-05:1 28:67// 
20 AL000528 

R-NT2RP2004373//Homo sapiens I2q24.2 BAC RPCI11-407A16 (Roswell Park Cancer Institute Human BAC Li- 
brary) complete sequence7/0.8l :205:62//AC006065 

R-NT2RP2004389//HS_2183_B2_H04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l83 Col=8 Row=P, genomic survey sequence 7/3. 9e-06:82:84//AQ063969 
25 R-NT2RP2004392//Ceratovacuna sp. mitochondrial cytochrome oxidase I (3' end), cytochrome oxidase II (com- 
plete cds) and transfer RNA-Leu gene 7/2. 7e-06:495:58//L39993 

R-NT2RP2004396//Homo sapiens BAC clone RG135C18 from 7q21 complete sequence.//6.4e-1 11:572:96// 
AC005164 

R-NT2RP2004399//Arabidopsis thaliana chromosome I BAC F11M15 genomic sequence, complete sequence 7/ 

30 0.13:253:64//AC006085 

R-NT2RP20044007/HS_3238_A2_H11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3238 Col=22 Row=0, genomic survey sequence.//5.ie-23:l62:89//AQ2114l2 
R-NT2RP2004412//Saccharomyces douglasii mitochondrial cytochrome c oxidase subunit I (COXI) gene, com- 
plete Cds7/2.6e-09:458:60//M97514 

35 R-NT2RP2004425//Human DNA sequence from clone 1 052M9 on chromosome Xq25. Contains the SH2D1 A gene 
forSH2 domain protein 1 A, Duncan's disease (lymphoproliferative syndrome) (DSHP), part of a 60S Acidic Ribos- 
omal protein 1 (RPLP1) LIKE gene and part of a mouse DOC4 LIKE gene. Contains ESTs and GSSs, complete 
sequence.//0.99:48l :56//AL022718 

R-NT2RP2004476//Rattus norvegicus activity and neurotransmitter-induced early gene 6 (ania-6) mRNA, 3*UTR7/ 
40 5.3e-99:600:90//AF030091 

R-NT2RP2004490//Homo sapiens chromosome 16, P1 clone 94-1 OH (LANL), complete sequence7/3.9e-l 15:575: 
97//AC005591 

R-NT2RP2004512//Plasmodium falciparum MAL3P3. complete sequence.//0.00034:517:58//Z98547 
R-NT2RP2004523//Homo sapiens clone DJ0800G07, complete sequence7/1.8e-1 15:571 :97//AC004890 
<5 R-NT2RP2004538//Homo sapiens BAC clone RG318C11 from 7pl4-pl5, complete sequence7/l .7e-47:322:87// 

AC005091 1 . 

R-NT2RP2004551//Homo sapiens Xp22 bins 45-47 BAC GSHB-665N22 (Genome Systems Human BAC Library) 
complete sequence 7/0.035:51 1:58//AC0051 84 . . 

R-NT2RP2004568//T7C20-Sp6 TAMU Arabidopsis thaliana genomic clone T7C20, genomic survey sequence7/ 
50 0.70:446:54//B08766 

R-NT2RP2004580//Human DNA sequence SEQUENCING IN PROGRESS from clone 136B1 , WORKING 
DRAFT SEQUENCE7/2.2e-53:397:74//AL031 768 

R-NT2RP2004587//CIT-HSP-2376P22.TF CIT-HSP Homo sapiens genomic clone 2376P22, genomic survey se- 
quence.//0.0079:223:63//AQ1 08976 ■ • 

55 R-NT2RP2004594//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequence7/5.3e- 

10:493:62//AC004605 

R-NT2RP2004600//Homo sapiens full-length insert CDNA clone ZE04E067/2.1e-70:343:99//AF086522 
R-NT2RP2004602//Homo sapiens full-length insert cDNA clone YW26E097/2.0e-96:528:93//AF086033 
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R-NT2RP2004614 

R-NT2RP2004655//Homo sapiens mRNA for leucine rich protein 7/7.3e-117:587:96//AJ006291 
R-NT2RP2004664//Homo sapiens mRNA for KIAA0460 protein, partial cdsV/1 .8e-1 05:520: 96//AB007929 
R-NT2RP2004675//Human elastin (ELN) gene, partial cds, and LIM-kinase (LIMK1) gene, complete cds.//3.4e- 
5 22:197:79//U63721 

R-NT2RP2004681//Rat notch 2 mRNA7/8.0e-30:276:78//M93661 

R-NT2RP2004689//Homo sapiens mRNA for KIAA0625 protein, partial cds.//1 .6e-118:600:96//AB014525 
R-NT2RP2004709//Homo sapiens full-length insert cDNA clone ZD42A087/3.5e-14:139:86//AF086259 
R-NT2RP2004710//Hunr\an DNA sequence " # SEQUENCING IN PROGRESS " # from clone 126A5, WORKING 
10 DRAFT SEQUENCE.//6.9e-117:592:96//AL031447 

R-NT2RP2004736//Homo sapiens mRNA for K1AA0478 protein, complete cds.//4.2e-117:594:96//AB007947 
R-NT2RP2004743//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0,53:403:59//AC005505 

R-NT2RP2004767//Human DNA sequence from PAC 491 M1 7 on chromosome 1p36.2-1p36.3.//2.0e-81 :568:84// 
15 Z97988 

R-NT2RP2004775//Anopheles quadrimaculatus NADH dehydrogenase subunits (1-4, 4L, 5-6); cytochrome oxi- 
dase subunits (1-3): adenosine triphosphatase subunits (6,8); cytochrome b; transfer RNA; ribosomal RNA (large 
and small subunits).//4.0e-08:365:62//L04272 

20 R-NT2RP2004791//Homo sapiens chromosome 5, BAC clone 282B7 (LBNL H192), complete sequence7/7.8e- 

111:541 :98//AC005216 

R-NT2RP2004799//Homo sapiens ATP -specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds.// 

2.5e-114:564:96//AF058953 

R-NT2RP2004802 

25 R-NT2RP2004816//Homo sapiens H beta 58 homolog mRNA, complete cds.//2.7e-118:584:97//AF054179 

R-NT2RP2004841//Human BAC clone RG308B22 from 7q22-q'3i, complete sequence.//4.0e-46:447:72// 
AC002089 

R-NT2RP2004861//Plasmodium"falciparum MAL3P5, complete Sequence.//0.19:189:66//AL034556 
R-NT2RP2004897//Human Chromosome X clone DWXD187, complete sequence.//1.1e-08:330:61//AC004383 
30 R-NT2RP2004936//CIT-HSP-2374L4.TF CIT-HSP Homo sapiens genomic clone 2374L4, genomic survey se- 

quence.//0.99:129:65//AQH0571 

R-nnnnnnnnnnnn//Plasmodium falciparum MAL3P6, complete sequence.//0.0l4:402:61//Z98551 
R-NT2RP2004961//RPC111-45P2TK RPCI11 Homo sapiens genomic clone R-45P2, genomic survey sequence.// 
9.3e-90:453:97//AQ202282 

35 R-NT2RP2004962//Caenorhabditis elegans DNA SEQUENCING IN PROGRESS from clone Y40H4, 

WORKING DRAFT SEQUENCE.//0.01 7:291 :61//AL022573 

R-NT2RP2004967//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered pieces7/4.6e- 
52:495:77//AC005077 

R-NT2RP2004978//Homo sapiens chromosome 19, cosmid F23269, complete sequence.//0.088:322:63// 
40 AC005614 

R-NT2RP2004982//Homo sapiens BAC clone BK085E05 from 22ql2.1-qter, complete sequence.//0.025:339:61// 
AC003071 

R-NT2RP2004985//T31H24TF.TAMU Arabidopsis thaliana genomic clone T31H24, genomic survey sequence.// 
0.40:111 :70//B781 48 

« . R-NT2RP2004999//Homo sapiens Clone NH0084K19, WORKING DRAFT SEQUENCE, 30 unordered piecesV/ 
0.23:157:68//AC005682 
R-NT2RP2005000 

R-NT2RP2005001//Homo sapiens mRNA for KIAA0615 protein/complete cds.//3.0e-111:577:95//AB014515 
R-NT2RP2005003//Homo sapiens Xp22-132-134 BAC GSHB-590J15 (Genome Systems Human BAC library) 

so complete sequence7/2.4e-21:246:77//AC004673 

R-nnnnnnnnnnnn//Homo sapiens SEC63 (SEC63) mRNA, complete cds.//9.5e- 11 5:568:97//AFl 00141 
R-NT2RP2005018//HS_3108_B1_R)9_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l08 CoI=17 Row=J, genomic survey sequenceV/l .9e-3l:222:89//AQ 104050 
R-NT2RP2005020//Rattus norvegicus cationic amino acid transporter-1 (CAT-1) mRNA, complete cdsy/6.6e-4l : 

55 566:73//U70476 ' . 

R-NT2RP2005031//CIT-HSP-516A2.TV CIT-HSP Homo sapiens genomic clone 516A2, genomic survey se- 

quence.//4.1e-31 :357:75//B49897 

R-NT2RP2005037 
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R-NT2RP2005038//Sequence 5 from patent US 5552281 7/2.2e-32:1 78 :98//l25644 

R-NT2RP2005108//Mus musculus orphan nuclear hormone receptor (CAR) gene, complete sequence7/3.7e-23: 
475:67//AF009326 

R-NT2RP2005116//Homo sapiens mRNA for KIAA0664 protein, partial cds7/8.4e-1 04:51 8:97//AB014564 
R-NT2RP2005126//H.sapiens mRNA for RNA helicase (Myc-regulated dead box protein)7/i .4e-67:464:85// 
X98743 

R-NT2RP2005139 

R-NT2RP2005140//Leishmania mexicana amazonensis kinetoplast (clone 29) maxicircle A+T-rich repetitive DNA 
sequence.//7.9e-08 :460:60//U00 1 01 

R-NT2RP2005144//Homo sapiens chromosome 12p13.3clone RPCI11-372B4, WORKING DRAFT SEQUENCE, 
129 ordered pieces7/2.5e-1 03:51 9:96//AC005911 

R-NT2RP2005147//Homo sapiens clone DJ1125K23, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 
0.068:100:75//AC004971 

R-NT2RP2005159//CITBI-E1-2506A8.TF C1TBI-E1 Homo sapiens genomic clone 2506A8, genomic survey se- 
quence 7/0 . 90 : 1 1 3: 71 //AQ262 1 04 

R-NT2RP2005162//Homo sapiens chromosome 17, clone HCIT307A16, complete sequence 7/5. Oe-1 4:1 83:75// 
AC003041 

R-NT2RP2005168//Homo sapiens mRNA for E1B-55kDa-associated protein7/7.5e-1 00:51 3: 95//AJ 007509 
R-NT2RP2005204 

R-NT2RP2005227//Homo sapiens PAC clone DJ0905J08 from 7pl2-pl4, complete sequence7/7.2e-1 19:583:97// 
AC005189 ' 

R-NT2RP2005239//Homo sapiens mRNA for putative tRNA splicing protein, partial 7/8. 4e-62:3l 2 :98//AJ0l 0952 
R-NT2RP2005254//Homo sapiens DNA sequence from PAC 262D12 on chromosome 1q23.3-24.3. Contains a 
Tenascin (Hexabrachion, Cytotactin, Neuronectin, Myotendinous antigen)-LIKE gene and a mitochondrial/chloro- 
plast 30S ribosomal protein S1 4-LIKE gene preceeded by a CpG island. Contains ESTs, genomic marker D1 S2691 
and STSs.//5.7e-09:328:62//Z99297 

R-NT2RP2005270//Plasmodium falciparum MAL3P8, complete sequence.//2.3e-05 : 355:6 1//AL034560 
R-NT2RP2005276//Genomic sequence for Arabidopsis thaliana BAC F17F8, complete sequence 7/0.001 4:541: 
58//AC000107 

R-NT2RP2005287//Cavia porcellus zinc finger protein (zfoCl) mRNA, complete cds.//4.4e-69:459:86//L26335 
R-NT2RP2005288//Homo sapiens RCCl-like G exchanging factor RLG mRNA, complete cds 7/7. 4e- 124:594:98// 
AF060219 

R-NT2RP2005289//Homo sapiens mRNA for XRP2 protein.//1 .5e-110:545:96//AJ007590 
R-NT2RP2005293//Leishmania mexicana amazonensis kinetoplast (clone 29) maxicircle A+T-rich repetitive DNA 
sequence.//1.le-l2:554:6l//U00101 

R-NT2RP2005315//Homo sapiens DNA sequence from PAC 168L15 on chromosome 6q26-27. Contains RSK3 
gene, ribosomal protein S6 kinase, EST, GSS, STS. CpG island, complete sequence7/9.5e-15:218:77//AL022069 
R-NT2RP2O05325//Rattus norvegicus LIM homeodomain protein (LH-2) mRNA sequence.//2.0e-72:478:88// 
L06804 

R-NT2RP2005336//"*ALU WARNING: Human Alu-J subfamily consensus sequence.//7.3e-33:139:82//U14567 
R-NT2RP2005344//Human DNA sequence from PAC 128N22 on chromosome Xq25-Xq26.3. contains STS 7/ 
0.094:451 :60//297629 

R-NT2RP2005354//Homo sapiens mRNA for putative thioredoxin-like protein.//1 .3e-11 : 89 :96//AJ0 10841 
R-NT2RP2005360//Homo sapiens clone RG023I15. WORKING DRAFT SEQUENCE, 1 unordered pieces 7/0. 046: 
266:60//AC005049 

R-NT2RP2005393//Homo sapiens chromosome 17, clone hRPK.85_B_7, complete sequence7/6.0e-4l :226:86// 

AC005695 

R-NT2RP2005407 

R-NT2RP2005436//Polistes annularis (clone pan117AAT) tandem repeat region7/0.039:l69:63//L10835 
R-NT2RP2005441//CIT-HSP-2338P5.TR CIT-HSP Homo sapiens genomic clone 2338P5, genomic survey se- 
quence.//3.0e-38:263:88//AQ055548 

R-NT2RP2005453//CIT-HSP-2367N1TR CIT-HSP Homo sapiens genomic clone 2367N1, genomic survey se- 
quence7/0.67:409:59//AQ079845 

R-NT2RP2005457//Homo sapiens partial XPGC gene, exon 27/2. 0e-42:315:82//X71 342 
R-NT2RP2005464//CIT-HSP-2359C16.TF CIT-HSP Homo sapiens genomic clone 2359C16, genomic survey se- 
quence7/1 .0:251 :60//AQ07581 6 

R-NT2RP2005465//Drosophiia melanogaster, chromosome 2R, region 44D1-44D2, P1 clone DS0861 6, complete 
sequence.//01 25 1 288:62//AC005457 
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R-NT2RP2005472//Chlorarachnion CCMP621 small subunit ribosomal RNA, 5.8S ribosomal RNA, large subunit 
ribosomal RNA, U6 small nuclear RNA, small subunit ribosomal protein S13 (RPS13), pre-mRNA splicing factor 
PRP 6 homolog. small subunit ribosomal protein 4 (RPS4), small nucleolar ribonucleoprotein E homolog (snRNPE), 
ATP-dependent dp protease proteolytic subunit homolog (CLPP), putative RNA polymerase II subunit (RNA 
5 POLII), and RNA helicase homolog (RNAHEL) genes, complete cdsV/1 .0:356:59//U585l0 

R-NT2RP2005476//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *" from MALI P3, WORKING 
DRAFT SEQUENCE7/0.00092:421 :60//AL031746 

R-NT2RP2005490//Homo sapiens clone NH0001P09, WORKING DRAFT SEQUENCE, 1 unordered pieces7/ 
6.2e-71 :1 87:100//AC00B030 

10 R-NT2RP2005491//paramecium species 5,311 mt dna dimer: replication init. region.//1 .6e-10:403:62//K00917 

R-NT2RP2005495//Homo sapiens clone RG037F03, WORKING DRAFT SEQUENCE, 12 unordered pieces7/ 
1.3e-25:208:82//AC005051 

R-NT2RP2005496//Human DNA sequence from clone 354N 19 on chromosome 6q22. Contains the 3' part of the 
gene for Mannosyl-Oligosaccharide Alpha-1 ,2-Mannosidase (Man(9)-alpha-mannosidase, EC 3.2.1 .113), a Cyto- 
?5 chrome C Oxidase Polypeptide I (EC 1.9.3.1) pseudogene and a pseudogene similar to 60S Ribosomal Protein 
L13A. Contains genomic markers D6S287 and D6S1696, ESTs, STSs, GSSs and two CA repeat polymorphisms, 
complete sequence7/1 .5e-22:196:84//AL022722 
R-NT2RP2005498 

R-NT2RP2005501//Homo sapiens chromosome 1 7, clone hRPK.269_G_24, complete sequence7/.7e-29:252:76// 
20 AC005828 

R-NT2RP2005509//CIT-HSP-2060J6.TR CIT-HSP Homo sapiens genomic clone 2060J6, genomic survey se- 
quence.//3.1e-53:402:84//B69979 

R-NT2RP2005520//Homo sapiens chromosome-associated protein-E (hCAP-E) mRNA, complete cds7/9.9e-l09: 
570:94//AF092563 

25 R-NT2RP2005525//Human clone JkA2 mRNA induced upon T-cell activation, 3' end.//5.1 e-32:1 75:98//U38432 

R-NT2RP2005531//Homo sapiens PAC clone DJ0870F17 from 7q33-q36, complete sequence.//0.94:288:61// 
AC004911 

R-NT2RP2005539//Homo sapiens mRNA for NSl-binding protein (NS1 -BP) 7/2.7e-1 06 :560:94//AJ0 12449 
R-NT2RP2005540//Homo sapiens mRNA for KIAA0494 protein, complete cds.//5.3e-114:583:96//AB007963 
30 R-NT2RP2005549//Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE 7/0.91 : 

287:58//AJ011929 

R-NT2RP2005555//Homo sapiens I2pl3.3 PAC RPCIS-927J10 (Roswell Park Cancer Institute Human PAC li- 
brary) complete sequencey/3.6e-05:222:66//AC004804 ' : 

R-NT2RP2005557//Homo sapiens PAC clone DJ1200I23 from 7p15, complete sequence.//8.2e-22:236:76// 
35 AC004996 

R-NT2RP2005581//Homo sapiens clone DJ0693M11, WORKING DRAFT SEQUENCE, 7 unordered piecesV/ 
7.2e-45:286:85//AC006146 

R-NT2RP2005600//Human polymorphic microsatellite DNA.//0.043:304:58//M99148 
R-NT2RP2005605//Human Cosmid g1572d90, complete sequence7/2.4e*l7:163:77//AC000126 
40 R-NT2RP2005620 

R-NT2RP2005622//jd432 Trypanosome Shotgun M1 3 genomic Trypanosoma brucei brucei genomic clone 11B7, 
genomic survey sequencei/0.0l0:308:58//Bi3538 

R-NT2RP2005637//Homo sapiens PAC clone DJ0555L14 from 7q34-q36, complete sequence .//2.5e-26:322:72// 
AC005996 

45 R-NT2RP2005640//Mus musculus squamous cell carcinoma antigen 2 (Scca2) gene, complete cds J/0. 030:370: 

60//AF063937 

R-NT2RP2005645//Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence J/3 .2e-08: 

355:62//AE001398 

R-NT2RP2005651 

50 R-NT2RP2005654//Leishmania major Friedlin cosmid L5769, complete sequencey/0.96:216:66//AL031908 

R-NT2RP2005669//Homo sapiens nitrilase homolog 1 (NIT1) gene, alternatively spliced product, complete cds.// 
6.7e-117:594:95//AF069984 ' : - 

R-NT2RP2005675//Homo sapiens growth suppressor related (DOC-1 R) mRNA, complete Cds7/1 .8e-89:434:98// 
AF089814 V ' 

55 R-NT2RP2005683//jd432 Trypanosome Shotgun M1 3 genomic Trypanosoma brucei brucei genomic clone 11B7, 

genomic survey sequence 7/0. 037: 283 :58//Bl 3538 

R-NT2RP2005690//Homo sapiens clone DJ0425I02, WORKING DRAFT SEQUENCE, 5 unordered pieces7/1 .5e- 
38:295:83//AC005478 ' '\ " 
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R-NT2RP2005694//Plasmodium falciparum DNA ••• SEQUENCING IN PROGRESS from contig 3-106, com- 
plete sequence7/0.0026:414:57//AL010210 
R-NT2RP2005701 

R-NT2RP2005712//Homo sapiens mRNA for KIAA0799 protein, partial Cds7/4.1e-1 04:503 :98//AB0 18342 
R-NT2RP2005719//Caenorhabditis elegans cosmid LLC1 , complete sequence7/0.83:275:6i//Z82277 
R-NT2RP2005722//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 228H1 3, WORKING 
DRAFT SEQUENCE7/1.2e-21:199:75//AL031985 
R-NT2RP2005723 

R-NT2RP2005726//Homo sapiens clone DJ0609N1 9, WORKING DRAFT SEQUENCE, 3 unordered pieces7/2.6e- 
64:503:82//AC004842 

R-NT2RP2005741//Human Chromosome 11 pacpDJ393o15, WORKING DRAFT SEQUENCE, 8 unordered piec- 
es.//2.5e-09:261 :64//AC000384 

R-NT2RP2005748//RPCI11-64K11.TK RPCI11 Homo sapiens genomic clone R-64K11, genomic survey se- 
quence.//0.00039:215:66//AQ239313 

R-NT2RP2005752//Homo sapiens TNFR-related death receptor-6 (DR6) mRNA, complete cds7/i .3e-40:223:96// 
AF068868 

R-NT2RP2005753//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds7/3.7e- 103:494:98// 
AF082516 

R-NT2RP2005763//Homo sapiens DNA sequence from PAC 510L9 on chromosome 6p24.1 -p25.37/9.7e-34:l72: 
86//AL022098 

R-NT2RP2005767//Human clone H3 mRNA7/2.5e-21 :179:87//U03672 

R-NT2RP2005773//HS_2168_B1_G12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l68 Col=23 Row=N, genomic survey Sequence7/0.99:212:63//AQ086414 
R-NT2RP2005775//Rabbit mRNA for endopeptidase, complete cds.//4.8e-98:591:88//D13310 
R-NT2RP2005781//Streptomyces sp. genomic DNA for sarcosine oxidase.//0.0l9:384:59//Dl0623 
R-NT2RP2005784//Human DNA sequence SEQUENCING IN PROGRESS from clone 11 85N5, WORKING 
DRAFT SEQUENCE.//1 .8e-102:490:99//AL034423 

R-NT2RP2005804//Homo sapiens chromosome 17, clone hRPK.'l47J__13, complete sequence7/6.3e-1 6:481: 
63//AC005332 

R-NT2RP2005812//Caenorhabditis elegans cosmid F1 581 07/0.81 :147:63//AF036696 

R-NT2RP2005815 

R-NT2RP2005835 

R-NT2RP2005841//Human DNA sequence from cosmid U209G1 on* chromosome X7/1.5e-26:512:64//Z68873 
R-NT2RP2005853//Human DNA sequence from clone 1156N12 on chromosome X. Contains an STS and GSSs, 
complete sequence7/3.7e-16:340:64//AL009047 ' 

R-NT2RP2005857//Human DNA sequence from cosmid U246D9 on chromosome X. Contains a histone H2B like 
pseudogene 7/1 .3e-09:33 1 : 65//AL02 1 308 

R-NT2RP2005859//Plasmodium falciparum DNA "* SEQUENCING IN PROGRESS # " from contig 3-83, complete 
sequence7/0.0097:363:59//AL010152 

R-NT2RP2005868//Plasmodium falciparum DNA SEQUENCiNG IN PROGRESS *** from contig 3-18, complete 
sequence.//1.1e-07:508:60//AL008971 

R-NT2RP2005890//Mouse oncogene (ect2) mRNA, complete cds7/2.7e-31:500:67//ALll316 
R-NT2RP2005901//Homo sapiens T-cell receptor alpha delta locus from bases 752679 to 1000555 (section 4 of 
5) of the Complete Nucleotide Sequence7/O.89:276:60//AE000661 
R-NT2RP2005908 

R-NT2RP2005933//Rattus norvegicus nucleoporin p54 mRNA, complete cds7/1 .2e-40:285:80//U63840 
R-NT2RP2005942//Homo sapiens DNA sequence from PAC 142L7 on chromosome 6q21. Contains a Laminin 
Alpha 4 (LAMA4) LIKE gene coding for two alternatively spliced transcripts, a Tubulin Beta LIKE pseudogene, a 
Connective tissue growth factor (NOV, GIG) LIKE gene, A predicted CpG island, ESTs, STSs and genomic marker 
D6S416, complete sequence 7/0. 00 11:480:58//Z992 89 

R-NT2RP2005980//Homo sapiens Xp22 BAC GSHB-536K7 (Genome Systems Human BAC library) complete 
sequence.//8.9e-21:136:78//AC004616 . ; s . ' 

R-NT2RP2006023//HS_2176_B1_C10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2i76 CoI=19 Row=F, genomic survey sequence7/2.5e-66:369:95//AQ023l48 
R-NT2RP2006038//Plasmodium falciparum chromosome 2, section 6 of 73 of the complete sequence7/0.00029: 
408:58//AE001369 

R-NT2RP2006043//Polistes annularis (clone pan 1 1 7AAT) tandem repeat region 7/0.032: 195:62//L1 0835 
R-NT2RP2006052//Plasmodium falcipaaim 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
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DRAFT SEQUENCE, 14 unordered pieces.//0. 11 :263:61//AC0051 40 
R-NT2RP2006069 

R-NT2RP2006071 //Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//0.00044:333:61//AC004709 
5 R-NT2RP2006098//Plasmodium falciparum DNA ••• SEQUENCING IN PROGRESS '"from contig 3-77, complete 

sequence.//4. 1 e-09:393:62//AL01 01 51 

R-NT2RP2006100//HS_2020_A2_H02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2020 Col=4 Row=0, genomic survey sequence.//8.3e-53:304:92//AQ22876l 
R-NT2RP2006103//Rat sodium-hydrogen exchange protein-isoform 3 (NHE-3) mRNA, complete Cds7/I.5e-16: 
W 199:79//M85300 
R-NT2RP2006141 

R-NT2RP2006166//Human Chromosome 16 BAC clone CIT987SK-A-589H1 , complete sequence7/8.2e-48:329: 
76//AC002045 

R-NT2RP20061 84//RPCI1 1 -601 6.TP RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -601 6, genomic survey se- 
15 quence.//0.52:273:61//B49539 

R-NT2RP2006186//Homo sapiens mRNA for KIAA0654 protein, partial cds7/1.9e-108:553:95//AB014554 
R-NT2RP20061 96//Plasmodium falciparum DNA ••• SEQUENCING IN PROGRESS *** from contig 3-57, complete 
sequence.//4.2e-05:420:59//AL00898l 

R-NT2RP2006200//Homo sapiens chromosome 12p13.3 clone RPCI1-96H9. WORKING DRAFT SEQUENCE, 
20 66 unordered p ieces J/2. 1 e- 100:409 :96//AC006057 

R-NT2RP2006219//H.sapiens mRNA for DGCR6 protein7/3.8e-93:532:90//X96484 
R-NT2RP2006237//P.falciparum PK1 gene7/2.9e-08:481:59//X83707 

R-NT2RP2006238//Human chromosome 16 BAC clone CIT987SK-A-962B4, complete sequence7/3.5e-79:405: 
89//U91318 

25 R-NT2RP2006258//Human PAC clone DJ0899B21 from 7p15-p2l, complete sequence.//2.2e-08:283:63// 

AC004008 

R-NT2RP2006261//H.sapiens mRNA for serine/threonine protein kinase EMKY/6.2e-l3:234:68//X97630 
R-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, complete cds.//2.0e-108:542:97//AF035262 
R-NT2RP2006320//347J16.TVB CIT978SKA1 Homo sapiens genomic clone A-347J16, genomic survey se- 
30 quence.//1.2e-27:215:65//B17768 

R-NT2RP2006321//Human karyopherin beta 3 mRNA, complete cds 7/1 .7e-48:298:90//U 72761 
R-NT2RP2006323//Human DNA sequence SEQUENCING IN PROGRESS from clone 702J19, WORKING 
DRAFT SEQUENCE.//2.8e-1 04:524:96//AL033531 

R-NT2RP2006333//Homo sapiens PAC clone DJ0808A01 from 7q21 .1 -q31 .1 , complete sequence 7/3. 9e-33:298: 
35 78//AC004893 

R-NT2RP2006334 

R-NT2RP2006365//RPCI11-72I15.TKRPCI11 Homo sapiens genomic clone R-721 15, genomic survey sequence.// 
2.6e-35:21 7:92//AQ267043 

R-NT2RP2006393//*** SEQUENCING IN PROGRESS — Homo sapiens chromosome 4, BAC clone B13E4; 
40 HTGS phase 1, WORKING DRAFT SEQUENCE, 10 unordered pieces.//8.0e-40:317:81//AC004046 

R-NT2RP2006436//Human DNA sequence SEQUENCING IN PROGRESS " # from clone Y738F9, WORKING 
DRAFT SEQUENCE.//3.2e-42:184:86//AL022345 

R-NT2RP2006441 //Plasmodium falciparum microsatellite TA80 sequence7/0.00021:188:68//AF010568 
R-NT2RP2006454//Plasmodium falciparum chromosome 2, section 60 of 73 of the complete sequence.//0 .30:265: 
« 60//AE001423 

R-NT2RP2006456//Homo sapiens clone 23566 mRNA sequenceV/2.5e-104:532:96//AF052098 
R-NT2RP2006464//Homo sapiens mRNA for AND-1 protein7/6.6e-108:524:97//AJ006266 
R-NT2RP2006467//Sequence 50 from patent US 5691147.//8.3e-.22:235:74//l76222 

R-NT2RP2006472//Human DNA sequence *" SEQUENCING IN PROGRESS from clone 11 72A22, WORKING 
50 DRAFT SEQUENCE7/5.4e-12:407:62//AL034386 

R-NT2RP2006534//Dictyostelium discoideum actin 8 gene, 3' UTR.//6.44:111:65//M25216 
R-NT2RP2006554//Plasmodium falciparum chromosome 2, section 7 of 73 of the complete sequence7/0. 19:392: 
58//AE001370 

R-NT2RP2006565//SUS scrofa SCAMP 1 gene, exon 97/1.5e-13:292:68//AJ223742 
55 R-NT2RP2006571//Homo sapiens chromosome 19, cosmid F17972, complete sequence.//0.0024:409:58// 

AC004660 • " ! 

R-nnnnnnnnnnnn//Human BRCA2 region, mRNA sequence CG0057/3.3e-16:334:64//U50532 
R-NT2RP2006598//Mus musculus retinoid X receptor interacting protein (RIP110) mRNA, partial cds7/1.6e-19: 
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448:64//U22015 

R-NT2RP3000002//Human DNA sequence from cosmid N104C7 on chromosome 22, complete sequenceY/4.4e- 
1 4:501 :63//282246 

R-NT2RP3000031//Homo sapiens mRNA for histone deacetylase-like protein (JM2l).//5.9e-1 15:560:97// 
5 AJ011972 

R-NT2RP3000046//Homo sapiens clone DJ0042M02, WORKING DRAFT SEQUENCE, 20 unordered pieces.// 
3.9e-57:402:83//AC005995 

R-NT2RP3000047//Homo sapiens chromosome 17, clone HRPK.138_P_22, complete sequenceV/1 .0:1 58:66// 
AC005697 

10 R-NT2RP3000050//Human DNA sequence "* SEQUENCING IN PROGRESS from clone 451 B21 , WORKING 

DRAFT SEQUENCE7/2.7e-32:411:69//AL033522 

R-NT2RP3000055//Human DNA sequence *" SEQUENCING IN PROGRESS — from clone 1000N6, WORKING 
DRAFT SEQUENCE.//7.9e-17:309:69//AL034378 

R-NT2RP3000072//Brassica rapa DNA for S-locus glycoprotein, complete cds.//2.9e-07:516:60//D88192 
15 R-NT2RP3000080//Homo sapiens clone DJ1129D05, complete sequenceV/1 .7e-27:186:90//AC005630 

R-NT2RP3000085//Arabidopsis thaliana acetyl-CoA carboxylase biotin-containing subunit mRNA, nuclear gene 
encoding chloroplast protein, complete Cds.//0.0051:289:59//U-23155 

R-NT2RP3000109//HS_3065_A2_D04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate-3065 Col=8 Row=G, genomic survey sequence7/2.5e-62:304:100//AQ 137776 
20 R-NT2RP3000134//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS *** from MALI P3, WORKING 

DRAFT SEQUENCE.//0.027:414:57//AL031746 

R-NT2RP3000142//Homo sapiens mRNA for K1AA0592 protein, partial cdS.//3.8e-115:578:96//AB011164 
R-NT2RP3000149//Homo sapiens chromosome 17, clone hRPK.332J-M8, complete sequencey/1 .3e-67:354: 
95//AC005746 
25 R-NT2RP3000186 

R-NT2RP300O197//Human DNA sequence from PAC 181N1 on chromosome X contains ESTs.STS polymorphic 
CA repeatV/2.5e-31 :295:78//Z82899 .. . 

R-NT2RP3000207//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-954B1 0, complete sequenceV/0.01 6: 
305:61//AC004514 

30 R-NT2RP3000220//RPCI11-63O7.TJ RPCI11 Homo sapiens genomic clone R-6307, genomic survey sequence.// 

0.25:11 8:66//AQ201832 

R-NT2RP3000233//Plasmodium falciparum mRNA for major merozolte surface antigen gpl 95 7/3.2e-1 1:440:59// 
X15063 

R-NT2RP3000235//Mus musculus chromosome 6 clone TB6 subclone TB6pD1//0.81:114:64//U19530 
35 R-NT2RP3000247//Homo sapiens DNA sequence from clone 326L1 2 on chromosome Xq27.l 27.3. Contains the 

cancer/testis antigen CT7 (melanoma-associated antigen MAGE-C1) gene, two MAGE family pseudogenes, STSs 
and a CA repeat polymorphism, complete sequence7/4.8e-73:362:86//AL023279 

R-NT2RP3000251//Homo sapiens chromosome 1 7, clone hRPK.1 92_H_23, complete Sequence.//0.025:131 :66// 
AC005726 
40 R-NT2RP3000252 

R-NT2RP3000255//HS-l025-B2-F08-MF.abiCIT Human Genomic Sperm Library C Homo sapiens genomic clone 

Plate=CT 804 CoI=16 Row=L, genomic survey Sequencey/0.67:119:66//B34879 

R-NT2RP3000267 

R-NT2RP3000299//Rattus norvegicus mRNA for Crk-associated substrate, pi 30, complete cdsV/1 .2e-23:424:69// 
45 D29766 

R-NT2RP3000312//PJasmodium falciparum MAL3P4, complete sequence.//0.55:414:59//AL008970 
R-NT2RP3000320//HS_3056_A1_C03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3056 Col=5 Row=E, genomic survey sequence7/4.le-32:2l4:89//AQ 134064 
R-NT2RP3000324//Rattus norvegicus potassium channel regulator. 1 mRNA, complete cds7/1 .5e-22:265:75// 
50 U78090 

R-NT2RP3000333//Plasmodium falciparum MAL3P6, complete sequence.//0.68:460:57//Z98551 
R-NT2RP3000341//H.sapiens mRNA for TIM17 preprotein transldcase.//1 .4e-19:137:90//X97544 
R-NT2RP3000348//CITBI-E1-2513C11.TF CITBI-E1 Homo sapiens genomic clone 2513C11 , genomic survey se- 
quence.//0.0014:118:72//AQ278177 
55 R-NT2RP3000350 

R-NT2RP3000359//Homo sapiens clone NH0319F03, WORKING DRAFT SEQUENCE, 3 unordered piecesV/ 
2 . 8e-55 :320:75//AC006039 

R-NT2RP3000361//Homo sapiens mRNA for KIAA0552 protein, complete cds.//0.1 8:275:6 1//AB01 11 24 
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R-NT2RP3000366//CIT-HSP-2317H13.TF CIT-HSP Homo sapiens genomic clone 2317H13, genomic survey se- 
quence 7/6.7e-42:214:100//AQ041 634 

R-NT2RP3000397//HS-1 012-B1 -F01 -MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 

Plate=CT 787 CoI=1 Row=L, genomic survey Sequence//0.015:184:63//B3l814 
5 R-NT2RP3000403//Homo sapiens formin binding protein 21 mRNA, complete cds.//1.3e-109:529:98//AF071185 

R-NT2RP3000418//Human DNA sequence SEQUENCING IN PROGRESS from clone 510B21 , WORKING 

DRAFT SEQUENCE.//6.2e-1 5:445:65//AL031 885 

R-NT2RP3000433 

R-NT2RP3000439 
10 R-NT2RP3000441 

R-NT2RP3000449//Human DNA sequence ••• SEQUENCING IN PROGRESS "* from clone 1 01 8D1 2, WORKING 

DRAFT SEQUENCE 7/1 .6e-43:300:76//AL031650 R-NT2RP3000451//3'untranslated region of human mRNA for 

a K + channel protein.//071:10l:66//E13519 

R-NT2RP3000456//Human Xq28 cosmids U126G1, U142F2, U69B6, U145C10, U169A5, U84H1, U24D12, 
is U80A7, U153E6, L35485, and R7-163A8 containing iduronate 2-sulfatase gene and pseudogene, complete se- 
quence.//5.2e-1 6:376:65//AF01 1 889 

R-NT2RP3000484//Human DNA sequence SEQUENCING IN PROGRESS # " from clone 1 20G22, WORKING 
DRAFT SEQUENCE7/0.61 :326:58//AL031847 

R-NT2RP3000487//Sequence 32 from patent US 5476781 7/8.6e-08:409:61//l 16692 
20 R-NT2RP3000512//RPCI11-60F15.TK RPCM1 Homo sapiens genomic clone R-60F15, genomic survey se- 

quence7/2.2e-68:379:93//AQ201 516 

R-NT2RP3000526//Human DNA sequence SEQUENCING IN PROGRESS from clone 377F16, WORKING 
DRAFT SEQUENCE7/4.1 e-07:224:65//Z93783 

R-NT2RP3000527//HS_3228_A1_H07_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3228 Col=13 Row=0, genomic survey sequence.//4.5e-30:184:93//AQ209131 

R-NT2RP3000531//T6M24-Sp6 TAMU Arabidopsis thaliana genomic clone T6M24, genomic survey sequence 7/ 
0.67:88:68//AQ248538 

R-NT2RP3000542//Human DNA sequence *•• SEQUENCING IN PROGRESS *** from clone 126B4, WORKING 
DRAFT SEQUENCE7/2.0e-24:145:82//AL022316 
30 R-NT2RP3000561//Homo sapiens PAC clone DJ0942I16 from 7q11, complete sequence7/6.le-1 07:548:95// 

AC006012 

R-NT2RP3000562//HS_2041_B1^E08„T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2041 Col=15 Row=J, genomic survey sequence 7/9. 6e-55:279:98//AQ230207 
R-NT2RP3000578//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *** from contig 3-105, com- 
35 plete sequence7/0.00060:356:58//AL010212 

R-NT2RP3000582//Homo sapiens chromosome 17, clone hCIT.468_F.23, WORKING DRAFT SEQUENCE, 3 
unordered pieces7/4.2e-29:282:67//AC004666 

R-NT2RP3000584//Human PAC clone DJ222H05 from Xq25-q26, complete sequence 7/7. 4e-44:245:7B// 
AC002377 

40 R-NT2RP3000590//Arabidopsis thaliana chromosome II BAC T31 E1 0 genomic sequence, complete sequence7/ 

0.66:341 ;59//AC004077 

R-NT2RP3000592//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered pieces7/0.022:491:56//AC005505 

R-nnnnnnnnnnnn//HS_3025_Al_DH_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
« nomic clone Plate=3025 Col=21 Row=G, genomic survey sequence7/2.6e-2l:l 61 :88//AQ1 01452 

R-NT2RP3000599//Plasmodium falciparum MAL3P8, complete sequence7/1 .3e-09:543:58//AL034560 
R-NT2RP3000605//Homo sapiens chromosome 19, cosmid F20900. complete sequence7/5.6e-1 15:554:98// 
AC006128 

R-NT2RP3000622//Homo sapiens chromosome 1 2p1 3.3, WORKING DRAFT SEQUENCE, 27 unordered pieces7/ 
50 0.15:233:63//AC005414 

R-NT2RP3000624//C IT-HSP-2022D4.TR CIT-HSP Homo sapiens genomic clone 2022D4, genomic survey se- 
quence.//! .0: 1 66:66//B64262 

R-NT2RP3000628//Human BAC clone GS188P18, complete sequence7/5.3e-56:384:83//AC000H5 
R-NT2RP3000632//Human cyclin-selective ubiquitin carrier protein mRNA, complete cds7/4.0e-6 1:438:85// 
55 U73379 

R-NT2RP3000644//Homo sapiens DNA from chromosome 19p13.2 cosmids R31240, R30272 and R28549 con- 
'taining the EKLF, GCDH, CRTC, and RAD23A genes, genomic sequence 7/1 .0e-43:408:77//AD000092 
R-NT2RP3000661//F.rubripes GSS sequence, clone l48D22bB9, genomic survey sequence 7/2. 7e-1 7:234:69// 
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AL005927 

R-NT2RP3000665//Human chromosome 11 46b2 cosmid, complete seguence.//2.le-42:526:72//U73645 
R-NT2RP3000685//HS_3007_A2_F02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3007 Col=4 Row=K, genomic survey sequencey/1 .6e-l 01 :506:97//AQ 11 8425 
5 R-NT2RP3000690//Plasmodium falciparum MAL3P6, complete sequence.^ .3e-l3:4H :61//Z98551 

R-NT2RP3000736 

R-NT2RP3000742//Rattus norvegicus phospholipase C delta-4 mRNA, complete Cds.//0.0071:231:65//U 16655 
R-NT2RP3000753//Homo sapiens DN A sequence from BAC 55C20 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with a beta-glucoronidase LIKE pseudogene. Contains a membrane pro- 
io tein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five predicted 
tRNA genes. Contains ESTs, GSSs (BAC end sequences) and a CA repeat polymorphism, complete sequence.// 
0.88:366:56//AL021368 

R-NT2RP3000759//HS_2055_A2_D09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2055 Col=1 8 Row=G, genomic survey sequenceY/0.45:251 :60//AQ234828 
is R-NT2RP3000815//Homo sapiens chromosome 17, clone hRPK.209_J_20, complete sequence7/2.0e-20:293: 
72//AC005822 

R-NT2RP3000825//Plasmodium falciparum MAL3P6, complete sequence.//0.0044:325:62//Z98551 
R-NT2RP3000826//Human DNA sequence *** SEQUENCING IN PROGRESS ••• from clone 117715, WORKING 
DRAFT SEQUENCE.//5.3e-25:375:72//AL022315 
20 R-NT2RP3000836//Human DNA sequence *" SEQUENCING IN PROGRESS ••• from clone Y214H10, WORK- 

ING DRAFT SEQUENCE7/1 .3e-19:1 81 :81//AL022344 

R-NT2RP3000841//Homo sapiens, clone hRPK.1_A_l, complete sequence.//O.20:226:6l//AC006l96 
R-NT2RP3000845//Homo sapiens chromosome 19, cosmid R33632, complete sequence y/6.8e-91 :512:92// 
AC005781 

25 R«NT2RP3000847//*"ALU WARNING: Human Alu-Sp Subfamily consensus sequence7/7.9e-38:179:86//U 14572 

R-NT2RP3000850//Homo sapiens BAC clone GS166A23 from 7p21, complete sequence .//4.4e-48: 505:76// 
AC005014 

R-NT2RP3000852//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 97P20, WORKING 
DRAFT SEQUENCE.//2.9e-82:311 :98//AL031297 
30 R-NT2RP3000859 

R-NT2RP3000865//Human DNA sequence from clone 23K20 on chromosome Xq25-26.2 Contains EST, STS, 
GSS, complete sequence.//1 .2e-15:482:63//AL0221 53 R-NT2RP3000868//Fruitfly strain g20 mitochondrial DNA, 
A+T-rich region, partial seque nee 7/0. 00045:260 :59//AB003097 

R-NT2RP3000869//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 33001 2, WORKING 
35 DRAFT SEQUENCE.//0.0058:172:64//AL031731 

R-NT2RP3000875//H.sapiens /Hepatitis B virus fusion mRNA for mevalonate kinaseY/1 .4e-99:531 :93//X7531l 
R-NT2RP3000901 

R-NT2RP3000904//Genomic sequence for Arabidopsis thaliana BAC T7N9, complete sequence J/0. 32 :26 1 :57// 
• AC000348 

40 R-NT2RP3000917//Plasmodium falciparum MAL3P7, complete sequence.//0. 00092 :456:58//AL034559 

R-NT2RP3000919 

R-NT2RP3000968//H.sapiens mRNA for ribosomal protein Sl5a.//4 : .5e-24:375:71//X84407 
R-NT2RP3000980//Homo sapiens chromosome 17, clone hRPK.855_D_21, complete sequence.//0.36: 186:62// 
AC006079 

45 R-NT2RP3000994//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 

DRAFT SEQUENCE, 14 unordered pieces.//0.00052:413:60//AC005140 

R-NT2RP3001004//Saccharomyces cerevisiae VAR1 gene, mitochondrial gene encoding mitochondrial protein, 
3' processing site, partial sequence.//1 . 1 e-07:330:64//U 32857 . 

R-NT2RP3001 007//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *** from contig 4-82, complete 

50 sequence.//0.045:286:61//AL010255 

R-NT2RP3001055//Human DNA sequence from PAC 27K14 on chromosome Xp11 .3-Xp11 .4. Contains monoam- 
ine oxidase B (MAOB), ESTs and polymorphic CA repeats.//2.3e-56:348:91//Z95125 
R-NT2RP3001 057//H. sapiens HZF4 mRNA for zinc finger protein 7/8.2e-84:531 :86//X78927 
R-NT2RP3001 081 //Plasmodium falciparum DNA SEQUENCING IN PROGRESS from MALI P3, WORKING 

55 DRAFT SEQUENCE7/1 .1 e-08:537:60//AL031 746 

R-NT2RP3001084 
R-NT2RP3001096 
R-NT2RP3001107 
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R-nnnnnnnnnnnn//Human Chromosome 1 5q26.l PAC clone pDJ! 0k5 containing human DNA polymerase gamma 

(polg) gene, complete sequencey/7.4e*62:272:73//AC0053l6 . 

R-NT2RP3001111 

R-NT2RP3001113 

R-NT2RP3001115//Homo sapiens PAC clone DJ0905J08 from 7pl2-pl4, complete sequence 7/7.2e-l 12:550:97// 
AC005189 

R-NT2RP3001116//CIT-HSP-2282K23.TR CIT-HSP Homo sapiens genomic clone 2282K23, genomic survey se- 
quence.//0.000. 1 3. 1 60:69//AQ00201 1 

R-NT2RP3001119//Humpn DNA sequence from clone 612B18 on chromosome 1q24-25.3 Contains exon from 
gene similar to 40S ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs. STS, GSS. CpG Island, 
complete sequencey/5.9e-99:497:96//AL031 864 
R-NT2RP3001120 

R-NT2RP3001126//Plasmodium falciparum MAL3P7, complete sequencey/0.035:266:56//AL034559 
R-NT2RP3001133 

R-NT2RP3001140//Homo sapiens mRNA for KIAA0762 protein, partial cds.//8.1e-114:549:97//AB018305 
R-NT2RP3001147//Homo sapiens chromosome 17, clone HCIT187M2, complete sequence.//0.69: 198:63// 
AC004448 

R-NT2RP3001 1 50//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 423B22, WORKING 
DRAFT SEQUENCE.//2.4e-1 08:542:97//AL034379 

R-NT2RP3001155//Homo sapiens mRNA for AND-1 protein.//2,9e-116:563:98//AJ006266 
R-NT2RP3001176//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//0.44:227:62//AC004688 

R-NT2RP3001214//Borrelia burgdorferi plasmid Ip25, complete plasmid sequencey/0.0023:381:61//AE000785 
R-NT2RP3001216//RPCI11-18C15.TPC RPCI-11 Homo sapiens genomic clone RPCI-11-18C15, genomic survey 
sequence.//7.0e-29:l67:97//B88077 

R-NT2RP3001221//Homo sapiens clone 14503, WORKING DRAFT SEQUENCE, 1 ordered pieces.//0.020:211: 
63//AC005827 

R-NT2RP3001232//Homo sapiens DNA sequence from PAC 124C6 on chromosome 6q21. Contains genomic 
marker D6S1 603, ESTs, GSSs and a STS with a CA repeat polymorphism, complete sequence .//2.7e-08: 390:62// 
AL021326 

R-NT2RP3001236//RPCI11-25C17.TKBR RPCI-11 Homo sapiens genomic clone RPCI-11-25C17, genomic sur- 
vey sequence.//9.5e-41 :217:88//AQ014003 

R-NT2RP3001239//Human microtubule-associated protein 1B (MAP1B) gene, complete cds.//2.9e-2 1:43 8:63// 
L06237 

R-NT2RP3001245//Homo sapiens DNA sequence from PAC 964D12 on chromosome Iq24-q25. Contains EST, 
GSS.//0.00026:439:59//AL021398 

R-NT2RP3001253//HS_3002_A2_H12_MR CIT Approved Hunian Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3002 Col=24 Row=0, genomic survey sequence.//0.98:l90:63//AQ25l982 
R-NT2RP3001260 

R-NT2RP3001268//Homo sapiens clone DJ0959C21, WORKING DRAFT SEQUENCE, 2 unordered pieces.// 
0.012:509:57//AC004936 

R-NT2RP3001272//Homo sapiens BAC clone NH0161 H12 from 7pl4-pi5, complete sequence .//2.2e-22: 134:87// 
AC005589 

R-NT2RP3001274//Sequence 11 from Patent W095 175227/0.0058:1 33:66//A45341 

R-NT2RP3001281//Human DNA sequence from PAC 52D1 on chromosome Xq2l. Contains CA repeats, STS.// 
4.4e-55:558:76//Z96811 

R-NT2RP3001307//HS_2058_A1_C06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2058 Col=11 Row=E, genomic survey sequencey/7.2e-33:260:86//AQ305868 
R-NT2RP3001318//Homo sapiens PAC clone DJ0649P17 from 7qn .23-q2l , complete sequence.//0.27:210:65// 
AC004848 
R-NT2RP3001325 

R-NT2RP3001 338//Rat tropoelastin gene, intron 1 7 (partia!).//l .0:1 84:64//M86367 

R-NT2RP3001339//Homo sapiens mRNA for KIAA0451 protein, complete cds.//1 .2e-H2:566:96//AB007920 
R-NT2RP30%1340//Homo sapiens HMG box factor S0X-13 mRNA, complete Cdsy/3.2e-86:450:95//AF083105 
R-NT2RP3001355 

R-NT2RP3001374//HS_21 84_A2_G04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2184 Col=8 Row=M, genomic survey seque'ncey/3.7e-10:101:84//AQ024647 
R-NT2RP3001383//Plasmodium falciparum chromosome 2, section 34 of 73 of the complete sequence y/7.4e-07: 
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279:63//AE00l397 

R-NT2RP3001384//Homo sapiens chromosome 19, cosmid R33907, complete sequence7/4.4e-75:382:97// 
AC005785 

R-NT2RP3001392//HS_3078_B2_D05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
5 nomic clone Plate=3078 CoI=10 Row=H, genomic survey sequence.//l .0:1 64:64//AQl 40587 

R-NT2RP3001396//RPCI11-63N18.TJ RPCI11 Homo sapiens genomic clone R-63N18, genomic survey se- 
quence.//0.14:242:61//AQ238544 

R-NT2RP3001398//Mus musculus zinc finger protein (Zfp64) mRNA, complete cds.//1 .8e-10:193:72//U49046 
R-NT2RP3001399 

io R-NT2RP3001407//Caenomabditis elegans cosmid D1046, complete sequence 7/0. 00 11 :392:60//Z68l60 

R-NT2RP30014207/Human BAC clone GS 165104 from 7q2l , complete sequence7/3.7e-29:4l2:74//AC002379 
R-NT2RP3001426//Homo sapiens Clone 24616 mRNA sequence7/1 .le-104:550:94//AF052158 
R-NT2RP3001427//Caenorhabditis elegans cosmid K11D57/0.39:174:64//U53152 

R-nnnnnnnnnnnn//Human nuclear pore complex-associated protein TPR (tpr) mRNA, complete cds 7/1 .4e-94:533: 
15 91//U69668 

R-NT2RP3001 432//Homo sapiens DN A sequence from PAC 1 64C20 on chromosome 6q 1 6. 1 -22. 1 . Contains ESTs 
and GSSs (BAC end sequences), complete sequence.//2.5e-12:415:61//AL009029 

R-NT2RP3001 447//Homo sapiens PAC clone DJ0828B1 2 from 7q 1 1 .23-q21 . 1 , complete sequence7/5.6e-36:358: 
77//AC004903 

20 R-NT2RP3001449//Homo sapiens clone 24497 mRNA sequence.//l .5e-lOO:499:97//AF070630 

R-NT2RP3001453//Homo sapiens clone DJ0852024, WORKING DRAFT SEQUENCE, 2 unordered pieces7/4.0e- 

47:295:86//AC004906 

R-NT2RP3001457 

R-NT2RP3001459 

25 R-NT2RP3001472//Crithidia fasciculata kinetoplast apocytochrome b gRNA-mRNA chimera, clone:247/0.33:150: 

66//D13030 

R-NT2RP3001490//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *" from contig 3-103, com- 
plete sequence.//2.3e-08:483:60//AL01 0208 

R-NT2RP3001495//Human oxidoreductase (HHCMA56) mRNA, complete Cds7/4.4e-60:33B:93//U13395 
30 R-NT2RP3001497//Homo sapiens multiple membrane spanning receptor TRC8 (TRC8) mRNA, complete cds7/ 

2.1e-110:549:97//AF064801 

R-NT2RP3001 527//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 1125A11 .WORKING 
DRAFT SEQUENCE.//5.3e-32:310:78//AL034549 

R-NT2RP3001529//Human Chromosome X, complete sequence //5.5e-67:280:93//AC002420 
35 R-NT2RP3001538 

R-NT2RP3001554//Human microtubule-associated protein la (MAPI A) mRNA, complete cds 7/7. 8e- 16:391:62// 
U38292 

R-NT2RP3001580//Ptasmotfium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces7/0.00026:456:58//AC004688 
40 R-NT2RP3001587//Homo sapiens HRIHFB2115 mRNA, partial cds7/5.6e-08: 86 :88//AB0 15337 

R-NT2RP3001589//Homo sapiens chromosome 17, clone hRPK.1096_G_20, complete sequence7/0.066:360: 
60//AC005410 

R-NT2RP3001607//CIT-HSP-201 0M8.TR CIT-HSP Homo sapiens genomic clone 201 0M8, genomic survey se- 
quence.//0.041 :1 94:67//B53490 

45 R-NT2RP3001 608//Human DNA sequence from PAC 296K21 on chromosome X contains cytokeratin exon, delta- 

aminolevulinate synthase (erythroid); 5-aminolevulinic acid synthase. (EC 2.3.1.37). 6-phosphofructo-2-kinase/ 
fructose-2,6-bisphosphatase (EC 2.7.1.105, EC 3.1.3.46), ESTs and STS7/0.69:151:64//Z83821 
R-NT2RP3001621//Human DNA sequence from clone 24018 on chromosome 6p2l:3l-22.2 Contains zinc finger 
protein pseudogene, VNO-type olfactory receptor pseudogene, nuclear envelope pore membrane protein, EST, 

so STS, GSS, complete sequence7/1 .4e-46:354:83//AL021 808 

R-NT2RP3001629//H.sapiens simple DNA sequence region clone' Wg1a1 07/0.99: 137:63//X76572 
R-NT2RP3001634//Homo sapiens TRIAD1 type I mRNA, complete cds.//8.5e-1 08:541 :96//AF0991 49 
R-NT2RP3001642 

R-NT2RP3001646//HS_3218_A2_A01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=3218 Col=2 Row=A, genomic survey sequence7/2.6e-32:215:91//AQ303003 

R-NT2RP3001 671 //Plasmodium falciparum DNA SEQUENCING IN PROGRESS from contig 3-88, complete 

sequence7/0.018:262:61//AL010157 t . 

R-NT2RP3001672 
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R-NT2RP3001676//Homo sapiens cosrnid Q95D4, chromosome 21 5' of IFNAR27/2.le-48:413:77//AF039905 
R-NT2RP3001678//RPCI11-50C17.TK RPCI11 Homo sapiens genomic clone R-50C17, genomic survey se- 
quence.//!). 1 5:232 :62//AQ1 1 6359 

R-NT2RP3001679//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of hepatocellular colorectal and 
5 non-small cell lung cancer , segment 3/11 7/7.8e-104:549:95//AB020860 

R-NT2RP3001688//Homo sapiens PAC clone DJ1048B16 from 7q34-q36, complete sequence7/6.6e-41 :291:86// 
AC006019 

R-NT2RP3001 690//Plasmodium falciparum chromosome 2, section 52 of 73 of the complete sequence7/3.i e-07: 
433:59//AE001415 

jo R-NT2RP3001708//Homo sapiens allele 14 fragile site locus (FRA1 OB) minisatellite sequence.//6.0e-06:237:64// 

AF053523 

R-NT2RP3001712//CITBI-E1-2516N9.TF CITBI-E1 Homo sapiens genomic clone 2516N9, genomic survey se- 
quence.//1 .5e-95:456:99//AQ279562 

R-NT2RP3001716//Homo sapiens chromosome Y, clone 264,M,20, complete sequence.//0.00l 2:346:58// 
is AC004617 

R-NT2RP3001724//Human HepG2 3' region Mbol cDNA, clone hmd6a06m37/1.3e-27:163:95//D 17273 
R-NT2RP3001 730//Human DNA sequence SEQUENCING IN PROGRESS from clone 111 B22, WORKING 
DRAFT SEQUENCE7/7.6e-43:409:76//Z98200 
R-NT2RP3001739 

20 R-NT2RP3001752//Human clone 23774 mRNA sequence7/1 ,9e-08:104:84//U79279 

R-NT2RP3001 753//CIT-HSP-2379P21 TF CIT-HSP Homo sapiens genomic clone 2379P21 , genomic survey se- 

quence.//8.8e-06: 1 02:78//AQ1 1 3378 

R-NT2RP3001764 

R-NT2RP3001777//Human mRNA for heparan sulfate proteaglycan (glypican)7/0.99:l66:66//X54232 
25 R-NT2RP3001 782//Homo sapiens mRNA for KIAA0459 protein, partial cds.//1 .3e-111 :549:97//AB007928 

R-NT2RP3001792//Mus musculus myelin gene expression factor (ME F-2) mRNA, partial cds.//1.6e-32:266:83// 
U13262 

R-NT2RP3001 799//H. sapiens mRNA for OX40 homologueY/8.5e^44:374:79//X75962 
R-NT2RPS001819 

30 R-NT2RP3001 844//Caenorhabditis elegans cosrnid C54G7 7/0.0042:231 :63//U4041 0 

R-NT2RP3001 854//Plasmodium falciparum strain Dd2 heat shock protein 86 (HSP86), 01 (01), 03 (o3), 02 (02), 
CG8 (cg8), CG4 (cg4), CG3 (cg3), CG9 (cg9), CG1 (cgl), CG6 (cg6), chloroquine resistance candidate protein 
(cg2), and CG7 (cg7) genes, complete cds.//1 .0:404:59//AF030694 
R-NT2RP3001855 

35 R-NT2RP3001 896//CIT978SK-A-686F1 0.TV CIT978SK Homo sapiens genomic clone A-636F1 0, genomic survey 

sequenceV/0.001 2:68:82//AQ 1 1 6409 

R-NT2RP3001 898//Homo sapiens Chromsome 1 1 pi 5.5 PAC clone pDJ754h1 5 containing cdk-inhibitor p57/KIP2 
(CDKN1C) gene, complete sequencey/0.37:266:65//AC005950 

R-NT2RP3001 91 5//Human BAC Clone RG36701 7 from 7p1 5-p21 , complete sequence 7/0. 01 8:1 44:66//AC002486 
40 R-NT2RP3001 926//Human polyadenylate binding protein (TIA-1 ) mRNA, complete cds7/2.4e-1 0:77:1 00//M771 42 

R-NT2RP3001929 

R-NT2RP3001931//Homo sapiens full-length insert cDNA clone YU73B1iy/1.0e-110:562:96//AF087969 
R-NT2RP3001938//Human DNA sequence from PAC 447B16 on chromosome Xq1 3.1 -Xq 13.37/0.38:386:56// 

295328 

« R-NT2RP3001 943//Homo sapiens chromosome 5, P1 clone 1 076B9 (LBNL H1 4), complete sequence7/0.87:298: 

61//AC004500 

R-NT2RP3001944//BOS taurus clone CSSM056 satellite DNA sequence7/0.0095:76:78//U03836 
R-NT2RP3001969//Homo sapiens chromosome 12p!3.3 clone RPCI11-350L7, WORKING DRAFT SEQUENCE, 
72 unordered pieces.//7.0e-109:552:96//AC005844 
so R-NT2RP3001989//Caenorhabditis elegans cosrnid C01A2, complete sequence 7/0.1 5:11 1:68//Z8 1029 

R-NT2RP3002002//Plasmodium falciparum 14-3-3 protein gene, partial cds7/0.016:286:60//AF065987 
R-NT2RP3002004//H.sapiens mRNA for FAST kinase7/5.1e-41 :335:82//X86779 
R-NT2RP3002007 

R-NT2RP3002014//Human DNA sequence from clone 228A9 on chromosome 22ql2.3-13.32 Contains 85 KDA 
55 CALCIUM-INDEPENDENT PHOSPHOLIPASE A2, EST, GSS, CpG island, complete sequence7/6.6e-41 :297:86// 

AL022322 
R-NT2RP3002033 

R-NT2RP3002045//Drosophila melanogaster fat protein (fat) gene, complete cds.//0.77:320:60//M80537 
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R-NT2RP3002054//Caenorhabditis elegans cosmid Y69H2. complete sequence 7/0. 82 :362:57//Z98877 
R-NT2RP3002056//F.rubripes GSS sequence, clone 020E22bF7, genomic survey sequence7/0.01 0:1 85:63// 
Z87006 

R-NT2RP3002057 

R-NT2RP3002062//Human BAC clone RG356F09 from 7p2l . complete sequence.//l.7e-l7:l64:8V/AC004002 
R-nnnnnnnnnnnn 

R-NT2RP3002081//HS_3082_A1J309_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3082 CoI=17 Row=M, genomic survey sequence.//4.2e-25 :344:73//AQl 22260 
R-NT2RP3002097//Homo sapiens Xp22-150 BAC GSHB-309Pl5JGenome Systems Human BAC Library) com- 
plete sequence 7/2.6e-2l212:80//AC0062 10 " '' : 

R-NT2RP3002102//Homo sapiens BAC clone RG290G13 from 7q21, complete sequence.//0.43: 168:64// 
AC004746 

R-NT2RP3002108//CIT-HSP-2346P16.TF CIT-HSP Homo sapiens genomic clone 2346P16, genomic survey se- 
quence.//3.5e-08: 1 1 0:78//AQ059071 

R-NT2RP30021 46//Streptococcus gordonii competence factor (comC) and histidine protein kinase (comD) genes, 
complete cds, and response regulator (comE) gene, partial cds7/0.11 :534:55//U80077 

R-NT2RP3002147//Human DNA sequence SEQUENCING IN PROGRESS "* from clone 329F2, WORKING 
DRAFT SEQUENCE7/4.1 e-1 08:551 :96//AL031 710 

R-NT2RP3002151//Mus musculus mRNA for Guanine Nucleotide Regulatory Protein, complete cds 7/6.8e-62:347: 
80//AB003503 

R-NT2RP3002163//Anolis pulchellus vitellogenin mRNA, partial cds7/0.77:281:63//U46857 
R-NT2RP3002165 

R-NT2RP3002166//D.sargus satellite DNA (clone PSE3)7/0.81:124:62//Z48711 
R-NT2RP3002173 

R-NT2RP30021 81//HS-1 042-A2-F01 -MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 824 Col=2 Row=K, genomic survey sequence7/l .3e-35:305:8l//B36980 
R-NT2RP3002244//Caenorhabditis elegans cosmid R11 E37/0.0024:393:61//AF1 00669 
R-NT2RP3002248//Human DNA sequence from PAC 170A21 on chromosome 22qi2-qter contains ESTsY/0.30: 
217:63//282189 
R-NT2RP3002255 

R-NT2RP3002273//Homo sapiens BAC clone 393I22 from 8q£l, complete sequence.//0.84:463:57//AF070717 
R-NT2RP3002276//HS_2260_A1_MF_E07 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2260 Col=13 Row=l, genomic survey Sequence.//0.0017:198:63//AQ292491 
R-NT2RP3002303//Human HMG-17 gene for non-histone chromosomal protein HMG-l77/7.4e-93:510:93// 
X13546 

R-NT2RP3002304//Human BAC clone GS188P18, complete sequence 7/6.3e-09:477:59//AC0001 15 
R-NT2RP3002330//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered piecesV/0. 087:388 :58//AC004688 
R-NT2RP3002343 

R-NT2RP3002351//Homo sapiens chromosome Y, clone 264.M.20, complete sequence 7/0.20:489:56//AC00461 7 
R-NT2RP3002352//Homo sapiens mRNA for protein encoded by cxorf5 (71-7A) gene7/2.4e-104:516:94//Y15164 
R-NT2RP3002455//Homo sapiens mRNA for KIAA0678 protein, partial cds7/4.7e-102:524:95//AB014578 
R-NT2RP3002484 

R-NT2RP3002501//Human DNA sequence from PAC 92M18, BRCA2 gene region chromosome 13ql2-13 con- 
tains BRCA2 exons 25, 26 and 27 ESTs and STS7/5.2e-17:232:75//Z73359 
R-NT2RP3002512 

R-NT2RP3002529//CIT-HSP-2340H2.TR CIT-HSP Homo sapiens genomic clone 2340H2, genomic survey se- 
quence.//0.81:266:58//AQ057387 /. 

R-NT2RP3002545//Homo sapiens mRNA for KIAA0729 protein/partial Cds7/3.3e-82:438:94//AB01 8272 
R-NT2RP3002549//Medicagotruncatula ENBP1 gene, exons 1 to .1 27/0.95:381 :56//AJ002479 
R-NT2RP3002566//HS_2036_A1 JD08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone PIate=2036 Col=15 Row=G, genomic survey sequence 7/0.1 8:1 62:64//AQ230627 
R-NT2RP3002587//Homo sapiens clone DJ1 090E20, WORKING DRAFT SEQUENCE, 4 unordered pieces7/5.l e- 
15:213:73//AC004956 

R-NT2RP3002590//Arabidopsis thaliana genomic DNA; chromosome 5, P1 clone: MXK3, complete sequence7/ 
0.0001 0:431 :59//AB01 9236 ' ' 

R-NT2RP3002602//Mus musculus stannin gene, complete cds7/1 .6e-20:339:70//AF030522 
R-NT2RP3002603 
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R-NT2RP300263l//Homo sapiens chromosome 21 PAC 
RPCIP704A9190Q27/1 .0:241 :59//AJ006997 

R-NT2RP3002659//Rat sodium-hydrogen exchange protein-isoform 3 (NHE-3) mRNA, complete cds7/6.8e-24: 
331:76//M85300 

R-NT2RP3002660//H.sapiens partial gene for progesterone receptor and Alu element DNA7/9.8e-43:273:82// 
249816 

R-NT2RP3002663//Lymnaea stagnalis 16S ribosomal RNA gene, mitochondrial gene encoding ribosomal RNA, 
partial sequence//0.60:300:59//U82072 

R-NT2RP3002671//S.pombe chromosome ill cosmid C5537/1 .2e-20:399:66//AL023704 
R-NT2RP3002682//RPC'H1-44K6.TJ RPCI11 Homo sapiens genomic clone R-44K6, genomic survey sequence 7/ 
4. 7e-09: 1 22 :77//AQ202481 

R-NT2RP3002687//P,falciparum complete gene map of plastid-like DNA (JR-B)7/l.le-07:494:59//X95276 

R-NT2RP3002688//Human 7SL RNA sequence7/2.7e-32:290:79//X01037 

R-NT2RP3002701 

R-NT2RP3002713//Human DNA sequence ••* SEQUENCING IN PROGRESS ••* from clone 167A19, WORKING 
DRAFT SEQUENCE.//0.95:334:59//AL031427 

R-NT2RP3002763//***ALU WARNING: Human Alu-J subfamily consensus sequence 7/3.9e-40:288:85//U 14567 
R-NT2RP3002770//R.prowazekii genomic DNA fragment (clone A61 5F) 7/0.21 :174:63//Z82710 
R-NT2RP3002785//Homo sapiens PAC clone DJ0170D19 from Xq23, complete sequence.//0.78:354:59// 
AC004822 

R-NT2RP3002799//Homo sapiens X-linked anhidroitic ectodermal dysplasia protein gene (EDA), exon 2 and flank- 
ing repeat regions.//1 .Ie-20:161:77//AF003528 

R-NT2RP3002810//Caenorhabditis elegans cosmid F10D2.//0.28:441 :56//AF022972 

R-NT2RP3002818//HS_3053_A2_A08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3053 Col=16 Row=A, genomic survey sequence'7/0,l9:220:60//AQ1 35025 
R-NT2RP3002861//P.falciparum complete gene map of plastid-like DNA (IR-B).//9.3e-05:414:60//X95276 
R-NT2RP3002869//Homo sapiens chromosome 19, cosmid F21967, complete Sequence.//0.14:165 :64// 
AC005256 

R-NT2RP3002876//Human DNA sequence ••* SEQUENCING IN PROGRESS from clone 50024, WORKING 
DRAFT SEQUENCE7/2.6e-59:311:96//AL034380 

R-NT2RP3002877//Homo sapiens Xp22 bins 87-93 PAC RPCH-122K4 (Roswell Park Cancer Institute Human 
PAC Library) complete sequence7/4.6e-24:422:63//AC003035 

R-NT2RP3002909//Homo sapiens mRNA for KIAA0771 protein, partial cds7/4.7e-109:570:95//AB018314 
R-NT2RP3002911//Homo sapiens BAC clone GS166A23 from 7p21, complete sequence.//3.1e- 16:471:64// 
AC005014 

R-NT2RP3002948//, complete sequence7/4.5e-94:516:93//AC005500 

R-NT2RP3002953//Homo sapiens chromosome 5, BAC clone 34j 1 5 (LBNL H 1 69), complete sequence 7/3.4e- 111: 
566:96//AC005754 

R-NT2RP3002955//Plasmodium falciparum chromosome 2, section 28 of 73 of the complete sequence7/0.1 9:424: 
58//AE001391 

R-NT2RP3002969//Rat mRNA for brain acyl-CoA synthetase II, complete Cds7/1 .1 e-89:562:88//D30666 
R-NT2RP3002972//Stealth virus 5 clone C1311 T7 genomic sequence 7/1 .0:1 22:67//AF067482 
R-NT2RP3002978//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 455J7, WORKING 
DRAFT SEQUENCE7/4.8e-05:249:63//AL03l 733 

R-NT2RP3002988//Human DNA sequence from PAC 106H8 on chromosome lq24. Contains PHOSPHATI- 
DYLINISITOL-GLYCAN class C (PIG-C) and DYNAMIN-3 genes. Contains ESTs and STSs and a CpG island7/ 
0.0097:246:67//Z97195 ' :; 

R-NT2RP3003008//Mus musculus major histocompatibility locus class III regions Hsc70t gene, partial cds; smRNP, 
G7A, NG23, MutS homolog, CLCP, NG24, NG25, and NG26 genes, complete cds; and unknown genes7/l .9e-24: 
188:78//AF1 09905 

R-NT2RP3003032//Arabidopsis thaliana (clone DW1) DNA retrotransposon Ta11-1 integration site 7/5. 3e-07:376: 
63//L47211 

R-NT2RP3003059//Homo sapiens chromosome 3, clone hRPK.i65_M6, complete sequence//! .4e- 13:323:66// 
AC005669 

R-NT2RP3003061//Homo sapiens mRNA from HIV associated non-Hodgkin's lymphoma (clone hll-l0)7/3.8e-42: 
265:91//Y16708 

R-NT2RP3003068//HS_3214_B2_G09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3214 Col=18 Row=N, genomic survey sequence7/0.025:207:64//AQ181894 
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R-NT2RP3003071//Human DNA sequence SEQUENCING IN PROGRESS from clone 51 0D11 , WORKING 
DRAFT SEQUENCE7/0.0001 4:329:60//Z98044 

R-NT2RP3003078//T26A1 TF TAMU Arabidopsls thaliana genomic clone T26A1 , genomic survey sequence7/0.95: 
219:63//B27013 

5 R-NT2RP3003101//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 

DRAFT SEQUENCE, 8 unordered pieces7/1.4e-05:285:62//AC004153 

R-NT2RP3003121//Homo sapiens full-length insert cDNA clone ZD62D10.//2.1e-47:242:98//AF08634B 
R-NT2RP3003133//Human DNA sequence *** SEQUENCING IN PROGRESS — from clone 228H 13, WORKING 
DRAFT SEQUENCE7/1 >4e-21 :1 99:75//AL031 985 
io R-NT2RP3003138//Mouse kif4 mRNAfor microtubule-based motor protein KIF4, complete cds7/5.le-1 4:287:68// 

D12646 

R-NT2RP3003139//Rattus norvegicus kappa opioid receptor gene, exon 4 and complete cds7/1.5e-1 3: 122:807/ 
U17995 

R-NT2RP3003150 

is R-NT2RP3003157//Homo sapiens 12ql5 BAC GSHB-410F4 (Genome Systems Human Bac Library) complete 

sequence7/5.5e-42:289:74//AC005294 

R-NT2RP3003185//HS_2058_A1_H03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2058 Col=5 Row=0, genomic survey seq ue nee 7/0. 025 :52:94//AQ23 1298 
R-NT2RP3003193//Homo sapiens chromosome 17, clone hRPK.628_E_12. complete sequence7/4.8e-40:349: 
20 79//AC005701 

R-NT2RP3003197//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 36411, WORKING 
DRAFT SEQUENCE7/5.2e-10:180:71//AL031319 

R-NT2RP3003203//Mus musculus lFN alpha-treated embryonic fibroblast mRNA7/1 ,8e-11:148:77//U51904 
R-NT2RP3003204//Human DNA sequence '•* SEQUENCING IN PROGRESS "* from clone 892F13, WORKING 
25 DRAFT SEQUENCE7/6.6e-41 :282:86//AL0091 83 

R-NT2RP3003212//Homo sapiens full-length insert cDNA clone ZB91 B11 7/1 .7e-68:363:95//AF086173 
R-NT2RP3003230//Caenorhabditis elegans cosmid T12B57/0.0018:279:64//AF1 00307 
R-NT2RP3003242//Homo sapiens chromosome 7 clone UWGC:g3586al60 from 7pl4-l5, complete sequence7/ 
1.0:346:57//AC005272 

30 R-NT2RP3003251//Homo sapiens BAC clone RG060N22 from 7q21, complete sequence7/2.5e-1 0:436:62// 

AC003083 

R-NT2RP3003264//CIT-HSP-2296M7.TR CIT-HSP Homo sapiens genomic clone 2296M7, genomic survey se- 
quence 7/5. 8e-05: 308:6 1//AQ005862 

R-NT2RP3003278//Human HepG2 partial cDNA, clone hmd3b11 rh57/9.4e-47:302:89//D 17022 
35 R-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, complete cds7/7.4e-1 01 :550:93//L369B3 

R-NT2RP3003290//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 460J8, WORKING 

DRAFT SEQUENCE7/3.0e-22:228:78//AL031 662 

R-NT2RP3003301 

R-NT2RP3003302//CIT-HSP-231 9H19.TF CIT-HSP Homo sapiens genomic clone 231 9H1 9, genomic survey se- 
40 quence7/1 .5e-69:367:95//AQ034950 

R-NT2RP3003311//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces7/5.le-08:398:64//AC005505 

R-NT2RP3003313//Caenorhabditis elegans cosmid F39B1 , complete sequence7/0.00022:436:58//Z69660 
R-NT2RP3003327//Homo sapiens Chromosome 16 BAC clone CIT987-SKA-237H1 -complete genomic se- 
45 quence, complete sequence7/1.5e-1 6:334 :70//AC002287 

R-NT2RP3003330//Homo sapiens full-length insert cDNA YI24C027/4.4e-96:458:99//AF075015 
R-NT2RP3003344//HS_3235_B2 JH09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3235 CoI=18 Row=P, genomic survey sequence7/4.le-l8:l97:80//AQ303203 
R-NT2RP3003346 

so R-NT2RP3003353//CITBI-E1 -2523B1 8TR CITBI-E1 Homo sapiens genomic clone 2523B1 8, genomic survey se- 

quence7/8.3e-06:130:73//AQ278834 

R-NT2RP3003377//Homo sapiens clone DJ0919J22, WORKING DRAFT SEQUENCE, 34 unordered pieces7/ 
1.9e-97:481:94//AC005519 

R-NT2RP3003384//Homo sapiens clone DJ0038I10, WORKING DRAFT SEQUENCE, 5 unordered pieces7/2.3e- 
55 10:226:71//AC004820 
R-NT2RP3003385 

R-NT2RP3003403//Human DNA sequence from clone 227L5 on chromosome Xpn .22-11 .3. Contains a Keratin, 
Type 1 Cytoskeletal 18 (KRT18, CYK18, K18, CK18) pseudogene and an STS, complete sequence7/2.8e-40:496: 



2002 



EP 1 074 617 A2 



72//AL031585 

R-NT2RP3003409//Rat POU domain factor (Brn-5) mRNA7/1.5e-20:375:68//L23204 

R-NT2RP3003411//Human DNA sequence SEQUENCING IN PROGRESS from clone 438L4, WORKING 
DRAFT SEQUENCE7/1.0:180:61//Z97635 
s R-NT2RP3003427//RPCM1-45J23.TJ RPCI11 Homo sapiens genomic clone R-45J23, genomic survey se- 

quence.//0.82: 1 62:69//AQ1 95566 

R-NT2RP3003433//Homo sapiens BAC clone NH0044G14 from 7ql 1 .23-21 .1 , complete sequence7/1 .1 e-1 0:379: 
61//AC006031 

R-NT2RP3003464//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds7/1.1e-95:479:96// 
10 AF004828 

R-NT2RP3003490//Homo sapiens mRNA for KIAA0725 protein, partial cds.//1.3e-100:527:93//AB018268 
R-NT2RP3003491//Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence7/4.0e-08: 
495:59//AE001398 

R-NT2RP30O3500//W.suaveolens mitochondrial ATP9 gene.//0.0074:514:59//X77238 
is R-NT2RP3003543//Human clone A9A2BRB7 (CAC)n/(GTG)n repeat-containing mRNA7/1.3e-31:2 17:88// 

U00952 

R-NT2RP3003552 

R-NT2RP3003555//Dictyostelium discoideum interaptin (abpD) gene, complete cds7/0.98:321:61//AF057019 
R-NT2RP3003564 

20 R-NT2RP3003572//Human DNA sequence from BAC 992D9 on chromosome 22q1 2. 1 contains STS 7/0.001 5:507: 

59//AL008638 

R-NT2RP3003576//Human Chromosome 16 BAC clone CIT987SK-A-61E3, complete sequence7/1 .2e-39:359: 
79//AC003007 

R-NT2RP3003589//Plasmodium falciparum MAL3P8, complete sequence.//0.014:539:58//AL034560 
25 R-NT2RP3003625//Human DNA sequence from clone 1042K10 on chromosome 22q13.l -13.2. Contains the AD- 

SL gene for Adenylosuccinate lyase (EC 4.3.2.2, Adenylosuccinase, ASL) and 4 novel genes (one with probable 
rabGAP domains and Src homology domain 3). Contains ESTs, STSs, GSSs and a putative CpG island, complete 
sequence .//1.8e-44:448:77//AL022238 

R-NT2RP3003656//Homo sapiens chromosome 17, clone hRPK.40l_O_9. complete sequence.//0.34:257:62// 
30 AC005291 

R-NT2RP3003659//O.fuscipennis 16S rRNA gene, partial.//0.021 :145:65//293701 

R-NT2RP3003665//HS_3078_B2_C09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3078 CoI=18 Row=F. genomic survey sequenced .3e-75:397:95//AQ 140580 
R-NT2RP3003672 
35 R-NT2RP3003686 

R-NT2RP3003701//Human BAC clone GS310A05 from 7q21-q22, complete sequence. //6.4e-1 7:464:62// 
AC002452 

R-NT2RP300371 6//Human DNA sequence ** # SEQUENCING IN PROGRESS from clone 774G1 0, WORKING 
DRAFT S EQUENCE 7/0. 00072:425: 62//AL0344 10 
40 R-NT2RP3003726//Homo sapiens mRNA for KIAA0757 protein, complete cds.//1 .7e-1 01 :492:97//AB01 8300 

R-NT2RP3003746//Homo sapiens Chromosome 16 BAC clone CIT987-SK502C10, complete sequence 7/3. 7e- 
07:21 7:66//AC003009 

R-NT2RP3003795//Human DNA sequence from clone 505B13 on chromosome lp36.2-36.3 Contains CA repeat 
and GSSs, complete sequence7/8.1 e-26:456:68//Z98052 
45 R-NT2RP3003799//cSRL-i38gl0-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic 

clone cSRL-l38glO, genomic survey sequence7/4.9e-09:H7:77//B0l736 

R-NT2RP3003800//Homo sapiens tyrosine kinase pp60c-src (SRC) gene, exon 12 and partial cds7/2.8e-1 06:551 : 

95//AF077754 

R-NT2RP3003805 

so R-NT2RP3003809//Homo sapiens full-length insert cDNA clone YZ95A01 7/3.6e-1 06:533:97//AF0861 07 

R-NT2RP3003819//Human DNA sequence "* SEQUENCING IN PROGRESS from clone 34606, WORKING 
DRAFT SEQUENCE7/6.0e-44:288:81//Z84487 

R-NT2RP3003825//MUS domesticus interleukin 1 receptor antagonist (IL-1 RA) mRNA7/0.0014:410:58//M64404 
R-NT2RP3003828 

55 R-NT2RP3003831//* # **ALU WARNING: Human Alu-J subfamily" consensus seq uence 7/2. 3e-41:289:85//U 14567 

R-NT2RP3003833//Homo sapiens clones 2471 8 and 24825 mRNA sequence 7/1 .6e-1 08:541 :97//AF07061 1 
R-NT2RP3003842//Homo sapiens Xp22 BAC 620F15 (Genome Systems BAC library) complete sequence7/1 .5e- 
46:457:74//AC002980 ' : ' 
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R-NT2RP3003846//Plasmodium falciparum MAL3P3, complete sequence.//3.5e-06:356:62//Z98547 
R-NT2RP30038707/Homo sapiens full-length insert cDNA clone ZD75H11 7/8.2e-09:68:98//AF086402 
R-NT2RP3003876//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 1018D12, WORK- 
ING DRAFT SEQUENCE7/0.0027:180:66//AL031650 
5 R-NT2RP300391 4//Dictyostelium discoideum DNA for transposable element Tdd-3 tandem array7/0.029:234:62// 

X53439 

R-NT2RP3003918 

R-NT2RP3003932//Mus musculus MRC OX-2 antigen homolog gene, exons 2-5, and complete cds7/0. 00087:1 64: 
67//AF029215 
10 R-NT2RP3003989 

R-NT2RP3003992//Sequence 1 from patent US 5591 825 7/0.56:235 :59//l33465 

R-NT2RP3004013//HS_3018_A1_G09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=30l8 Col=17 Row=M, genomic survey sequence.//0.00026:421:60//AQl 19904 
R-NT2RP3004016//Drosophila melanogaster DNA sequence (P1s DS03465 (D149) and DS08544 (D187)), com- 
15 piete sequence7/4.8e-1 2:308:62//AC004532 

R-NT2RP3004041//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 598F2, WORKING 
DRAFT SEQUENCE7/0.42:190:64//AL021579 

R-NT2RP3004051//Homo sapiens chromosome 19, BAC CIT-B-I9ln6, complete sequence 7/3.6e-2 1:332:69// 
AC006130 

20 R-NT2RP3004070//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces.//2.0e-05:476:57//AC005308 

R-NT2RP3004078//Homo sapiens chromosome 19, cosmid R30335, complete sequence 7/2.0e-86:4B6:93// 
AC005784 

R-NT2RP3004093//Human PAC clone 257C22A from 13q12-q13, complete sequenceV/5.3e-1 1:230:69// 
25 AC002525 

R-NT2RP3004095//Homo sapiens clone NH0486I22, WORKING DRAFT SEQUENCE, 5 unordered pieces7/7.5e- 
93:551 :92//AC005038 

R-NT2RP3004110//Homo sapiens I2pi 3.3 PAC RPCI5-940J5 (Roswell Park Cancer Institute Human PAC Library) 
complete sequence7/1 .6e-104:317:100//AC006064 
30 R-NT2RP3004125//Pongo pygmaeus CT microsatellite, clone #3, from the tandemly repeated genes encoding U2 

small nuclear RNA (RNU2 locus).//0.73:168:60//U36532 

R-NT2RP3004145//Homo sapiens full-length insert cDNA clone ZE09H03.//2.3e-89:427:99//AF086542 
R-NT2RP3004148//Arabidopsis thaliana chromosome II BAC T1B8 genomic sequence, complete sequence.// 
0.013:134:70//U78721 

35 R-NT2RP3004155//Homo sapiens PAC clone DJ0320J15 from Xq23, complete sequence 7/3. 8e-i 0:1 01:87// 
AC004081 

R-NT2RP3004206//Homo sapiens clone DJ0794K21 , complete sequence7/1 .5e-06:442:57//AC005533 
R-NT2RP3004207//Mouse mRNA for seizure-related gene product 67/l.7e-07:220:69//D29763 
R-NT2RP3004209//Human cosmid Q7A1 0 (D21 S246) insert DNA, complete sequence.//7.3e-89:504:92//D42052 
40 R-NT2RP3004215//Caenorhabditis elegans cosmid F11A6, complete sequence7/0.018:353:59//Z81498 

R-NT2RP3004242//Plasmodium falciparum chromosome 2, section 52 of 73 of the complete sequence7/4.5e-06: 
407:60//AE001415 

R-NT2RP3004246//Homo sapiens chromosome 10 clone CIT987SK-1010K1 map 10q25, complete sequence7/ 
2 . 8e- 1 05 :534:97//AC005385 

45 R-NT2RP3004253//RPCH1-78J12.TJ RPCI11 Homo sapiens genomic clone R-78J12, genomic survey se- 

quence7/4.0e-64:382:90//AQ281324 

R-NT2RP3004258//Rattus norvegicus Zis mRNA, complete cds.//7.0e-60:417:84//AF013967 
R-NT2RP3004262//MUS musculus heat shock protein hsp40-3 gene, complete cds7/2.7e-43:528:73//AF092536 
R-NT2RP3004334//Homo sapiens chromosome 17, clone hRPC.1HCLE_20. complete sequence7/1 .4e-06:435: 
50 62//AC004231 

R-NT2RP3004341//CITBI-E1-2503F11.TR CITBI-E1 Homo sapiens genomic clone 2503F11 , genomic survey se- 
quence.//0.001 8:21 0:65//AQ263365 

R-NT2RP3004348//Homo sapiens chromosome 17, clone hRPK.85_B^7, complete sequence.//7.i e-46:340:83// 
AC005695 . ; ; : ' 

55 R-NT2RP3004349//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 11703, WORKING 

DRAFT SEQUENCE7/9.4e-29:263:79//AL020995 

R-NT2RP3004378//Human DNA sequence from PAC 27K1 4 on chromosome Xpl 1 .3-Xp1 1 .4. Contains monoam- 
ine oxidase B (MAOB), ESTs and polymorphic CA repeats.//2.0e-67:422:90//Z95125 
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R-NT2RP3004399//HS_3046_A1_E02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3046 Col=3 RovsM, genomic survey sequence7/0.00014:186:67//AQ137619 
R-NT2RP3004424//RPCI11 -5911 4.TJ RPC1 1 1 Homo sapiens genomic clone R-591 14, genomic survey sequenceV/ 
7.4e-71 :370:95//AQ201461 

5 R-NT2RP3004428//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS ••• from clone Y66A7, 

WORKING DRAFT SEQUENCE7/0.096:205:64//AL022282 

R-NT2RP3004451//Arabidopsis thaliana chromosome II BAC F15K20 genomic sequence, complete sequence.// 
0.0029:396:60//AC005824 

R-NT2RP3004454//Homo sapiens mRNA for KIAA0448 protein, Complete cds.//2.9e-1 06:526:98//AB00791 7 
10 R-NT2RP3004466 

R-NT2RP3004470//Homo sapiens chromosome 5, Bac clone 5m9 (LBNL H220), complete sequence7/8.3e-06: 
229:64//AC005895 

R-NT2RP3004472//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 

DRAFT SEQUENCE, 3 unordered pieces 7/0. 87 :442:59//AC005504 "> 
15 R-NT2RP3004475//Homo sapiens mRNA for KIAA0456 protein, partial cds7/1 .6e-1 05:521 :97//AB007925 

R-NT2RP3004480//Mus musculus maternal-embryonic 3 (Mem3) mRNA, complete cds7/3.9e-38:322:81//U47024 

R-NT2RP3004490//Homo sapiens PAC clone 166H1 from 12q, complete sequence 7/4 .2e-96:527:92//AC 003982 

R-NT2RP3004498//Homo sapiens clone DJ1147A01, WORKING DRAFT SEQUENCE, 25 unordered pieces.// 

2.3e-43:342:82//AC006023 
20 R-NT2RP3004503//Human cosmid g1572d01 , complete sequence7/2.3e-25:392:68//AC000357 

R-NT2RP3004504//M. musculus mRNA for CPEB protein.//1 .8e-2B:387:70//Y08260 

R-NT2RP3004507 

R-NT2RP3004527//Homo sapiens chromosome 14, BAC CITB-135H1 7 containing the RAD51L1 gene, complete 
sequence.//0.68:244:62//AC00451 8 
25 R-nnnnnnnnnnnn//Mouse oncogene (ect2) mRNA, complete cds7/2.'6e-79:525:84//L11316 

R-NT2RP3004544 
R-NT2RP3004566 

R-NT2RP3004569//Plas modi urn falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces V/0. 96 :296:58//AC00470*9 - 
30 R-NT2RP3004572//Homo sapiens BAC clone RG281G05 from 7p15-p21 , complete sequence 7/8. 2e-1 2:457:63// 

AC005083 

R-NT2RP3004578//Homo sapiens mRNA for KIAA0477 protein, complete cds.//2.4e-97:488:96//AB007946 
R-NT2RP3004594//Homo sapiens BAC clone NH0436H22 ' from 2, complete sequence7/1.7e-1 0:368:61// 
AC005234 
35 R-NT2RP3004617 

R-NT2RP3004618//F2H16TF IGF Arabidopsis thaliana genomic clone F2H16, genomic survey sequence7/0.96: 
212:64//B26414 

R-NT2RP3004670//Homo sapiens GN6ST mRNA for N-acetylglucosamine-6-O-sulfotransferas e (GlcNAc6ST), 
complete Cds7/2.2e-55:291:95//AB014679 
40 R-NT2RP4000008//H.sapiens polyA site DNA sequence.//2.5e-25:202:85//Z24749 

R-NT2RP4000023//CIT-HSP-2372A9.TF CIT-HSP Homo sapiens genomic clone 2372A9, genomic survey se- 
quence.//3.6e-51 :31 3:89//AQl 1 2388 

R-NT2RP4000035//Homo sapiens clone GS166C05, WORKING DRAFT SEQUENCE, 7 unordered pieces7/4.3e- 
69:536:81//AC005015 

45 R-NT2RP4000049//Homo sapiens TRAIL receptor 2 mRNA, complete cds7/2.1 e-58:289:82//AF01 6266 

R-NT2RP4000051//Homo sapiens Chromosome 22ql1.2 Cosmid Clone 20b In DGCR Region, complete se- 
quence.//0.56:462:58//AC000074 

R-NT2RP4000078//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces7/0.00021 :460:60//AC005506 
50 R-NT2RP4000102//Homo sapiens chromosome 5, PAC clone I7el9 (LBNL H148), complete sequence7/l .6e-08: 

518:58//AC004648 ' 

R-NT2RP4000109//Homo sapiens mRNA for MEGF5, partial cds.//3.5e-106:536:96//AB011538 
R-NT2RP4000129//Homo sapiens mRNA for KIAA0483 protein, partial cds7/1 .1e-110:554:97//AB007952 
R-NT2RP4000147 V : j 1 " 

55 R-NT2RP4000150//Rat proto-oncogene (Ets-1) mRNA, complete cds7/3.5e-46:395:83//L20681 

R-NT2RP4000151 

R-NT2RP4000159//Caenorhabditis elegans cosmid R02F11 7/0.00011 :261:63//AF01 6439 
R-NT2RP4000167//RPCI11-59L8.TK RPCI11 Homo sapiens genomic clone R-59L8, genomic survey sequence7/ 
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6.2e-26:1 63:93//AQ200049 
R-NT2RP4000185 

R-NT2RP4000210//Homo sapiens mRNA for KIAA0700 protein, partial cds7/4.6e-99:505 :96//AB014600 
R-NT2RP4000212//, complete sequence7/1 .0e-106:538:96//AC005300 
5 R-NT2RP4000214//Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequence7/l .2e-39:272:88// 

AC005261 

R-NT2RP4000218//Homo sapiens PAC clone DJ0320J15 from Xq23, complete sequenceV/1 .6e-09:457:60// 
AC004081 

R-NT2RP4000243//Homo sapiens mRNA for cartilage-associated protein (CASP)7/9.0e-69:354:96//AJ006470 
10 R-NT2RP4000246//Mus musculus mRNA for NDPP-1 protein, complete cds7/2.0e-27:344:73//D10727 

R-NT2RP4000259//Homo sapiens clone 683 unknown mRNA, complete sequence.//9.7e-78:381 :99//AF091 092 
R-NT2RP4000263//CIT-HSP-2336N24.TF CIT-HSP Homo sapiens genomic clone 2336N24, genomic survey se- 
quence.//0.26:124:69//AQ043515 

R-nnnnnnnnnnnn//ORF5' of ECLF2...ECRF3=G protein-coupled receptor homolog [herpesvirus saimiri HVS, host- 
15 squirrel monkey, Genomic, 4 genes, 3720 nt].//0.12:326:61//S76368 

R-NT2RP4000312//Human DNA sequence from clone 523E19 on chromosome 6p11 .2-12.3 Contains ESTs STS 
and GSSs, complete sequence7/2.2e-m :538:98//AL033384 

R-NT2RP4000321//Homo sapiens clone 24453 mRNA sequence7/1 .4e-1 08:51 5:99//AF070524 
R-NT2RP4000323//S.cerevisiae telomeric sequence DNA, clone YLP108CA-2-i.//0.048:107:69//M34311 
20 R-NT2RP4000355//Homo sapiens clone DJ11 36A1 0, WORKING DRAFT SEQUENCE, 4 unordered pieces7/4.3e- 

39:350:79//AC004972 

R-NT2RP4000360//Homo sapiens mRNA for KIAA0738 protein, complete cds.//2.4e-109:520:99//AB018281 
R-NT2RP4000367//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds7/ 
8.7e-109:527:98//AF044195 

25 R-NT2RP4000370//Homo sapiens PAC clone DJ0777O23 from 7pl 4-p1 5, complete sequence 7/9. 9e-25 :348:72// 

AC005154 

R-NT2RP4000376//Rattus norvegicus phospholipase A-2-activatin£ protein (plap) mRNA, complete cds7/2.2e- 
69:391 :89//U1 7901 

R-NT2RP4000381//Homo sapiens chromosome 17, clone hRPK.394_K_.l0, complete sequence.//0.066: 197:63// 
30 AC006080 

R-NT2RP4000415//345F19.TV CIT978SKA1 Homo sapiens gendmic clone A-345F19, genomic survey se- 
quence 7/0. 1 0:79:75//B1 5527 

R-NT2RP4000417//Homo sapiens full-length insert cDNA clone ZD52B10.//9.6e-96:468:97//AF086313 
R-NT2RP4000424//Homo sapiens DNA sequence from PAC 127D3 on chromosome 1q23-25. Contains FM02 
35 and FM03 genes for Flavin-containing Monooxygenase 2 and Flavin-containing Monooxygenase 3 (Dimethyl- 
aniline Monooxygenase (N-Oxide 3, EC1. 14.13.8, Dimethylaniline Oxidase 3, FMO II, FMO 3), and a gene for 
another, unknown, Flavin-containing Monooxygenase family protein. Contains ESTs and GSSs, complete se- 
quence.//! .Be-08:489:59//AL021 026 

R-NT2RP4000448//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
40 DRAFT SEQUENCE. 8 unordered pieces7/3.3e-07:510:60//AC005505 

R-NT2RP4000449//HS_2037_B2_A09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2037 CoI=18 Row=B, genomic survey sequence7/i .3e-58:375:88//AQ243047 
R-NT2RP4000455//Phocine herpesvirus type 1 glycoprotein D (gD) gene, partial Cds7/0.62:133:63//U92271 
R-nnnnnnnnnnnn 

45 R-NT2RP4000480//cSRL-54bH-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic 

clone CSRL-54bl1 , genomic survey sequenceV/2.le-l9:145:88//B05082 
R-nnnnnnnnnnnn 

R-NT2RP4000500 , ... .. . 

R-NT2RP4000515//Plasmodium falciparum 3D7 chromosome "12 PFYACB8-420 genomic sequence, WORKING 
so DRAFT SEQUENCE, 14 unordered pieces.//1 .4e-05:411 :59//AC005140 

R-NT2RP4000517//Human Chromosome 16 BAC clone CIT987SK-A-61E3, complete sequence7/2.7e-21 :230: 
77//AC003007 .. . t ..... 

R-NT2RP4000518//Homo sapiens DNA sequence from PAC 206D15 on chromosome lq24. Contains a Reduced 
Folate Carrier protein (RFC) LIKE gene, a mitochondrial ATP Synthetase protein 8 (ATP8, MTATP8) LIKE pseu- 
55 dogene, an unknown gene and the last exon of the JEM1 gene coding for the Basic-Leucine Zipper nuclear factor 
JEM-1 . Contains ESTs, an STS and a BAC end sequence (GSS), complete sequence7/0.0080:46l :59//AL02l068 
R-NT2RP4000519 
R-NT2RP4000524 
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R-NT2RP4000528//Homo sapiens chromosome 17, clone hRPK.138_P_22, complete $equence.//0.99: 158:66// 
AC005697 

R-NT2RP4000541//Homo sapiens Chromosome 22qH.2 Cosmid Clone 33e In DGCR Region, complete se- 
quence.//! .0:309:59//AC000078 
5 R-NT2RP4000556//Rattus norvegicus cell cycle protein p55CDC gene, complete cds 7/0. 0031 : 126: 72//AF052695 

R-NT2RP4000588//Homo sapiens BAC clone RG208K23 from 7q31 , complete sequenceV/1 .0: 1 B6:64//AC0041 61 
R-NT2RP4000614//Plasmodium falciparum DNA SEQUENCING IN PROGRESS "*from contig 3-62, complete 
sequence7/1.4e-06:526:58//AL009013 

R-NT2RP4000638//HorT\o sapiens chromosome 17, clone hCIT.468_F_23, WORKING DRAFT SEQUENCE, 3 
io unordered pieces.//6.9e-48:497:75//AC004666 

R-NT2RP4000648//CIT-HSP-2300I7.TR CIT-HSP Homo sapiens genomic clone 230017, genomic survey se- 
quence 7/0 .22: 11 0 : 68//AQ 01 2747 

R-NT2RP4000657//Lycodichthys dearborni type Ml antifreeze peptide gene, clone 5'LD-1/Notl-EcoRI subclone 
Sphl-Xbal, partial Cds.//0.0065:189:63//U20443 
15 R-NT2RP4000704//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 409J21 , WORKING 

DRAFT SEQUENCE.//0.22:334:60//Z83824 

R-NT2RP4000724//Homo sapiens Chromosome 22ql1.2 Cosmid Clone 56c In DGCR Region, complete se- 
quence.//2.2e-70:448:88//AC000080 

R-NT2RP4000728//CIT-HSP-2310K14.TF CIT-HSP Homo sapiens genomic clone : 2310K14, genomic survey se- 
20 quence.//0.00013:289:61//AQ019669 

R-NT2RP4000739//Homo sapiens chromosome 1 2p1 3.3, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 
0.53:254:61//AC004765 

R-NT2RP4000781//P.cepacia fusaric acid-resistance genes encoding 5 proteins, complete cds.//1 .0:392:59// 
D12503 

25 R-NT2RP4000817//Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAC library) complete 

sequence.//0.59:378:58//AC003037 

R-NT2RP4000833//Human DNA sequence * # * SEQUENCING IN PROGRESS from clone Y31 3F4, WORKING 
DRAFT SEQUENCE.//3.4e-53:307:85//AL023808 '-V.,' > 

R-NT2RP4000837//Homo sapiens T-cell receptor alpha delta locus from bases 501613 to 752736 (section 3 of 5) 
30 of the Complete Nucleotide Sequence.//7.0e-50:367:77//AE000660 . - . 

R-NT2RP4000855 

R-NT2RP4000865//Homo sapiens chromosome 17, clone HRPC905N1, complete sequence.//l.5e-78:479:88// 
AC003098 

R-NT2RP4000878//Mus musculus mRNA for myeloid associated differentiation protein.//4.5e-09: 186:69// 
35 AJ001616 

R-NT2RP4000879//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//7.8e-08:364:60//AC004153 

R-nnnnnnnnnnnn//Human S-adenosylmethionine decarboxylase (AMD1) gene, exons 5-97/3. 5e-90:459:96// 
M 88006 

40 R-nnnnnnnnnnnn//H. sapiens ung gene for uracil DNA-glycosylase7/7.6e-09:392:6V/X89398 

R-NT2RP4000925//Rattus norvegicus Shal-related potassium channel Kv4.3 mRNA, complete cds7/5.8e-45:264: 
92//U42975 

R-nnnnnnnnnnnn//epstein-barr virus simple repeat array (i r3) 7/0. 000 12:367: 6 1//J02079 
R-NT2RP4000928//Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: MCL19, complete sequence7/ 
45 1.0:138:68//AB006698 

R-NT2RP4000929//Human DNA sequence from PAC 293L6 on chromosome 22, complete sequence7/0.45:288: 
62//Z82197 

R-NT2RP4000955//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 63301 9, WORKING 
DRAFT SEQUENCE 7/1 .1 e-09:322:62//AL022302 
so R-NT2RP4000973//Homo sapiens X-linked anhidroitic ectodermal dysplasia protein gene (EDA), exon 2 and flank- 

ing repeat regions7/2.3e-06:326:62//AF003528 ' 
R-NT2RP4000975 

R-NT2RP4000979//HS_3009_B1_F08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3009 Col=15 Row=L, genomic survey sequence7/2.3e-l4:117:89//AQ090957 
55 R-NT2RP4000984//Human immunodeficiency virus type 1 envelope glycoprotein (env) gene, C2-V3 region, isolate 

HIVl94UG01lTIN.01_di1PD, partial Cds7/0.11:219:62//U44882 , 
R-NT2RP4000989//Sequence 30 from patent US 5552281 7/3.5e-25:154:97//l25669 

R-NT2RP4000996//Plasmodium falciparum strain Dd2 heat shock protein 86 (HSP86), 01 (o1), 03 (o3), 02 (02), 
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CG8 (cg8), CG4 (cg4), CG3 (cg3), CG9 (cg9), CG1 (cgl), CG6 (cg6), chloroquine resistance candidate protein 
(cg2), and CG7 (cg7) genes, complete cds7/3.8e-07:421:59//AF030694 

R-NT2RP4000997//Homo sapiens chromosome 17, clone 104H12, complete sequence7/4.2e-37:499:72// 
AC000003 

5 R-NT2RP4001 004//HS_3i 63_A2_H02 JvlR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3163 Col=4 Row=0, genomic survey sequence.//2.8e-38:241:907/AQ 168515 
R-NT2RP4001006//Homo sapiens clone DJ1147A01, WORKING DRAFT SEQUENCE, 25 unordered pieces7/ 
7.1e-55:372:73//AC006023 

R-NT2RP4001010//Homo sapiens full-length insert cDNA clone ZD38E127/3.3e-09:153:74//AF086247 
10 R-NT2RP4001 029//Mus domesticus nuclear binding factor NF2d9 mRNA, complete cds7/2.1e-34:361 :78//U20086 

R-NT2RP4001041//Homo sapiens chromosome 5, BAC clone 282B7 (LBNL H192), complete sequence 7/9. 9e- 
84:435:96//AC005216 

R-NT2RP4001057//Homo sapiens KIAA0399 mRNA, partial cds.//6.2e-50:282:94//AB007859 
R-NT2RP4001064//H.sapiens NOS2 gene, exon 157/0.71:1 83:6 1//X85771 
is R-NT2RP4001078//Human D-site binding protein gene, exon 4 and complete cds7/1 .9e-H4:569:97//U482l3 

R-NT2RP4001079//Homo sapiens mRNA for putative Ca2+-transporting ATPase, partial7/2.4e- 11 8:574:98// 
AJ010953 

R-NT2RP4001 0807/Plasmodium falciparum chromosome 2, section 66 of 73 of the complete sequence7/0.013: 
430:58//AE001429 

20 R-nnnnnnnnnnnrvYHomo sapiens mRNA for KIAA0592 protein, partial cds.//1.8e-119:548:95//AB011164 

R-NT2RP4001095//Homo sapiens cosmids IM0525, LC1233, QC3C1 , LB1439, QC12C11 and 220B3 from Xq28, 
complete sequence7/2.8e-39:3l2:8V/AF003626 

R-NT2RP4001100//Human DNA sequence from cosmid U85A3, between markers DXS366 and DXS87 on chro- 
mosome X contains rad21 and T-cell cyclophorin pseudogenes, STS7/8.7e-41:389:78//Z78021 
25 R-NT2RP4001117//Canis familiaris sec6l homologue mRNA, complete cds7/2.8e-l2:292:68//M96629 

R-NT2RP4001122//Caenorhabditis elegans cosmid F44D12, complete sequence.//0.97:129:66//Z68298 
R-NT2RP4001126//HS_3146_A1_805_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3U6 Col=9 Row=C, genomic survey sequence 7/0.01 3 :268:63//AQl 41 093 
R-NT2RP4001138 

30 R-NT2RP4001143//Human DNA sequence SEQUENCING IN PROGRESS from clone 64K7, WORKING 

DRAFT SEQUENCE7/1 .8e-31 :380:68//AL031 668 

R-NT2RP4001 1 48//Homo sapiens clone RG332P1 2, WORKING DRAFT SEQUENCE, 1 unordered pieces7/1 .2e- 
83:325:92//AC005095 

R-NT2RP4001149//Mouse mRNA for thymic epithelial cell surface antigen, complete cds.//8.1e-32:553:67// 
35 D67067 

R-NT2RP4001150//AK011 Genomic DNA Hordeum vulgare genomic clone tel44a similar to barley TAS, genomic 
survey sequence7/0.91 :132:63//AQ248412 

R-NT2RP4001159//Cloning vector pAP3neo DNA, complete sequence.//4.0e-H8:437:97//AB003468 
R-NT2RP4001174//Homo sapiens I2q24 BAC RPCI11-162P23 (Roswell Park Cancer Institute Human BAC li- 
40 brary) complete sequence7/1 .7e-33:289:82//AC002996 

R-nnnnnnnnnnnn//Pfa1ciparum mRNA for AARP2 protein7/0.93:187:64//Y08924 
R-NT2RP4001207 

R-NT2RP4001210//CIT-HSP-2042D13.TF CIT-HSP Homo sapiens genomic clone 2042D13, genomic survey se- 
quence 7/3. 8e-06:268:63//B74772 
45 R-NT2RP4001213//Human zinc finger protein 20 (ZNF20) pentanucleotide repeat potymorphism7/4.7e-l 6:371 : 

66//M99593 ; . \[ ' [ . 

R-NT2RP4001219//HS_2190_A1_A06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2190 Col=11 Row^A, genomic survey sequence 7/2 .4e-06:288:61//AQ21 6635 
R-NT2RP4001228//Plasmodium falciparum DNA*** SEQUENCING IN PROGRESS *** from MALI P2, WORKING 

50 DRAFT S EQ U ENCE 7/0. 024 :357:58//AL03 1745 . ,; 

R-NT2RP4001235//HS_3047_A1_E07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3047 CoI=13 Row=L, genomic survey sequence7/0.0033:301 :63//AQl26918 
R-NT2RP4001256//HS_3007_A2_B06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3007 Co!=12 Row=C, genomic survey sequence7/1.5e-11:140:80//AQl 18389 

55 R-NT2RP4001260//Plasmodium falciparum chromosome 2, section 63 of 73 of the complete sequence 7/0.001 3: 

486:59//AE001426 

R-NT2RP4001 274//RPCI1 1 -24021 .TKBF RPCI-11 Homo sapiens genomic clone RPCI-1 1-24021 , genomic sur- 
vey sequence7/3.9e-25:142:99//AQ013887 
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R-nnnnnnnnnnnn//Homo sapiens full-length insert cDNA clone ZD55D107/I.2e-10:90:92//AF086334 
R-NT2RP4001313//Mus musculus orphan nuclear hormone receptor (CAR) gene, complete sequence7/7.7e-23: 
466:66//AF009326 

R-NT2RP4001315//CIT-HSP-2312C6.TR CIT-HSP Homo sapiens genomic clone 2312C6, genomic survey se- 
5 quence7/0.98:305:62//AQ018036 
R-NT2RP4001339 
R-NT2RP4001345 

R-NT2RP4001351//Fruitfly strain g20 mitochondrial DNA, A+T-rich region, partial sequence7/0.00082:260:59// 
AB003097 

10 R-NT2RP400I353//RPCI11-55N17.TJ RPCM1 Homo sapiens genomic clone R-55N17, genomic survey se- 

quence.//0.74: 1 06:66//AQ081 821 
R-NT2RP4001372 

R-NT2RP4001373//Homo sapiens chromosome 17, clone hRPK,394_K_10, complete sequence 7/1 .5e-09:473: 
60//AC006080 
15 R-NT2RP4001375 

R-NT2RP4001379//CIT-HSP-2335A10.TF CIT-HSP Homo sapiens genomic clone 2335A10, genomic survey se- 
quence.//9.4e-41 :441 :75//AQ040083 

R-NT2RP4001389//Homo sapiens PAC clone DJ0740D02 from 7pl4-p15, complete sequence 7/2.4e-22:276:73// 
AC004691 

20 R-NT2RP4001 407//Plasmodium falciparum 3D7 chromosome 1 2 PFYACB8-420 genomic sequence, WORKING 

DRAFT SEQUENCE, 14 unordered pieces7/0.49:254:61//AC005140 
R-NT2RP4001414 

R-NT2RP4001433//Human prohibits (PHB) gene, exons 1-77/6.6e-66:357:90//L14272 
R-NT2RP4001442//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 5 unordered piecesY/0.11:307:59//AC005308 

R-NT2RP4001 447//cSRL-58d2-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic clone 

cSRL-58d2, genomic survey sequence.//0.0039:112:71//B05220 

R-NT2RP4001474 

R-NT2RP4001483 

30 R-NT2RP4001 498//Plasmodium falciparum (clone Dd2) heat shock protein 86 gene, complete cds7/1 .2e-07:339: 

61//L34027 

R-NT2RP4001502//HS_2187_B1_C10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2187 Col=19 Row=F, genomic survey sequence.//1.3e-20:183:81//AQ214108 
R-NT2RP4001507//Arabidopsis thaliana chromosome 1 BAC T17H3 sequence, WORKING DRAFT SEQUENCE, 

35 4 unordered pieces.//0.15:333:62//AC005916 

R-NT2RP4001524//Genomic sequence from Human 13, complete sequence7/0.96:l59:65//AC001226 
R-NT2RP4001 529//Mus domesticus nuclear binding factor NF2d9 mRNA, complete cds Y/9.5e-34:337:80//U20086 
R-NT2RP4001547//Plasmodium falciparum 3D7 chromosome 12 PFYAC588 genomic sequence, WORKING 
DRAFT SEQUENCE, 2 unordered pieces.//0.00027:336:63//AC004710 

40 R-nnnnnnnnnnnn//Arabidopsis thaliana BAC Tl 2H20 7/1 .5e- 1 1 :5 1 7:60//AF080 1 1 9 

R-NT2RP4001 555//Human DNA sequence from PAC 481 A1 7 on chromosome X contains ESTs.//0.0069:305:62// 
Z82212 

R-NT2RP4001567//RPCI11-61A2.TJ RPCM1 Homo sapiens genomic clone R-61A2, genomic survey sequence Jl 
0.0072: 180:60//AQ200771 
« R-NT2RP4001568 . : ;' f /' 

R-NT2RP4001 571 IfJ rypanoplasma borreli kinetoplast ribosomal protein S1 2 (RPS1 2), putative cryptogene (GRII), 
12S ribosomal RNA, and apocytochrome b (CYb) genes, primary transcripts, and cytochrome c oxidase subunit 
III (COIII) gene, complete cds.//1.6e-09:555:58//U141 81 ' : : 

R-NT2RP4001574//HS_2247_B1_B05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
50 nomic clone Plate=2247 Col=9 Row=D, genomic survey sequence 7/1. Ie-41:254:90//AQ 182345 

R-NT2RP4001575//Human DNA sequence from clone 1033B10 on chromosome 6p21.2-21.31. Contains the 
B1NG5 gene, exons 11 to 15 of the BING4 gene, the gene for GalT3 (beta3-Galactosyltransf erase), the RPS18 
(40S ribosomal protein S18) gene, the SACM2L (suppressor of actin mutation 2, yeast, homolog) gene, a pseu- 
dogene similar to TAT-SF1, a Pseudogene similar to zinc finger genes, the RING1 gene, the gene for HKE6 
55 (RING2), the gene for HKE4 (RINGS), the RXRB (Retinoid X receptor beta) gene, the COL11 A2 (collagen, type 

XI, alpha 2) gene, the HLA-DPB2 pseudogene and part of the HLA-DPA3 pseudogene. Contains predicted CpG 
islands, ESTs, STSs, and GSSs, complete sequence7/1.le-118:567:98//AL031228 

R-NT2RP4001 592//Human DNAsequence *** SEQUENCING IN PROGRESS from done 1 01 8D1 2, WORKING 
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DRAFT SEQUENCE7/2.5e-09:370:61//AL031650 

R-NT2RP4001610//Homo sapiens Xp22 Cosmids U15E4, U115H5, U132E12, U115B9 (Lawrence Livermore hu- 
man cosmid library) complete sequence 7/0.99:73: 75//AC002364 
R-NT2RP4001614 

5 R-NT2RP4001634//Homo sapiens full-length insert cDNA clone YU73B117/5.8e-101:526:94//AF087969 

R-NT2RP4001638//Horno sapiens clone 23967 unknown mRNA, partial cds7/5.4e-115:559:97//AF007151 
R-NT2RP4001644//M.musculus mRNA for map kinase interacting kinase, Mnk2.//6.8e-33:286:79//Yl1092 
R-NT2RP4001 656//Human Chromosome 1 1 pac pDJ393ol 5, WORKING DRAFT SEQUENCE, 8 unordered piec- 
esV/2.2e-1 09:51 5:99//AC000384 

10 R-NT2RP4001677//Genomic sequence from Human 9q34, complete sequence7/0.19:504:58//AC000397 

R-NT2RP4001696//Human chromosome 8 BAC clone CIT987SK-2A8 complete sequence7/4.5e-1 15:583:96// 
U96629 

R-NT2RP4001 725//Human Chromosome 3 pac pDJ70i 1 1 , WORKING DRAFT SEQUENCE. 2 unordered pieces7/ 
0.98:301 :60//AC000380 
is R-nnnnnnnnnnnn//Caenorhabditis elegans cosmid F48E37/2.2e-17:32B:64//U28735 

R-NT2RP4001739//RPCI11-74E7.TJ RPCI11 Homo sapiens genomic clone R-74E7, genomic survey sequence 7/ 
1.1e-08:141:65//AQ268408 

R-NT2RP4001 753//H. sapiens HZF3 mRNA for zinc finger proteinV/1 .7e-111 :552:96//X78926 
R-NT2RP4001760//Mouse oncogene (ect2) mRNA, complete cds//9.3e-27:358:72//L11316 
20 R-NT2RP4001 790//Homo sapiens clone GS259H1 3, WORKING DRAFT SEQUENCE, 4 unordered piecesV/1 .7e- 

99:484:98//AC005020 

R-NT2RP4001803//HS_3087_B2_B05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3087 Col=10 Row=D, genomic survey sequence.//2.7e-96:47l :97//AQl2l405 
R-NT2RP4001822 
25 R-NT2RP4001823 

R-NT2RP4001828//Human DNA sequence from PAC 179115. BRCA2 gene region chromosome 1 3q12-q1 3 con- 
tains Klotho ESTs and CpG island.//4.le-1 4:1 36 :83//Z92540 ; 

R-NT2RP4001838//Plasmodium falciparum chromosome 2, section 9 of 73 of the complete sequence7/2.5e-06: 
418:60//A£001372 

30 R-NT2RP4001849//P.falciparum serine rich protein (SERP I) gene7/0.64:l35:67//J03983 

R-NT2RP4001 889//Homo sapiens PAC clone DJ1 1 82N03 from 7ql 1 .23-q2l .1 , complete sequence7/4.3e-26:2l2: 
82//AC004548 

R-NT2RP4001893//Homo sapiens BAC clone GS166A23 from 7p2l, complete sequence7/l .ee-111 :570:96// 
AC005014 
35 R-NT2RP4001896 
R-NT2RP4001901 

R-NT2RP400l927//Borrelia burgdorferi (section 32 of 70) of the complete genome.//l .0:242:60//AE001146 
R-NT2RP4001938//Human aminopeptidase N gene, exon 17/3.3e-42:l95:85//M55523 
R-NT2RP4001946//Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic sequence, WORKING 
40 DRAFT SEQUENCE. 9 unordered pieces.//0.97:371 :57//AC004 157* '* 

R-NT2RP4001950//RPCI11-69C18.TJ RPCI11 Homo sapiens genomic clone R-69C18, genomic survey se- 
quence.//4.7e-91:552:89//AQ236641 

R-NT2RP4001953//Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.11-Xp22.22. Contains 
ESTs STS and CpG island 7/6. 6e-70: 325 :84//Z93023 
<5 R-NT2RP4001 966//Rat mRNA for growth potentiating factor, complete cds7/5.5e-37:141 :86//D42148 

R-NT2RP4001975//Human Newcastle disease virus inducible protein mRNA, partial 3'UTR region7/1 .0e-46:242: 
98//U25276 

R-NT2RP400201 8//RPC11 1 -76I23.TV RPC1 1 1 Homo sapiens genomic clone R-76I23, genomic survey sequence7/ 
7.9e-89:438:97//AQ268536 

so R-NT2RP4002047//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 97P20, WORKING 

DRAFT SEQUENCE7/4.1e-07:325:62//AL031297 

R-NT2RP4002052//Human DNA sequence from clone 352E11 on chromosome 22ql3.l*l3.3l. Contains GSSs, 
complete sequence7/0.3l :452:57//AL022353 

R-NT2RP4002058//RPCI11-69O1.TJ RPCI11 Homo sapiens genomic clone R-6901, genomic survey sequence7/ 
55 0.23:163:64//AQ268418 

R-NT2RP4002071//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 1172A22, WORK- 
ING DRAFT SEQUENCE7/1.1e-11:407:62//AL034386 

R-NT2RP4002075//Human DNA sequence from clone 21 F7 on chromosome 6q16.1-21 . Contains part of an exon 
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of a putative new gene and STSs and GSSs, complete sequence.//0.085:350:6l//AL033375 
R-NT2RP4002078//RPCI11-79I16.TVRPC111 Homo sapiens genomic clone R-791 16, genomic survey sequence.// 
3.3e-87;452:95//AQ283131 
R-nnnnnnnnnnnn 

R-NT2RP4002083//Homo sapiens mineralocorticoid receptor (MLR), exon 57/0.50:256:61//AF068619 
R-NT2RP4002408//CIT-HSP-2376023.TF CIT-HSP Homo sapiens genomic clone 2376023, genomic survey se- 
quence7/6.8e-62:320:96//AQl 1 1 1 63 

R-NT2RP4002791//Human PAC clone DJ318C15 from Xq23, complete sequence7/0.022:435:61//AC002476 
R-NT2RP4002888//Horno sapiens BAC clone RG067E13 from 7q2l, complete sequence 7/6.0e-56:660:7l// 
AC002383 

R-NT2RP4002905//Piasmodium falciparum DNA "* SEQUENCING IN PROGRESS "'from contig 3-20, complete 
sequence.//0.001 7:533:57//AL008972 

R-OVARC1000001//Homo sapiens mRNA for KIAA0465 protein, partial cds 7/8 .7e-11 4:605 :94//AB007934 
R-OVARC1000004//Homo sapiens chromosome 4 clone B368A9 map 4q25, complete sequence7/2.le-43:326: 
74//AC005510 

R-OVARC1000006//HS_2253_B1_F01 JvlR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2253 Col=1 Row=L, genomic survey sequence7/3.7e-35:191 :98//AQ069124 
R-OVARC1000013//HS_2212_A2_G06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=22l2 Col=12 Row=M, genomic survey Sequence.//0.14:212:63//AQ210584 
R-0VARC1 00001 4//Hu man DNA sequence from PAC 463 A9, on chromosome Xq25 contains STS 7/0.0053:356: 
62//Z80232 
R-OVARC1000017 

R-OVARC1 000035//RPC1 1 1 -65E1 TJ RPCM1 Homo sapiens genomic clone R-65E1 , genomic survey sequence7/ 
3.3e-05:236:63//AQ2371 94 

R-OVARCl00005&7Homo sapiens DNA sequence from BAC 390C10 on chromosome 22qli .21-12.1. Contains 
an Immunoglobulin LIKE gene and a pseudogene similar to Beta Crystallin. Contains ESTs, STSs, GSSs and taga 
and tat repeat polymorphisms, complete sequence7/2.7e-48:325:82//AL008721 

R-OVARC1000060//Human DNA sequence SEQUENCING IN PROGRESS from clone 27K12, WORKING 
DRAFT SEQUENCE7/5.0e-21 :297:70//AL033397 

R-OVARC1000068//P.falciparum complete gene map of plastid-like DNA (IR-B)7/0.00038:553:58//X95276 
R-OVARC1000071//Human DNA sequence SEQUENCING IN PROGRESS w from clone 596C15, WORKING 
DRAFT SEQUENCE.//5.1 e-11 0:599:93//AL031387 

R-OVARC1000085//DNA encoding component HC5 of human proteasome.//2.7e-65:366:92//E03413 
R-nnnnnnnnnnnn//CIT-HSP-2l72N17.TF CIT-HSP Homo sapiens genomic clone 2172N17, genomic survey se- 
quence.//0.80:285:59//B94391 
R-OVARC1 000091 

R-OVARC1000092//C/T-HSP-2373J20TR CIT-HSP Homo sapiens genomic clone 2373J20, genomic survey se- 
quence.//! .4e-1 7:14 V.85//AQ111 520 
R-OVARC 1000106 

R-OVARC1 0001 1 3//Homo sapiens okadaic acid-inducible phosphoprotein (OA48-1 8) mRNA. complete cds7/2.6e- 
100:495:97//AF069250 

R-OVARC1000114//Homo sapiens partial XPGC gene, exon 27/9.5e-49:392:80//X7l342 
R-OVARC1000133//Human Chromosome 16 BAC clone CIT987SK-A-362G6, complete sequence7/0.00020:243: 
65//U95740 

R-OVARC1000145//Homo sapiens chromosome 10 clone CIT987SK-1010K1 map I0q25, complete sequence7/ 
1 .8e-l6:370:67//AC005385 

R-OVARC1000148//CIT-HSP-2386P14TF.1 CIT-HSP Homo sapiens genomic clone 2386P14, genomic survey 
sequence 7/1 .1 e-05:55:98//AQ240492 

R-OVARC1000151//M.musculus GEG-154 mRNA7/9.8e-21 :192:81//X71642 

R-OVARC1000168//CIT-HSP-2336F6.TR CIT-HSP Homo sapiens genomic clone 2336F6, genomic survey se- 
quence.//0.050:176:62//AQ042932 

R-OVARC1000191//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces.//3.7e-06:534:58//AC005506 

R-OVARC1000198//"* SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0366H07; 
HTGS phase 1 , WORKING DRAFT SEQUENCE, 28 unordered pieces.//5.2e-111 :556:96//AC004604 
R-OVARC1000209//Blacus sp. 16S ribosomal RNA gene, partial sequence 7/0 .55: 165:67//AF003501 
R-OVARC1000212//Mouse DNA for beta-casein7/0.56:225:63//X13484 

R-OVARC1000240//Homo sapiens chromosome 17, clone hRPK.63_A_l , complete seq uence 7/6 .2e-38: 193:82// 
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AC005670 

R-OVARC1000241//Mus musculus hypoxia inducible factor three alpha mRNA, complete cds7/1.1e-25:3 12:73// 
AF060194 

R-OVARC1000288//Human HepG2 3' region Mbol cDNA, clone hmd1d01m3.//5.4e-07:128:70//D17131 
R-OVARC1 000302//Homo sapiens chromosome 17, clone hRPK.65l„L_9, complete sequence7/l .7e-l 0:1 00:88// 
AC005971 

R-OVARC1000304//Mouse mRNA from Mov10 locus7/7.9e-66:379:81//X52574 
R-OVARC 1000309 

R-OVARC1000321//Homo sapiens clone NH0479C13, WORKING DRAFT SEQUENCE, 12 unordered piecesV/ 
6.5e-83:453:94//AC005236 

R-OVARC1000326//Rattus norvegicus lamina-associated polypeptide 1C (LAP1C) mRNA, complete cds7/5.0e- 
58:455:81//U19614 

R-OVARC1 000335//*" SEQUENCING IN PROGRESS Homo sapiens chromosome 4, BAC clone C0483I23; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 7 unordered pieces .//0.034:429:60//AC005690 
R-OVARC1000347//Mus musculus HRS gene, complete cds 7/4. 6e-06: 339:6 1//AF020308 
R-OVARC1000384//D.discoideum glycoprotein 24 A and B (GP24A and GP24B) genes, complete cds7/0.48:296: 
62//M27588 

R-OVARC1000408//Homo sapiens DNA from chromosome 19-cosmid R27740 containing MEF2B and RSRFR2 
genes, genomic sequence7/9.4e-39:286:87//AD00081 2 

R-OVARC 1 000411//CIT-HSP-2303H1 0.TF CIT-HSP Homo sapiens genomic clone 2303H1 0, genomic survey se- 
quence7/1 .5e-07:94:84//AQ01 6720 

R-OVARCl000414//HomosapiensgenomicDNA,21qregion,clone:l49C3X10,genomicsurveysequence7/1 .8e- 
32:296:75//AG002388 

R-OVARC1000420//Homo sapiens clone DJ1137M13, complete sequence 7/2. 0e-48:354:77//AC005378 
R-OVARC1000427//D.discoideum vegetative specific gene V18 gene. for ribosomal protein. //2.5e-09:370:59// 

X15382 * ; 

R-OVARC1000431//HS_2199_A2_E02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2i99 Col=4 Row=t, genomic survey sequence.//! .3e-34:i86:98//AQ093722 
R-OVARC1000437//Gallus gallus tensin mRNA, 3' end.//1.3e-15:160:80//L06662 

R-OVARC 1 000440//Homo sapiens BAC clone NH0538D1 5 from 7q1 1 .23-q21 .1 , complete sequence 7/0.0054:337: 
61//AC006043 

R-OVARC1000442//CIT-HSP-2335L20.TR CIT-HSP Homo sapiens genomic clone 2335L20, genomic survey se- 
quence.//1.0e-45:322:86//AQ037381 ' ' 

R-OVARC1000443//Homo sapiens mRNA for KIAA0683 protein, complete cds.//1.le-77:418:94//AB014583 
R-OVARC 1 000461 //Human DNA sequence "* SEQUENCING IN PROGRESS ••• from clone 21 5D1 1 , WORKING 
DRAFTSEQUENCE7/0.62:333:59//AL034417 

R-OVARC1000465//Bos taurus guanine nucleotide-exchange protein (ARF-GEP1) mRNA, complete cds7/l.le- 
81:489:91//AF023451 

R-OVARC1000466//Homo sapiens chromosome 17, Neurofibromatosis 1 locus, complete sequence7/0.0088:98: 
72//AC004526 

R-OVARC1 000473//Homo sapiens full-length insert cDNA clone YI53C107/3.2e-92:31 7:1 00//AF085851 
R-OVARC1000479//Rattus norvegicus mRNA for TIP120, complete cds7/2.7e-70:502:84//D87671 
R-OVARC1000486//Dictyostelium discoideum FusC (fusC) gene, partial Cds7/0.52:411 :58//AF0 19984 
R-OVARC1 000496 

R-OVARC 1 000520//Homo sapiens PAC clone DJ41 2A9 from 22, complete sequence7/3.8e-l 7:294:71 //AC005005 
R-OVARC1000526//Homo sapiens clone GS438P06, WORKING DRAFT SEQUENCE, 17 unordered pieces7/ 
4.5e-109:547:96//AC005024 

R-OVARC1000533//Homo sapiens chromosome 19, cosmid R30385, complete sequence7/3.0e-46:264:93// 
AC004510 

R-OVARC1000543//Caenorhabditis elegans cosmid F10C1 7/0.00063:41 7:59//U49831 

R-OVARC1000556//Homo sapiens DNA sequence from PAC 168L15 on chromosome 6q26-27. Contains RSK3 
gene, ribosomal protein S6 kinase, EST, GSS, STS. CpG island, complete sequence7/1 .5e-39:144:92//AL022069 
R-OVARC1000557//Homo sapiens chromosome 19, cosmid R32469, complete seq uence 7/1 .5e-8 1:429:96// 
AC005197 

R-OVARC1000564//Homo sapiens chromosome 17, clone HRPC837J1, complete sequence.//0.83:30l :58// 
AC004223 

R-OVARC I000573//Homo sapiens Xq28 genomic DNA in the region of the ALD locus containing the genes for 
creatine transporter (SLC6A8), CDM. adrenoleukodystrophy (ALD), Na + -isocitrate dehydrogenase gamma subunit 
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(IDH), and translocon-associated protein delta (TRAP) genes, complete cds, plexin related protein (PLEXR) and 
serine kinase (SK) genes, partial cds, Xq28lu1 gene and cytochrome C (CCp) pseudogene7/2.4e-44:300:88// 
U52111 

R-OVARC1000578//Human Chromosome 16 BAC clone CIT987SK-A-270G1 , complete sequence 7/6 .4e-48:436: 
5 78//AF001549 

R-OVARC1000588//Homo sapiens chromosome 19, cosmid F19847, complete sequence7/2.7e-32:3 13:78// 

AC005952 

R-OVARC 1000605 

R-OVARC1000622//Honio sapiens PAC clone DJ0942I16 from 7q11, complete sequence7/6.2e-43:328:83// 
10 AC006012 

R-OVARC1000640//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 
ordered pieces7/l .9e-47:5l 4:73//AC005840 

R-OVARC1000661//Homo sapiens mRNA for KIAA0590 protein, complete cds7/1.6e-29:162:100//AB011162. 
R-OVARC1000678//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
15 DRAFT SEQUENCE, 14 unordered pieces7/0.50:270:60//AC005140 

R-nnnnnnnnnnnn//Rattus norvegicus mRNA for myosin-RhoGAP protein Myr 77/1 .4e-83:549:86//AJ001713 
R-OVARC1 000681//Human DNA sequence " # SEQUENCING IN PROGRESS *" from clone 257E24, WORKING 
DRAFT SEQUENCE7/3.2e-13:160:76//AL034424 

R-OVARC1000689//Schistocerca americana Antennapedia homeotic protein (Antp) mRNA, complete cds7/0.90: 
20 230:61//U32943 

R-OVARC1000700//Homo sapiens chromosome 5, BAC clone 34jl5 (LBNL H1 69), complete sequence7/5.le-15: 
133:85//AC005754 

R-OVARC1000703//Homo sapiens chromosome 22, clone hRPC.130_H_16, complete sequence7/6.9e-48:525: 
73//AC005585 

25 R-OVARC1000730//HS_3018_B1JH10JT7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3018 Col=19 Row=P, genomic survey sequence.//0.00019:198:63//AO093513 
R«OVARC1000746//P.falciparum complete gene map of plastid-like DNA (IR-B)7/0.98:154:65//X95276 
R-OVARC1000769//Human coagulation factor XI gene, intron 2, partial, clone pTZi8R7/2.0e-30:i87:78//M2H85 
R-OVARC1 000771 

30 R-OVARC1000781//Sequence 5 from Patent WO97226957/8.4e-47:401 :77//A63552 

R-OVARC1000787//Homo sapiens PAC clone DJ430N08 from 22qi2.l-qter, complete sequence.//7.8e-l 11:567: 
96//AC004542 

R-OVARC1000800//Homo sapiens mitochondrial HSP75 mRNA, complete cds.//1.3e-17:119:95//L15189 
R-OVARC1000802//Homo sapiens chromosome 5, BAC clone 120C13 (LBNL H171), complete sequence7/2.3e- 
35 51:482:78//AC005574 

R-OVARC1000834//Homo sapiens mRNA for atopy related autoantigen C A LC 7/3. 6e-l 05:536 :95//Y 1771 
R-OVARC1 000846//Homo sapiens chromosome 1 6, cosmid clone 390H2 (LANL), complete sequence7/2.7e-l 07: 
538:96//AC004494 

R-OVARC1000850//Homo sapiens PB39 mRNA, complete Cds7/3.6e-114:579:96//AF045584 
40 R-OVARC1000862//M.musculus Fif mRNA7/2.3e-20:346:73//X71978 

R-OVARC1 000876//Plasmodium falciparum chromosome 2, section 53 of 73 of the complete sequence7/9. 1 e-08: 
427:58//AE001416 

R-OVARC1000883//Mus domesticus nuclear binding factor NF2d9 mRNA, complete cds7/5.6e-34:357:78// 
U20086 

« R-OVARC1000885//Lycopersicon esculentum alcohol dehydrogenase homolog (GAD3) mRNA, partial cds7/0.47: 

305:60//U21801 
R-OVARC 1 000886 

R-OVARC1000891//HS_3082_A2_F04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3082 Col=8 Row=K, genomic survey sequence7/l .1 e-1 6:1 87 :79//AQ 122500 
50 R-OVARC 1000897//Hu man DNA sequence from clone 192P9 on chromosome Xpl 1.23- 11. 4. Contains a pseudo- 

gene similar to rat Plasmolipin, ESTs and GSSs, complete sequence7/7,2e-07:476:60//AL020989 
R-OVARC1000912 

R-OVARC1 00091 5//Homo sapiens chromosome 17, clone hRPC.97'l_F_3, WORKING DRAFT SEQUENCE, 1 
ordered pieces7/5.4e-70:509:86//AC0041 50 
55 R-OVARC1000924//Homo sapiens Chromosome 22qU.2 Cosmid Clone cosk In NF1 Region, complete se- 

quence7/1 .6e-77:465:90//AC002471 

R-OVARC1000936//HS_2195_A2_C12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2195 Col=24 Row=E, genomic survey sequence7/2.4e-76:463:90//AQ191108 
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R-OVARC1 000937//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 250D1 0, WORKING 
DRAFT SEQUENCE7/0.0028:161 :65//299716 

R-OVARC1000945//Rattus norvegicus mRNA for atypical PKC specific binding protein, complete cds7/3.5e-62: 
526:78//AB005549 

s R-OVARC1000948//Hypera postica NADH dehydrogenase subunit 1 (ND1) gene, partial cds, tRNA-Leu gene, 

complete sequence, and 1 6S ribosomal gene, partial sequence, mitochondrial genes encoding mitochondrial prod- 
ucts7/0.018:212:61//U61169 

R-OVARC1000959//CIT-HSP-2371 K16TR CIT-HSP Homo sapiens genomic clone 2371 K16, genomic survey se- 
quence./^ .1e-45:303:87//AQl11323 
10 R-OVARC1000960//Homo sapiens BAG clone GS293C05 from 7q21-q22, complete sequence.//7.5e-44:353:8l// 

AC005021 

R-OVARC1000971//H.sapiens DNA for repeat unit locus D18S51(285 bp)7/2.2e-07:223:70//X91255 
R-OVARC1 000984 

R-OVARC1000996//Human DNA sequence from clone 272L16 on chromosome lq32. 1-32.3. Contains the 3' end 
is of the LAMB3 gene for Laminin, Beta 3 (Nicein, Kalinin, BM600) and a novel Rat Ca2+/Calmodulin dependent 
Protein Kinase LIKE gene. Contains ESTs, STSs, GSSs, genomic marker D1S491 and a ca repeat polymorphism, 
complete sequence 7/1 ,3e -06:1 79 :70//AL023754 

R-OVARC1000999//Homo sapiens chromosome 17, clone hCIT.457J._l6, complete sequence 7/5. 8e-71 :332:87// 
AC003957 

20 R-OVARC1001000//HS_3032_B1_G11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3032 CoI=21 Row=N, genomic survey sequence.//5.le-5l :257:99//AQ096695 
R-OVARC1001004//Homo sapiens from UWGC:yl8c282 from 6p2l, complete sequence 7/5.6e-92:473:96// 
AC004190 

R-OVARC1 001 01 0//RPC1 1 1 -1 0P1 .TV RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -1 0P1 , genomic survey se- 
25 quence.//4.1e-05:201:65//B71813 

R-OVARC1001 01l//Homo sapiens clone DJ1021 120, WORKING DRAFT SEQUENCE, 6 unordered pieces7/7.9e- 
18:219:69//AC005520 

R-OVARC1 001 032//Human DNA sequence SEQUENCING IN PROGRESS from clone Y738F9, WORKING 
DRAFT SEQUENCE7/2.7e-89:464:86//AL022345 
30 R-OVARC1001034//Homo sapiens chromosome 20, BAC clone 99 (LBNL H80), complete sequence7/l.4e-18: 

451:64//AC005220 

R-OVARC1001 038//Homo sapiens TRIAD1 type I mRNA, complete cds.//1 .3e-99:501 :96//AF099149 
R-OVARC1001040//Homo sapiens chromosome 17, clone hRPK.1096_G_20, complete sequence7/9.7e-17:180: 
78//AC005410 
35 R-OVARC1001044 

R-OVARC1001051//H.sapiens mRNA for homologue to yeast ribosomal protein L41 7/3. 7e- 15:1 24 :88//Zl 2962 
R-OVARC1001055//Homo sapiens, clone hRPK.l5_A_l , complete sequence.//2.0e-30:292:76//AC0062l3 
R-OVARC1001062//Sequence 65 from patent US 5691147.//2.6e-54:312:92//i76237 

R-OVARC1001068//Homo sapiens Era GTPase A protein (HERA-A) mRNA, partial cds.//2.3e-95:463:98// 
40 AF082657 

R-OVARC1001072//Gallus gallus chicken brain factor-2 (CBF-2) mRNA, complete cds.//0.92:272:59//U47276 
R-OVARC1001074//HS_2205_A1_D07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
- nomic clone Plate=2205 Col=13 Row=G, genomic survey seq uence 7/1 .3e-35:205:94//AQ 184530 
R-OVARC1001085 

45 R-OVARC1001092//Homo sapiens mRNA for JM5 protein, complete CDS (clone IMAGE 53337, 

LLNLC110F1857Q7 (RZPD Berlin) and LLNLC110G0913Q7 (RZPD Be riin))7/4.5e-95:325:98//AJ 005897 
R-OVARC1001113//Homo sapiens diaphanous 1 (HDIA1) mRNA. complete cds.//1.0e-73:386:95//AF051 782 
R-OVARC1001 11 7//Homo sapiens chromosome 7 clone UWGC:g3586al60 from 7pl4-l5, complete sequence 7/ 
6.1e-37:314:8l//AC005272 

50 R-OVARC1001118//Homo sapiens chromosome 5, P1 clone H95e2 (LBNL H73), complete sequence7/1 .5e-44: 

390:77//AC005372 

R-OVARC1001129//Rickettsia prowazekii strain Madrid E, complete genome; segment 1/47/0.81:461:57// 
AJ235270 

R-OVARC1001161//Human DNA sequence SEQUENCING IN PROGRESS from clone 850H21, WORKING 
55 DRAFT SEQUENCE.//4.6e-08:342:64//AL031 680 

R-OVARC1 001 162//CIT-HSP-21 7U2.TR CIT-HSP Homo sapiens genomic clone 217U2, genomic survey se- 
quence.//5.9e-48:347:85//B89781 

R-OVARC1001167//Homo sapiens clone DJ1102A12. WORKING DRAFT SEQUENCE, 15 unordered pieces7/ 
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1 .3e-28:427:70//AC004963 

R-OVARC1 001 1 69//RPC1 1 1 -36P6.TV RPCl-1 1 Homo sapiens genomic clone RPCI-1 1 -36P6, genomic survey se- 
quence.//0.56: 1 1 3 :72//AQ 045859 

R-OVARC1001170//Homo sapiens Xp22 BAC GS-377014 (Genome Systems Human BAC library) complete se- 
5 quence.//8.8e-39:301 :85//AC002549 

R-OVARC1001173//Human clone HS2.30 Alu-Ya5 sequence.//2.4e-35:l83:83/AJ67213 
R-OVARC1001180//Homo sapiens I2q24.i NOVECTOR P443K8 () complete sequenceV/9.le-41:5i6:72// 
AC005907 

R-OVARC1001188//Homo sapiens Chromosome Hpi4.3 PAC clone pDJi034g4, complete sequence7/i.2e-l4: 
10 134:85//AC004796 

R-OVARC1001200//ALS=85 kda insulin-like growth factor binding protein-3 complex acid-labile subunit [baboons, 
liver, mRNA Partial, 1818 nt]7/0.12:345:60//S83462 

R-OVARC1001232//Bovine tyrosine hydroxylase mRNA, complete cds7/0.66:257:59//M36794 
R-OVARC1001240//Homo sapiens chromosome 17, clone hCIT.124_H_2, complete sequence.//1 .4e-41 :284:87// 
15 AC006071 

R-OVARC100T243//HS_2055_B2_C01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2055 Col=2 Row=F, genomic survey sequence.//0.59:83:75//AQ243142 
R-OVARC1001261//Crocodylus porosus mRNA for transthyretin.//0.93:121:66//AJ223148 
R-OVARC1001268 

20 R-OVARC1001270//Plasmodium falciparum MAL3P6, complete sequence.//0.0031:295:62//Z98551 

R-OVARC1001271//Homo sapiens chromosome 16, cosmid clone 390H2 (LANL), complete sequencey/1 .6e-107: 
544:97//AC004494 

R-OVARC1001282//Homo sapiens Xp22-39-47 PAC RPCI1-199J3 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence.//0.025:402:59//AC006062 
25 R-OVARC1001296//Homo sapiens echinoderm microtubule-associated protein homolog HuEMAP mRNA, com- 

plete cds.//1 .le-05:31 9 :62//U9701 8 

R-nnnnnnnnnnnn//Sequence 13 from patent US 562481 8.//5.4e-85:577:84//l41 142 

R-OVARC1001329//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 30G7, WORKING 
DRAFT SEQUENCE.//4.2e-71 :282:88//AL034402 
30 R-OVARC1001330//Homo sapiens PAC clone DJ0697H17 from 7ql1 .23-q21 .1 , complete sequence7/0.1 9:256: 

59//AC004862 

R-OVARC1001339//Homo sapiens 12q 13 PAC RPCI1 -31 6M24 (Roswell Park Cancer Institute Human PAC library) 
complete sequencey/2.5e-49:366:83//AC004242 

R-OVARC1 001 341//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 695O20, WORKING 
35 DRAFT SEQUENCE.//4.8e-26:447:69//AL032818 

R-OVARC1001342//Homo sapiens chromosome 10 clone CIT987SK-1175G20 map I0q25.2-I0q25.3, complete 
sequence.//5.5e-86:569:86//AC005874 

R-OVARC1001344//Homo sapiens chromosome 5, BAC clone 261 jl 7 (LBNL H190), complete sequence7/2.Be- 
46:424:76//AC005350 

40 R-OVARC1001357//Sequence 1 from patent US 5597707. //3.0e-42: 250 :93//l34297 

R-OVARC1001360//Homo sapiens chromosome 17, clone hRPK786_0_4, complete sequence.//0.20:335:60// 

AC005863 

R-OVARC 1001369 

R-OVARC1 001 372//S.scrofa DNA for myogenin 3'flanking region (285 bp).//6.9e-29:249:83//X89210 
45 R-OVARC1001376//Homo sapiens BAC clone RG139P11 from 7qn-q2l, complete sequenced. le-50:491:73// 

AC004491 

R-OVARC1001381//Homo sapiens chromosome 17, clone hRPK.156_L_14, complete sequence7/9.3e-20:422: 
60//AC005821 
R-OVARC1001391 
50 R-nnnnnnnnnnnn 

R-OVARC1001417//Homo sapiens EXLM1 mRNA, complete cdsy/9.9e-11 0:561 :95//AB00665 
R-OVARC1001419//CIT-HSP-2362F16.TR CIT-HSP Homo sapiens genomic clone 2362F16, genomic survey se- 
quence.//7.6e-47:242:98//AQ074668 

R-OVARC1001425//Homo sapiens PAC clone DJ1108A12 from I4q24.3, complete sequence.//2.3e-20:2 11:66// 
55 AC005157 

R-OVARC1001436//Human DNA flanking 3* end of transposon L1 .1 .//0.18:148:66//M80341 
R-OVARC1001442 

R-OVARC1001453//Human PAC clone DJ525N14 from Xq23, complete sequence7/2.3e-19:181:81//AC002086 
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R-OVARC1001476//CITBI-E1-2517B6TR CITBI-E1 Homo sapiens genomic clone 251 7B6, genomic survey se- 
quence7/0.24:308:59//AQ278655 

R-OVARC1001480//Human DNA sequence — SEQUENCING IN PROGRESS from clone 753D4, WORKING 
DRAFT SEQUENCE7/0.99:294:62//AL031676 

R-OVARC1001489//E.caballus microsatellite DNA marker (clone ASB32) 7/0.87:81 :71//X93546 
R-OVARC1001496//Homo sapiens C-terminal binding protein 2 mRNA, complete cds7/9.3e-1 16:585:96// 
AF0 16507 

R-OVARC1001506//Homo sapiens Chromosome 16 BAC clone CIT987-SKA-13F4 -complete genomic se- 
quence, complete sequence7/2.6e-40:285:86//AC002039 

R-OVARC1001525//Homo sapiens clone NH0215P16, WORKING DRAFT SEQUENCE, 3 unordered pieces7/1 .0: 
320:59//AC006036 

R-OVARC1001542//Homo sapiens hJTB mRNA, complete Cds7/5.0e-110:566:95//AB016488 
R-OVARC1001547 

R-OVARC1001577//Homo sapiens SRp46 splicing factor transcribed retropseudogene7/5.9e-33:216:92// 
AF031165 

R-OVARC1001600//Human Chromosome X, complete sequence7/3.0e-22:157:89//AC002418 
R-OVARC1001610//HS_3070_A2_A06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3070 CoI=12 Row=A, genomic survey sequence7/0.47:l07:66//AQ 103523 
R-OVARC1001611//Human DNAsequence *** SEQUENCING IN PROGRESS from clone 1185N5, WORKING 
DRAFT SEQENCE 7/0.1 7:236: 63//AL034423 

R-OVARC1 001 61 5//Human DNA sequence SEQUENCING IN PROGRESS from clone 31 001 3, WORKING 
DRAFT SEQUENCE7/1.3e-19:248:70//AL031658 

R-OVARC1001668//HS_3228_A2_E12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3228 Col=24 Row=l, genomic survey sequence7/4.6e-l3:l 56 :76//AQ 188379 
R-0VARC1 001 702//CITBI-E1 -2501 P16.TR.1 CITBI-E1 Homo sapiens genomic clone 2501 P1 6, genomic survey 
sequence.//1.6e-41:217:99//AQ241965 
R-OVARC1001703 

R-OVARC1 001 71 1//CITBI-E1 -2502N 1 0.TF CITBI-E1 Homo sapiens genomic clone 2502N1 0, genomic survey se- 
quence7/2.0e-14:220:72//AQ266194 

R-OVARC1001726//CIT-HSP-2320O1.TF CIT-HSP Homo sapiens genomic clone 232001 . genomic survey se- 
quence.//0.021:170:62//AQ038145 

R-OVARC 1001 731 //Human mRNA for fibroblast tropomyosin TM30 (pl).//2.5e-72:422:90//X05276 
R-OVARC1001745//Human DNA sequence from clone 796111 on chromosome 20q12. Contains ESTs, an STS 
and GSSs, complete sequence7/7.6e-44:3l4:84//AL03l257 

R-nnnnnnnnnnnn//S.cerevisiae N-acety transferase (AAA1) mRNA, complete Cds7/1 .6e-08:396:60//M23l66 
R-OVARC1 001 766//Homo sapiens eukaryotic translation initiation factor elF3, p35 subunit mRNA, complete cds7/ 
3.5e-l08:567:94//U97670 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0675 protein, complete cds7/6.3e-108:529:97//AB014575 
R-OVARC1001768//Caenorhabditis elegans cosmid Y57G11 A, complete sequence7/0.24:205:64//Z99279 
R-OVARC1001791//Homo sapiens BAC clone RG118P15 frcm 8q21, complete sequence 7/4.6e-58:558:76// 
AC005066 
R-OVARC1001795 

R-OVARC1 001 802//Human HLA class II I region contain ingcAMP response element binding protein-related protein 
(CREB-RP) and tenascin X (tenascin-X) genes, complete cds. complete sequence7/l.le-37:346:78//U89337 
R-OVARC 1 001 805//Human DNA sequence from clone 511E16 on chromosome 6p24.3-25.l. Contains the last 
coding exon of the gene for P18 component of aminoacyl-tRNA synthetase complex, part of an unknown gene 
downstream of a putative CpG island, and an STS with a CA repeat polymorphism, complete sequence7/3.0e- 
11 2:581 :95//AL023694 

R-OVARC 1 001 81 2//Human DNA sequence from clone 227L5 on chromosome Xpl 1 .22-1 1 .3. Contains a Keratin, 
Type 1 Cytoskeletal 18 (KRT18, CYK18, K18, CK18)pseudogeneand an STS, complete sequence7/6.6e-41:345: 
81//AL031585 

R-OVARC1001 813//CITBI-E1-2508J1 8TR CITBI-E1 Homo sapiens genomic clone 2508 J1 8, genomic survey se- 
quencey/1 .6e-72:386:95//AQ263046 

R-OVARC1001820//Human PAC clone DJ525N14 from Xq23, complete sequence 7/4.8e-4l:320:83//AC002086 
R-OVARC1001828//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces7/3.4e-08:527:58//AC004688 

R-OVARC1 001846//CIT-HSP-2014F15.TR CIT-HSP Homo sapiens genomic clone 2014F15, genomic survey se- 
quence7/0.0045:165:67//B58905 
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R-OVARC1001861//M.musculus mRNA for pMEM2 protein.//9.5e-28:405:68//X95350 
R-OVARC1001873//Homo sapiens clones 24718 and 24825 mRNA sequence.//5.9e-l 04:571 :91//AF070611 
R-OVARC1001879//Human DNA sequence from clone 612B18 on chromosome lq24-25.3 Contains exon from 
gene similar to 40S ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs, STS, GSS. CpG Island, 
5 complete sequence7/9.le-20:206:80//AL03l864 

R-OVARC1001880//RPCI11-42I15.TJ RPCI11 Homo sapiens genomic clone R-42115, genomic survey se- 
quence.//3.9e-50:287:88//AQ052700 

R-OVARC1001883//Homo sapiens chromosome 17, clone hClTi23_J_l4, complete seq uence 7/6. le- 13:457:63// 
AC003950 

io R-OVARC1001900//Homo sapiens tumorous imaginal discs protein Tid56 homolog (TID1) mRNA, complete cds7/ 

2.5e-86:346:90//AF061 749 

R-OVARC1001 90i//Homo sapiens testis specific methyl-CpG binding protein MBD2 (MBD2) mRNA, partial cds7/ 
7.2e-B9:421:100//AF072246 

R-OVARC1001911//Homo sapiens full-length insert cDNA clone ZD52F107/8.2e-106:510:98//AF086315 
15 R-OVARC1001916 
R-OVARC1001928 

R-OVARC1001942//S.cerevisiae N-acetyltransf erase (AAA1) mRNA, complete cds 7/0. 00 13:231 :63//M23166 
R-OVARC1001943//Human immunodeficiency virus type 1, strain FRMP329, envelope glycoprotein V3 region 
(env) gene, partial cds7/0.14:173:64//U58826 
20 R-OVARC1001 949//Human zinc finger protein 20 (ZNF20) pentanucleotide repeat polymorphism7/1 .3e-09:306: 

63//M99593 

R-OVARC1001950//Homo sapiens chromosome 17, clone hRPK.112J-M0, complete sequence7/8.2e-38:385: 

75//AC005666 

R-OVARC1001987 

25 R-OVARC1001989//Caenortiai>ditis elegans DNA *** SEQUENCING IN PROGRESS ••• from clone Y57G11, 

WORKING DRAFT SEQUENCE7/6.3e-08:355:60//Z92841 

R-OVARC1 002044//Human DNA sequence from clone 681J21 on chromosome 1 q23. 2-24.3 Contains CpG island, 
complete sequence7/5.0e-42:298:86//AL03l266 

R-OVARC1002050//Homo sapiens mRNA for KIAA0455 protein, partial cds.//1.4e-1 07:542 :96//AB007934 
30 R-OVARC1002066//Arabidopsis thaliana chromosome II BAC F14M4 genomic sequence, complete sequence7/ 

0.23:21 0:61//AC004411 

R-OVARC1002082//Homo sapiens clone DJ0965K10, WORKING DRAFT SEQUENCE, 6 unordered pieces7/ 
5.4e-99:546:92//AC006015 

R-OVARC1002107//Human DNA sequence from PAC 417G15 on chromosome Xq25-Xq26. Contains glypican-3 
35 precursor (intestinal protein OCl-5) (GTR2-2), pseudogene, ESTs7/4.4e-34:375:74//AL009l74 

R-OVARC1002127 

R-OVARC1O02138//CIT-HSP-2290O18.TF CIT-HSP Homo sapiens genomic clone 2290018, genomic survey se- 
quence.//2.4e-07:316:62//AQ003988 

R-OVARC1 0021 43//RPC1 1 1 -54M8.TJ RPC1 1 1 Homo sapiens genomic clone R-54M8, genomic survey sequence7/ 
40 2.3e-35:220:90//AQ083241 
R-OVARC1002156 

R-OVARC1 0021 58//CITBI-E1 -251 4D4.TF CITBI-E1 Homo sapiens genomic clone 2514D4, genomic survey se- 
quence.//! .6e- 12:1 40:79//AQ265720 

R-OVARC1002165//CIT-HSP-2307C9TF CIT-HSP Homo sapiens genomic clone 2307C9, genomic survey se- 
45 quence.//5.0e-59:291 :99//AQ020420 

R-OVARC1002182//P. falciparum SD17 gene for knob-associated histidine-rich protein 7/0.74:1 61 :65//Y00060 
R-PI_ACE1000004//D,discoideum gene for protein kinase7/0.00081 :263:59//Z37981 

R-PLACE1000005//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces 7/0. 0082:477 :58//AC005507 
50 R-PLACE1000007//Homo sapiens clone 24422 mRNA sequence7/1 .2e-l4:100:97//AF070557 

R-PL7VCE1 00001 4//Homo sapiens genomic DNA, chromosome 21q22.2, p1 clone: T1 212 and T1 601 , WORKING 
DRAFT SEQUENCE7/2.8e-44:405:77//D83253 

R-PLACE1000031//Homo sapiens clone UWGC:y23c049 from 6p2l, complete sequence7/l .8e-24:29i :73// 
AC006162 

55 R-PLACE1000040//Caenorhabditis elegans DNA SEQUENCING IN PROGRESS from clone Y105C5, 

WORKING DRAFT SEQUENCE7/0.00039:289:61//Z98855 

R-PLACE1000048//Human BAC clone RG210I04, complete sequence 7/4.7e-83:5i8:89//AC002462 
R-P1_ACE1000050//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic . sequence, WORKING 
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DRAFT SEQUENCE, 8 unordered pieces7/0.98:73:76//AC005505 

R-PLACE1 000061 //Human ribosomal protein L37a mRNA sequence.//5.9e-2l:l25:98//L22l54 
R-PLACE1 000066 

R-PLACE1000078//Homo sapiens chromosome 11 clone CIT987SK-1012F4, WORKING DRAFT SEQUENCE, 6 
5 unordered pieces7/1 .2e-87:456:95//AC005848 

R-PLACE1 000081 

R-PLACE1 000094//RPCM 1 -91 K6.TV RPCI11 Homo sapiens genomic clone R-91 K6, genomic survey sequence.// 
2.3e-83:409:98//AQ28261 9 

R-PLACE1 000133//Homo sapiens chromosome 1 7, clone hRPK.746_E_8, complete sequenceV/1 .8e-06:420:57// 
JO AC005358 

R-PLACE1000142 

R-PLACE1000184//Homo sapiens estrogen-related receptor gamma mRNA, complete cds.//i.3e-i 12:594:94// 

AF058291 

R-PLACE1000185 

is R-PLACE1000213//CIT-HSP-2308A18.TR CIT-HSP Homo sapiens genomic clone 2308A18, genomic survey se- 

quence.//8.2e-80:41 0:97//AQ0221 49 

R-PLACE1 00021 4//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *** from contig 3-09, complete 
sequence7/1.6e-05:546:59//AL008989 

R-PLACE1000236//Human DNA sequence ** # SEQUENCING IN PROGRESS from clone 695020. WORKING 
20 DRAFT SEQUENCE.//2.2e-16:118:91//AL032818 

R-PLACE1000246//X.laevis mRNA for XLCL2 protein7/6.5e-13:66:95//Z14122 

R-PLACE1000292//Human DNA sequence SEQUENCING IN PROGRESS •*• from clone 111B22, WORKING 
DRAFT SEQUENCE7/6.6e-41 :322:84//Z98200 

R-PLACE1 000332//Homo sapiens chromosome 1 7, clone hCIT.281 _F_24, complete sequenceV/1 .8e-l 6:598:62// 
25 AC004706 

R-PLACE1000347//Homo sapiens PAC clone DJ1090P18 from 7q2l-q22, complete sequence.//2.3e- 11:237:69// 
AC005326 

R-PLACE1000374//Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, complete sequence7/8.7e-09: 
492:58//AC005278 

30 R-PLACE1000380//Plasmodium falciparum chromosome 2, section 1 of 73 of the complete sequence7/0. 59:354: 

59//AE001364 

R-PLACE1000383//Mus musculus myotubularin related protein 1 (Mtmrl) mRNA, complete cds7/0.55:65:84// 
AF073997 

R-PLACE1 000401//Homo sapiens clone GS1 66C05, WORKING DRAFT SEQUENCE, 7 unordered pieces7/3.6e- 
35 17:152:83//AC005015 

R-PLACE1 000406//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K21 H1 , complete sequence.// 
0.51:346:58//AB020742 

R-PLACE1000420//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region), segment 2/15, 
WORKING DRAFT SEQUENCE.//1 .5e-25:243:79//AP000009 
40 R-PLACE1000421//HS_2251_B2_G12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2251 Col=24 Row=N, genomic survey sequence.//1.4e-82:430:95//AQl 92807 
R-PLACE1000424//Human PAC clone DJ515N1 from 22qll.2-q22. complete sequence7/l.8e-36:483:7V/ 
AC002073 

R-PLACE1 000435//Homo sapiens chromosome 21 q22.2 cosmid clone Q71 A3, complete sequence 7/2. 6e-37:37i : 
45 76//AF0 15724 

R-PLACE1000444//Homo sapiens chromosome 17, clone hRPK.227_G_l5, complete sequence7/l .0e-54:429: 
81//AC005899 

R-PLACE1000453//Murine genomic DNA; partially digested Sau3A fragment, cloned into cosmid vector 
pEMBLcos2, complete sequence 7/0.66: 103:72//AF059580 
50 R-PI.ACE1 000481//Human DNA sequence from clone 960O1 7 on chromosome Xp1 1 .21 -11 .22 Contains EST, CA 

repeat(DXS991), STS. GSS, complete sequence7/0.019:171:66//AL022166 

R-PLACE1000492//Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds 7/3. 2e- 17:22 1:72// 
U35245 

R-PLACE1000540//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
55 . DRAFT SEQUENCE, 5 unordered pieces.//0.00045:480:60//AC005308 

R-PL7\CE1000547//Homo sapiens chromosome 19, cosmid F17987, complete sequence.//9.6e-32:23l :85// 
AC004790 

R-PLACE1000562//, complete sequence7/1 .8e-45:280:92//AC 005409 
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R-PLACE1000564//Human chromosome 16 creatine transporter (SLC6A8) and (CDM) paralogous genes, com- 
plete CdS.//0.0079: 1 80:65//U41 302 

R-PLACE1000583//Homo sapiens chromosome 17, clone hRPK.799_N_11, complete sequence 7/1 .5e-37:4l 4: 
74//AC005323 

5 R-nnnnnnnnnnnn//Human guanylate binding protein isoform I (GBP-2) mRNA, complete cds.//1 .9e-77:542:82// 

M55542 

R-PLACE1000596//Plasmodium falcipanjm 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces7/O.000l9:482:59//ACO05506 

R-PLACE1000599//Human germline T-cell receptor beta chain Dopamine-beta-hydroxylase-like, TRY1, TRY2, 
io TRY3, TCRBV27S1P, TCRBV22S1 A2N1T, TCRBV9S1A1T, TCRBV7S1 A1N2T, TCRBV5S1A1T, TCRBV13S3, 

TCRBV6S7P, TCRBV7S3A2T, TCRBV13S2A1T, TCRBV9S2A2PT, TCRBV7S2A1 N4T, TCRBV1 3S9/1 3S2A1 T, 
TCRBV6S5A1N1, TCRBV30S1P, TCRBV31S1, TCRBV13S5, TCRBV6S1A1N1, TCRBV32S1P, TCRBV5S5P, 
TCRBV1S1 A1N1 , TCRBV12S2A1T, TCRBV21 S1 , TCRBV8S4P, TCRBV12S3. TCRBV21 S3A2N2T, TCRBV8S5P, 
TCRBV13S1 genes from bases 1 to 267156 (section 1 of 3)7/5. 6e-5 1:369 :85//U66059 
is R-PLACE1 00061 0//HS_307i_Ai_C05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3071 Col=9 Row=E, genomic survey sequence7/0. 051:1 47: 65//AQ1 03341 
R-PLACE1000636//HS_3220_B2_E09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3220 Col=18 Row=J, genomic survey sequence7/0.0l 0:253 :64//AQl8l157 
R-PLACE1000653//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cdsV/1 .6e-99:506: 
20 96//AF1 02265 

R-PLACE1000656//Homo sapiens mRNA for JM4 protein, complete CDS (clone IMAGE 546750 and 
LLNLC11 OF 185707 (R2PD Berlin)). //4.5e-1 01 :559:92//AJ005896 
R-PLACEl000706//nuclear protein TIF1 [mice, mRNA, 3951 nt]7/9.le-1 0:331 :63//S782 19 
R-PLACE1000712//Homo sapiens full-length insert cDNA clone ZD76Gl0.//1.0e-69:345:98//AF086408 
25 R-PLACE1000716//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-279B10, complete sequence 7/1.0: 

174:62//AC002300 

R-PLACE1000748//Plasmodium falciparum MAL3P3, complete sequence.//1.0e-06:337:60//Z98547 
R-PLACEi000749//cSRL-i5g9-ucSRLflowsorted Chromosome 11 specific cosmid Homo sapiens genomic clone 
cSRL-l5g.9, genomic survey sequence .//8.8e-26:236:80//B02791 
30 R-PLACE1000755//HS_2183_B1_H11 JViF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2l83 CoI=21 Row=P, genomic survey Sequence.//0.47:151:65//AQ064202 
R-PLACE1000769//Homo sapiens clone DJ0647J21, WORKING DRAFT SEQUENCE, 10 unordered piecesV/ 
7.0e-38:492:74//AC004847 

R-PLACE1000785//Homo sapiens mRNA for KIAA0648 protein, partial cds.//2.6e-1 01:51 3 :96//AB01 4548 
35 R-PLACE1000786//Human putative outer mitochondrial membrane 34 kDa translocase hTOM34 mRNA, complete 

CdS.//0.078:1 80:68//U58970 
R-nnnnnnnnnnnn 

R-PLACE1000798//Homo sapiens cosmid D66B10, chromosome 21 5' of IFNAR1.//5.le-26:348:72//AF039904 
R-PLACE1 000841 //Human guanine nucleotide regulatory protein (NET1) mRNA, complete Cds.//1 .4e-26:l 10:95// 
<0 U02081 

R-nnnnnnnnnnnn//Homo sapiens full-length insert cDNA clone ZD55D107/1 .4e-13:93:96//AF086334 
R-PLACE1000856//Anopheles quadrimaculatus NADH dehydrogenase subunits (1-4, 4L, 5-6); cytochrome oxi- 
dase subunits (1-3); adenosine triphosphatase subunits (6,8); cytochrome b; transfer RNA; ribosomal RNA (large 
and small subunits).//2.7e-09:484:59//L04272 

45 

R-PLACE1 000863 

R-PLACE1000909//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence. WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//3.0e-05:274:60//AC005505 

R-PLACE1 000931//RPCI1 1 -66P7.TK RPC1 1 1 Homo sapiens genomic clone R-66P7, genomic survey sequence.// 
50 3.4e-73 :369 :97//AQ237489 

R-PLACE1000948//RPCI11-64K15.TK RPCI11 Homo sapiens genomic clone R-64K15. genomic survey se- 
quence.//6.6e-06:258:62//AQ239337 

R-PLACE1000972//Homo sapiens chromosome 17, clone hRPK.H2_J_9, complete sequencers. 3e-20:223:76// 
AC005553 

55 R-PLACE1000977//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 

DRAFT SEQUENCE, 7 unordered pieces7/0.00030:448:59//AC005506 
R-PLACE1 000979 

R-PLACE1001000//CIT-HSP-2297I8TF CIT-HSP Homo sapiens genomic clone 2297I8, genomic survey se- 
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quence.//7.0e-07:64:95//AQ004997 

R-PLACE1001007//Human endothelial nitric oxide synthase gene, complete Cds.//0.0078:21 5:64//D26607 
R-PLACE1001010 

R«PLACE1001015//Human DNA sequence ••* SEQUENCING IN PROGRESS from clone 150C2, WORKING 
5 DRAFT SEQUENCE.//1.5e-16:452:63//AL022318 

R-PLACE1 001 024//Human DNA sequence "* SEQUENCING IN PROGRESS *" from clone 41 7M14, WORKING 
DRAFT SEQUENCE7/0.99:186:63//AL024498 

R-PLACE1 001 036//Homo sapiens clone DJ11 36G02, WORKING DRAFT SEQUENCE, 4 unordered pieces7/2.5e- 
15:313:68//AC005377 

10 R-PLACE1001062//Homo sapiens chromosome 17, clone hCIT54Kl9, complete sequence.//7.3e-1 6:1 19:84// 

AC003664 
R-PLACE1001076 

R-PLACE1001088//Human DNA sequence from cosmid 203C2, between markers DXS6791 and DXS8038 on 
Chromosome X contains ESTs 7/0.97:332 :59//Z74696 
is R-PLACE1001092//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces7/6.2e-07 :302:62//AC005139 

R-PLACE1 001 1 04//Plasmodium falciparum chromosome 2, section 9 of 73 of the complete sequence 7/0.057:280: 
60//AE001372 

R-PLACE1001118//Homo sapiens DNA sequence from PAC 418A9 on chromosome 6q21. Contains the first (5 1 ) 
20 two exons of a CDK8 (Cell Division Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogene, ESTs and 
STSs, complete sequence7/4.9e-06:334:60//Z84480 

R-PLACE1001136//Homo sapiens chromosome 17, clone hRPK.22_.N_12, WORKING DRAFT SEQUENCE, 2 
ordered pieces.//1 .1e-31 :331 :75//AC005412 

R-PLACE1001168//HS_2036_A1_H04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=2036 Col=7 Row=0, genomic survey sequence.//0.40:144:63//AQ230662 

R-PLACE1001171 
R-PLACE1001185 

R-PLACE1001238//Human coxVlb gene, last exon and flanking sequence 7/3.4e-36:349:76//X581 39 
R-PLACE1 001 241 //Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-20, complete 
30 sequence.//0.11:258:61//AL008972 

R-PLACE1001257//"* SEQUENCING IN PROGRESS Homo sapiens chromosome 4, BAC clone B4P3; HTGS 
phase 1, WORKING DRAFT SEQUENCE, 9 unordered pieces.//1.9e-46:484:73//AC000016 
R-PLACE1001272//Homo sapiens chromosome 21q22.3 PAC 191P10. complete sequence.//0.89:1 19:65// 
AF045448 

35 R-PLACE1001279//Caenorhabditis elegans cosmid Y39A1C, complete sequence 7/0. 99: 95 :69//AL023839 

R-PLACE1001280//CIT-HSP-2328B24.TF CIT-HSP Homo sapiens genomic clone 2328B24, genomic survey se- 
quence.//5.4e-24:147:76//AQ042l29 

R-PLACE1001294//M.musculus GEG-154 mRNA7/1 .3e-22:472:65//X71 642 

R-PL7\CE1001304//Homo sapiens chromosome 19, overlapping cosmids F18547, F11133, R27945, R28830 and 
40 R32804, complete sequence7/2.2e-22:139:77//AC003682 

R-PLACE1001311//Loligo pealei repeat region 7/0. 84:232 :64Z/Z1 8286 

R-PLACE1001323//Homo sapiens DNA sequence from PAC 418A9 on chromosome 6q2i. Contains the first (5') 
two exons of a CDK8 (Cell Division Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogene, ESTs and 
STSs, complete sequence7/7.2e-39:308:83//Z84480 
« R-PLACE1001351//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS from clone Y39B6, 
WORKING DRAFT SEQUENCE.//0.0018:408:59//Z95399 

R-PLACE1001366//Human Na+7phosphate co-transporter gene, exon 1, partial sequence 7/2. 2e-46: 369:82// 
D89927 

R-PLACE1001377//Homo sapiens ADAM 10 (ADAM10) mRNA, complete cds7/7.1e-80:431:93//AF009615 
50 R-PLACE1001383//Homo sapiens clone 24538 mRNA sequence.//3.6e-35:192:97//AF055030 

R-PLACE1001384//Homo sapiens mRNA for multi PDZ domain protein.//2.6e-86:456:94//AJ001319 
R-PLACE1001387 

R-PLACE1001395//Nyctalus leisleri mitochondrial D-loop, partial sequenceV/0.054:148:68//U95355 
R-PLACE1001399//Homo sapiens chromosome 17, clone hRPK.22J\M2, WORKING DRAFT SEQUENCE, 2 
55 ordered pieces7/6.7e-70:352:98//AC00541 2 

R-PLACE1001412//Homo sapiens clone 643 unknown mRNA, complete sequence.//8.0e-44:242:95//AF09l087 
R-PLACE1001414//Homo sapiens chromosome 9, clone hRPK.202_H_3, complete sequence.//0. 12:53:84// 
AC006241 
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R-PIACE1001440//Homo sapiens Xq28 genomic DNA in the region of the ALD locus containing the genes for 
creatine transporter (SLC6A8), CDM, adrenoleukodystrophy (ALD), Na + -isocitrate dehydrogenase gamma subunit 
(IDH), and translocon-associated protein delta (TRAP) genes, complete cds. plexin related protein (PLEXR) and 
serine kinase (SK) genes, partial cds, Xq28lul gene and cytochrome C (CCp) pseudogene7/l.O:250:6l//U52ni 

5 R-PLACE1001456//Borrelia burgdorferi (section 16 of 70) of the complete genome.//0.0077:173:62//AE001130 

R-PLACE1001468//HS_3050_A2_D07Jv1R CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic done Plate=3050 Col=14 Row=G, genomic survey sequence .//0.00023:202:65//AQl 33920 
R-PLACE1001484//Homp sapiens Xq28 BAC PAC and cosmid clones containing FMR2 gene exons 1 ,2, and 3, 
complete sequence 7/7.2e-1 7:1 80:80//AC002368 

10 R-PLACE1001502//RPCI11-24F2.TP RPCI-11 Homo sapiens genomic clone RPCI-11-24F2, genomic survey se- 

quence 7/0. 1 5 :203: 66//B8440 1 

R-PLACE1001503//HS_2183_A1_B10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2183 CoI=19 Row=C, genomic survey sequence7/l.3e-38:181:82//AQ022613 
R-PLACE1001517//Homo sapiens hGAA1 mRNA, complete cds.//6.4e-56:339:90//AB006969 
15 R-PLACE1001534//Human DNA sequence ••• SEQUENCING IN PROGRESS *** from clone 620E11 , WORKING 

DRAFT SEQUENCE.//8.6e-59:304:97//AL031 667 

R-PLACE1001545//Homo sapiens chromosome 3, clone hRPK.165J_16, complete sequence.//2.6e-18:171 :82// 

AC 005669 

R-PLACE1001551 

20 R-PLACE1001 570//M.capricolum DNA for CONTIG MC1887/0.0043:305:57//Z33135 

R-PLACE1001602//Homo sapiens genomic DNA of 8p2i.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 3/11 7/2.5e-82:408:98//AB020860 

R-PLACE1001603//Homo sapiens KE05 protein mRNA, complete cds.//1.5e-40:295:84//AF064605 
R-PLACE1001610//Homo sapiens clone NH0469M07, WORKING DRAFT SEQUENCE, 7 unordered piecesV/ 

25 2.5e-39:307:82//AC005037 

R-PLACE1001611//Homo sapiens histone macroH2A1.2 mRNA, complete cds7/4.9e-41:2l7:97//AF054174 
R-PLACE1001632//Human DNA binding protein (HPF2) mRNA, complete cds.//1.4e-08:178:65//M27878 
R-PLACE3001634//Caenorhabditis elegans DNA SEQUENCING IN PROGRESS from clone H06C16, 
WORKING DRAFT SEQUENCE.//0.00026:221 :62//Z92791 

30 R-PLACE1001 640//Homo sapiens chromosome 17, clone hRPK.651_L_9, complete sequence7/2.6e-83:44l :95// 

AC005971 

R-PLACE1001672//H.sapiens flow-sorted chromosome 6 Taql fragment, SC6pA26H87/0.91 :115:69//Z79253 
R-PLACE1 001 69l//Homo sapiens okadaic acid-inducible phosphoprotein (OA48-1 8) mRNA, complete Cds7/1 .5e- 
111:545:97//AF069250 

35 R-PLACE1001692//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered pieces7/l .Oe- 

46:478:75//AC005077 

R-PLACE1 001 705//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 250D1 0, WORKING 
DRAFT SEQUENCE.//0.79:91 :73//Z99716 

R-PLACE1001716//Homo sapiens Xp22 PAC RPCM-167A22 (from Roswell Park Cancer Center) complete se- 
40 quence.//0.96:1 72:66//AC002349 

R-PLACE1001720 

R-PLACE1001729//Human interleukin-13 (IL-13) precursor gene, complete cds7/0.79:280:60//U31120 
R-PLACE1001739//Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequence 7/1 .0:109:65// 
AC005261 

<5 R-PLACE1001740//Homo sapiens BAC clone GS114I09 from 7pl4-pi5, complete sequence.//5.3e-l 1:249:67// 

AC006027 
R-PLACE1001745 

R-PLACE1001746//Homo sapiens chromosome 4 clone B200N5 map 4q25, complete sequence7/6.0e-O5:337: 
61//AC005509 

50 R-PLACE1 001 748//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds 7/1. 3e-9l: 540 :89//AF06 1243 

R-PLACE1001756//Human BAC clone RG302F04 from 7q31 . complete sequence.//0.074:344:62//AC002463 
R-PLACE1001761 

R-PLACE1 001 771 //Homo sapiens full-length insert cDNA clone ZD79C11 7/4.4e-57:298:96//AF086426 
R-PLACE1 001 78l//T.thermophila micronuclear DNA containing to chromosomal breakage sequence Cbs-1 , clone 
55 Tt819.//4.6e-05:282:61//M15711 

R-PLACE1001799//Plasmodium falciparum 3D7 chromosome 12 PFYAC588 genomic sequence, WORKING 
DRAFT SEQUENCE, 2 unordered pieces.//0.01 5:331 :58//AC00471 0 

R-PLACE1 001 81 7//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds7/ 
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4.1e-92:463:95//AF058953 

R-PLACE1001821//"*ALU WARNING: Human Alu-J subfamily consensus sequence.//3.6e-36:281:82//U14567 
R-PLACE1001845//Mus musculus Paneth cell enhanced expression PCEE mRNA, complete cds7/9.le-26:3l3: 
73//U37351 
5 R-PLACE1001869 

R-PI_ACE1001897//Mus musculus homeobox protein (D1x5) mRNA, complete cds.//0.0043:207:64//AF033011 
R-PLACE1001912//RPCI11-25F23.TKBR RPCI-11 Homo sapiens genomic clone RPCM1-25F23, genomic sur- 
vey sequence 7/6.3e-33:248:67//AQ01 3567 

R-PLACE1 001 920//Homo sapiens TNF-induced protein GG2-1 mRNA, complete cds7/5.0e-73:363:98//AF070671 
70 R-PLACE1001928//Homo sapiens chromosome 17, clone hRPK.642_C_21 , complete sequence.//0.98:248:60// 

AC005245 

R-PLACE1001983//Caenorhabditis elegans DNA SEQUENCING IN PROGRESS from clone Y40H7, 
WORKING DRAFT SEQUENCE.//0. 12:1 57:6 1//AL021 389 

R-PLACE1001 989//Human DNA sequence SEQUENCING IN PROGRESS — from clone 968D22, WORKING 
75 DRAFT SEQUENCE.//1 .4e-44:376:80//AL023755 

R-PLACE1002046//CITBI-E1-2520J24.TF C1TBI-E1 Homo sapiens genomic clone 2520J24, genomic survey se- 
quence.//4.5e-20:144:89//AQ280117 

R-PLACE1002052//Human DNA sequence from cosmid U160A4, between markers DXS366 and DXS87 on chro- 
mosome X contains STS7/0.025:362:57//Z80900 
20 R-PLACE1002066//Leishmania tarentolae maxicircle DNA fragment7/0.0034:l97:62//X02438 

R-PLACE1002072//Homo sapiens chromosome 5, P1 clone 854bH (LBNL H44), complete sequence7/9.7e-06: 

414:60//AC004763 

R-PLACE1 002073 

R-PLACE1002090//Homo sapiens Chromosome 16 BAC clone CIT987-SKA-345G4 -complete genomic se- 
25 quence, complete sequenceV/1 .8e-06:278:63//AC002302 

R-PLACE1002115//Human DNA sequence SEQUENCING IN PROGRESS from clone Y214H10, WORK- 
ING DRAFT SEQUENCE7/6.0e-12:327:64//AL022344 

R-PLACE1002119//MUS musculus IERS (Ier5) mRNA, complete cdS.//5.1e-67:442:86//AF079527 
R-PLACE1002140//Homo sapiens DNA sequence from PAC 454M7 on chromosome Xq25-26.3. Contains the 
30 OCRL1 gene for Lowe Oculocerebrorenal Syndrome protein OCRL-1 . 

Contains ESTs, STSs and GSSs, complete sequence7/2.2e-80:403:97//AL022l62 R-PLACE1002150//Human 
DNA sequence from PAC 145B12 on chromosome Xq27-Xq28. Contains EST, CA repeat and STS 7/0.043:455: 
59//AL008706 

R-PLACE1 0021 57//Human DNA sequence from Fosmid 65B7 on chromosome 22q1 1 .2-qter. Contains exons 6-1 2 
35 of the SLC5A1 (SGLT1) gene for solute carrier family 5 (sodium/glucose cotransporter) member 1 (High Affinity 

Sodium-Glucose Cotransporter), complete sequence.//9.8e-58:384:79//Z83849 

R-PLACE1002163//Canis familiaris MHC class IIA DLA-DQA (DQA 1 allele) gene, exon 2, partial cdsV/0.82:96: 
70//U44785 

R-PLACE1002171//Homo sapiens PAC clone DJ1100F23 from 7q31, complete sequence.//0.83:1 96:65// 
40 AC004456 

R-PLACE1 002205//Human DNA sequence from PAC 436M 1 1 on chro mosome Xp22. 1 1 -22.2. Contains the serine 
threonine protein phosphatase gene PPEF1 , and the first coding exon of the RS1 gene for retinoschisis (X-linked, 
juvenile) 1 (XLRS1). Contains ESTs, an STS and GSSs, complete sequence.//0.001 7:1 93:6 1//Z94056 
R-PLACE1 00221 3//Homo sapiens chromosome 19, fosmid 37308, complete sequence 7/8.0e-42:330:81// 
45 AC004152 

R-PLACE1002227//Homo sapiens BAC clone BK085E05 from 22qi2.l-qter, complete sequenceY/2.le-lO:l26: 
80//AC003071 

R-PLACE1 002256//Homo sapiens clone DJ0853H20, WORKING DRAFTSEQUENCE, 5 unordered pieces7/2.7e- 
06:478:57//AC004907 

so R-PLACE1002259//Human DNA sequence from cosmid U75A4 oh chromosome X.//6.5e-81 :501 :88//Z82255 

R-PLACE1 00231 9//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0. 00023 :549:58//AC005505 

R-PLACE1002342//Homo sapiens mRNA for KIAA0728 protein, partial cds7/4.9e-94:501:93//AB018271 
R-PLACE1002395//Homo sapiens chromosome 19, cosmid R34382, complete sequence 7/1 .4e-69:385:93// 
55 AC005329 

R-PLACE1002399//Human HepG2 3* region cDNA, clone hmd5d067/2.4e-71:411:92//Dl6939 
R-PLACE1002433//Human DNA sequence # " SEQUENCING IN PROGRESS from clone 173D1, WORKING 
DRAFT SEQUENCE7/0.85:1 76:63//AL031 984 
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R-PLACE1002437//Human BAC clone RG114A06 from 7q31 , complete sequence 7/0.0040:21 3:63//AC002542 
R-PLACE1002438//CITBI-E1-2501M20.TF.1 CITBI-E1 Homo sapiens genomic clone 2501 M20. genomic survey 
sequence.//0.70:247:61//AQ2421 04 

R-PLACE1 002450//Homo sapiens 959 kb contig between AML1 and CBR1 on chromosome 21 q22; segment 1/37/ 
5 0.00060:471 :59//AJ229041 

R-PLACE1002465//Homo sapiens clone DJ0673M15, WORKING DRAFT SEQUENCE, 33 unordered piecesV/ 
2.5e-10:98:81//AC004854 

R-PLACE1002474//Mus musculus matrilin-2 precursor mRNA, complete CdS.//1.7e-25:199:71//U69262 
R-PLACE1002477//Human DNA sequence from PAC 50A13 on chromosome Xp11. Contains ATP SYNTHASE 
10 LIPID BINDING PROTEIN P1 (P2, P3) precursor (ATP5G1 , ATP5G2, ATP5G3) like pseudogene, ESTs and STSs. 

Contains polymorphic CA repeat.//1.2e-n:382:63//Z92545 

R-PLACE1002493//Homo sapiens signal transducing adaptor molecule 2A (STAM2) mRNA. complete Cds7/1 .le- 
53:307:91//AF042273 

R-PLACE1002499//Plasmodium falciparum MAL3P6, complete sequence.//0.56:270:60//29855l 
is R-PLACE1 002500//CIT-HSP-2337C20.TR CIT-HSP Homo sapiens genomic clone 2337C20, genomic survey se- 
quence .//3.2e-42:297:85//AQ0376 14 

R-PLACE1002514//Human DNA Sequence "* SEQUENCING IN PROGRESS from clone 212A2. WORKING 
DRAFT SEQUENC E7/7.8e-1 6:221 :73//Z951 14 

R-PLACE1002529//Homo sapiens mRNA for KIAA0713 protein, partial cds7/1 .6e-86:582:85//AB018256 
20 R-PLACE1002532//Homo sapiens BAC clone RG300E22from 7q2l -q3l .1 , complete sequence 7/9. Oe-91 :453:97// 

AC004774 

R-PLACE1002537//Hansenula wingei mitochondrial gene for NADH dehydrogenase subunit 5, complete cds.// 
0.0042:489:60//016253 

R- PLACE 1 002571 //Apis mellifera ligustica complete mitochondrial genome 7/0.034:493:55//L061 78 
25 R-PLACE1002578//Homo sapiens chromosome 5, Pac clone 9d3 (LBNL H127), complete sequence7/2.5e-44: 

292:84//AC006084 

R-PLACE1002583//Homo sapiens wbscrl (WBSCR1) and replication factor C subunit 2 (RFC2) genes, complete 
CdsV/3.1 e-1 7:51 7:61//AF045555 
R-PLACE1 002591 

30 R-PLACE1 002598//Caenorhabditis elegans cosmid Y37D8A, complete sequence.//0.080:308:60//AL032626 

R-PLACE1002604//Human cosmid LL12NC01-88A9. ETV6 gene.exons 6, 7 and 8 and partial cds7/0.0013:176: 
65//U63313 

R-PLACE1002625//HS_2233_B2_H04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2233 Col=8 Row=P, genomic survey sequence.//5.2e-l 3:1 37:79//AQl 46663 
35 R-PLACE1002665//Mus musculus enhancer of polycomb (Epd) mRNA, complete cds7/5.8e-46:272:94// 
AF079765 

R-PLACE1002685//Homo sapiens B cell linker protein BLNK mRNA, alternatively spliced, complete cds7/1.2e- 
77:390:97//AF068180 

R-PLACE1 00271 4//Mus musculus clone OST2473, genomic survey sequence.//1 .3e-35:328:78//AF046656 
40 R-PLACE1002722//Sequence 1 from patent US 56865977/1 7e-42:276:89//l73723 

R-PLACE1 002768//Homo sapiens Xp22 bins 1 69-1 71 BAC GSHB-383H3 (Genome Systems Human BAC Library) 
complete sequence 7/0.0098 :197:64//AC0051 85 

R-PLACE1002772//Homo sapiens PAC clone DJ0560O14 from 7q21 .1 -q21 .2, complete sequence7/6.7e-49:378: 
82//AC006145 
45 R-PLACE1 002782 

R-PLACE1 002794 

R-PLACE1002811//CIT-HSP-2316H11 .TF CIT-HSP Homo sapiens genomic clone 2316H11 , genomic survey se- 
quence 7/6. Oe-50:250:100//AQ034981 

R-PLACE1 00281 5//Sequence 2 from patent US 5747660 7/2.7e-59:312:84//AR005279 
so R-PLACE1 00281 6//Homo sapiens 12ql3.1 PAC RPCI5-1057I20 (Roswell Park Cancer Institute Human PAC li- 

brary) complete sequence7/6.3e-59:339:93//AC004466 

R-PLACE1002834//Figure 2. Nucleotide and translated protein sequences of HPF1, -2, and-9 7/1 .4e-78:4l 3:95// 
M27877 

R-PLACE1002839//Homo sapiens PAC clone DJ0015I23 from 22, complete sequence 7/6.5e-25:301:74// 
55 AC004819 

R-PLACE1002851//CIT-HSP-2317M9.TR CIT-HSP Homo sapiens genomic clone 2317M9, genomic survey se- 
quence.//0.001 1 :21 0:61//AQ040519 

R-PLACE1002853//Human interleukin 6 (IL6) gene. 3' flank7/5.8e-06:327:61//J03049 
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R- PLACE 1002881 

R-PLACEi002908//HS_3064_Al_D04JvlF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=7 Row=G, genomic survey sequence.//1 .9e-09:156:72//AQ1 42985 
R-PLACE1 002941 

5 R-PLACE1 002962 

R-PLACE1002968//Human DNA sequence from clone 109F14 on chromosome 6p2l.2-21.3. Contains the alter- 
natively spliced gene for Transcriptional Enhancer Factor TEF-5, the 60S Ribosomal Protein RPL10A gene, a 
PUTATIVE ZN F1 27 LIKE gene, and the PPARD for Peroxisome Prolif erator Activated Receptor Delta ( PPAR-Delta, 
PPAR-Beta, Nuclear Hotmone Receptor 1, NUC1, NUCI, PPARB). Contains three putative CpG islands, ESTs, 

io STSs. GSSs and a ca repeat polymorphism, complete sequence.//1 .9e-32:3l4:77//AL022721 

R-PLACE1 002991//Human DNA sequence "* SEQUENCING IN PROGRESS " # from clone 968D22, WORKING 
DRAFT SEQUENCE.//1 .6e-42:343:81//AL023755 

R-PLACE1002993//Homo sapiens PAC clone DJ0899E09 from 7q1 1 .23-q21 .1 , complete sequence 7/0.56:88:72// 
AC004921 

is R-PLACE1002996//HS_2064_A1_A05_MR CiT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2064 Col=9 Row=A, genomic survey sequence 7/4.9e-l 8: 117:95//AQ243211 
R-PLACE1003025//Homo sapiens PAC clone DJ0560O14 from 7q2l .1 -q2l .2, complete sequence.//0.26:428:58// 
AC006145 

R-PLACE1 003027//Homo sapiens chromosome 1 7, clone hRPK.700_H_6. complete sequence7/1 .3e-95:465:98// 
20 AC005920 

R-PLACE1 003044 

R-PLACE1 003092//Plasmodium falcipanjm DNA SEQUENCING IN PROGRESS *** from contig 4-89, complete 
sequence.//3.6e-05:358:60//AL010266 

R-PLACE1003100//HS_2244_A2_H12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=2244 Col=24 Row=0, genomic survey sequence7/2.3e-42:288:86//AQ084224 

R-PLACE1003108//Homo sapiens clone DJ0781A18, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
0.00066:233:61//AC004885 

R-PLACE1003136//Plasmodium falciparum MAL3P2, complete sequence.//0.019:429:57//AL034558 
R-PLACE1003145 

30 R-PLACE1003153//Homo sapiens Xp22 BAC GSHB-536K7 (Genome Systems Human BAC library) complete 

sequence.//3.2e-05:390:58//AC00461 6 

R-PLACE1003174//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MTE17, complete sequence7/ 

2.4e-06:390:60//AB015479 

R-PLACE1003176 

35 R-PLACE1 0031 90//Homo sapiens clone RG332P12, WORKING DRAFT SEQUENCE, 1 unordered pieces7/4.0e- 

78:406:81//AC005095 

R-PLACE1003200//Plasmodium falciparum MAL3P6, complete sequence.//0.016:411:57//Z98551 
R-PLACEi003205//PJasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces 7/0.00084:288:6 1//AC0051 39 
40 R-PLACE1003238//Horno sapiens full-length insert cDNA clone ZD79H11 7/7.6e-114:567:96//AF086432 

R-PLACE1003249//Human Chromosome X, complete sequence.//1.3e-45:3l7:85//AC002416 
R-PLACE1003256//Homo sapiens chromosome 17, clone HCIT421K24, complete sequence V/1 .0e-45:328:85// 
AC004099 
R-PLACE1 003258 

45 R-PLACE1 003296//Diphoropria sp. 1 6S ribosomal RNA gene, mitochondrial gene encoding mitochondrial rRNA, 

partial sequence7/0.050:228:59//U39952 

R-PLACE1003302//Figure2. Nucleotide and translated protein sequences of HPF1, 2, and-9 7/1 .7e-9 1:458:96// 
M27877 

R-PLACE1003334//Homo sapiens DNA sequence from BAC 217C2 on chromosome 22q13-ql3.33. Contains a 
so gene for the presumtive isolog of Rat RTP60 (nuclear pore complex protein Npap60). Contains ESTs, complete 

sequence.//4.3e-34:370:71//Z82243 

R-PLACE1003342//CIT-HSP-2311 D21TF CIT-HSP Homo sapiens genomic clone 23 11D21, genomic survey se- 
quence 7/1 .0:159:68//AQ020460 

R-PLACE1003343//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
55 DRAFT SEQUENCE, 8 unordered pieces7/1.le-O5:330:61//AC004153 

R-PLACE1003353//Homo sapiens breast cancer antiestrogen resistance 3 protein (BCAR3) mRNA, complete 
Cds.//3.4e-98:469:98//U9271 5 
R-PLACE1 003361 
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R-PLACE1003366//Homo sapiens CAG repeated seque nee 7/0.0 18:31 9 :61//AJ006805 
R-PLACE1003369//T18H17-T7 TAMU Arabidopsis thaliana genomic clone T18H17, genomic survey sequenceV/ 
0.050: 155:63//B201 74 

R-PLACE1003373//Homo sapiens chromosome 17, clone hRPC.l050_D_4, complete sequence7/l.2e-62:434: 
5 83//AC004771 

R-PLACE1003375//Dictyostelium discoideum golvesin (gol) gene, complete cds 7/0.042:263 :57//U89350 
R-PLACE1003383//Homo sapiens genomic DNA of 9q32 anti-oncogene of flat epitherium cancer, segment 
1 0/1 07/1 .7e-83:429:96//AB020878 

R-PLACE1 00340 1//HomjD sapiens chromosome 17, clone hRPK.85_B_7, complete sequence 7/2.4e-l 3: 175:76// 
10 AC005695 

R-PLACE1003420//Homo sapiens PAC clone DJ0988G15 from 7q33-q35, complete sequence.//2.1e-05:340:6l// 
AC005587 

R-PLACE1003454//Plasmodium falciparum DNA SEQUENCING IN PROGRESS fromcontig 3-64, complete 
sequence7/0.47:411 :58//AL009014 
15 R-PLACE1003478//M.capricolum DNA for CONTIG MC1757/0.51 :253:59//Z33125 

R-PLACE1003493//Homo sapiens chromosome 17, clone hRPK.394_K_lO, complete sequence7/4.6e-37:319: 
81//AC006080 

R-PLACE1 00351 6//CIT-HSP-2295M1 9.TF CIT-HSP Homo sapiens genomic clone 2295M1 9, genomic survey se- 
quence.//1 .0e-40:251 :90//AQ007480 
so R-PLACE1 00351 9//Homo sapiens chromosome 2lq22.3 PAC 141 B3, complete sequence, containing ribosomal 

protein homologue pseudogene L23a.//2.7e-29:163:89//AF064859 

R-PLACE1 003521 //HS_3252_A2_G05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3252 Col=10 Row=M, genomic survey sequence.//0.00017:274:60//AO221562 
R-PLACE1003528//HS_2041_B1_B07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=2041 Col=13 Row=D, genomic survey sequence.//6.6e-40:2l9:83//AQ230483 

R- PLACE 1003537//Drosophila melanogaster mitochondrial cytochrome c oxidase subunits, ATPase6, 7 tRNAs 
(Trp, Cys, Tyr, Leu(UUR), Lys, Asp, Gly) genes, and unidentified reading frames A61, 2 and 37/8.3e-05:300:6l// 
JO 1404 

R-PLACE1003553//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 97P20, WORKING 
30 DRAFT SEQUENCE.//2.7e-87:450:96//AL031297 

R-PLACE1 003566 

R-PLACE1003575//Homo sapiens chromosome 16, cosmid clone 325D7, complete sequence7/4.7e-20: 148:78// 
AC003965 

R-PLACE1003583//Human DNA sequence from PAC 388N15 on chromosome Xq21 .1 .//3.5e-1 8:287:68//299571 
35 R-PLACE1 003584 

R-PLACE1003592//Homo sapiens cosmid 223D9 from Xq28, complete sequenceV/2.5e-10:153:73//AF061032 

R-PLACE1003593//Human BAC clone RG030H15 from 7q31 , complete sequence 7/6. 9e-07:240:65//AC002066 

R-PLACE1003596//Caenorhabditis elegans DNA SEQUENCING IN PROGRESS from clone Y87G2, 

WORKING DRAFT SEQUENCE.//0.13:393:60//AL022597 
40 R-PLACE1003602//Homo sapiens mRNA expressed in placenta7/2.4e-95:576:88//D83200 

R-PLACE1003605//Homo sapiens BAC clone RG331C24 from 7q2l, complete sequence.//2.9e-1 9:302:71// 

AC002081 

R-nnnnnnnnnnnn 

R- PLACE 1 0036 1 8//Human DNA sequence SEQUENCING IN PROGRESS from clone 191E19, WORKING 
45 DRAFT SEQUENCE.//8.3e-57:469:80//AL034451 

R-PLACE1003625//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//2.le-05:339:62//AC004688 

R-PLACE1003638//Human DNA sequence*" SEQUENCING IN PROGRESS '"from clone 1104E1 5, WORKING 
DRAFT SEQUENCE7/2.5e-38:279:84//AL022312 

50 R-PLACE1003669//HS_3054_A2_E07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone PIate=3054 Col=14 Row=l, genomic survey seq uence 7/0. 0 14: 265:6 1//AQ 1327 13 
R-PLACE1003704//HS_3213_A1_D12_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=32l3 Col=23 Row=G, genomic survey sequence 7/0. 80: 195:61//AQ 176784 
R-PLACE1003709//Human BAC clone RG126M09 from 7q2l-q22, complete sequence7/0.0l 8: 152:61// 

55 AC002067 

R-PLACE1 00371 1//Human endothelial nitric oxide synthase gene, complete cdsV/1 .7e-6l :366:89//D26607 
R-PLACE1 003723//Homo sapiens DNA sequence from clone 78F24 on chromosome 22q 1 2.1 -1 2.3. Contains one 
exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contains GSSs and an STS. complete seq uence 7/2. 7e- 
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44:505:73//AL022336 

R-PLACE1003738//H.sapiens DNA sequence7/0.93:1 85:60//Z22357 
R-PLACE1003760//Human globin gene7/5.9e-97:538:91//M69023 

R-PLACE1003762//Homo sapiens chromosome 17, clone HCIT39G8, complete sequence.//4.6e-1 3: 134:79// 
5 AC003070 

R-PLACE1003768//Homo sapiens chromosome 17, clone hRPK.l42_H_l9, complete sequence//5.4e-l2:l89: 
71//AC005919 

R-PLACE1 003771 //Homo sapiens BAC clone GS1 64B05 from 7p2l -p22, complete sequence V/1 ,7e-1 1 9:61 9:95// 
AC004160 
10 R-PLACE1 003783 

R-PLACE1003784//Homo sapiens chromosome 19, CIT-HSP-87mi7 BAC clone, complete sequence.//5.6e-l5: 
204:74//AC004659 

R-PLACE1003795//CIT-HSP-2374C8.TR CIT-HSP Homo sapiens genomic clone 2374C8, genomic survey se- 
quence Y/7.0e-37:234:89//AQl 1 4933 
15 R-PLACE1003833//Homo sapiens full-length insert cDNA clone ZE15C06.//4.4e-59:313:95//AF086558 

R-PLACE1 003850 
R-PLACE1 003858 
R-nnnnnnnnnnnn 

R-PLACE1003870//Homo sapiens Chromosome 22qH.2 Cosmid Clone 15al0 In DGCR Region, complete se- 
20 quence.//8.7e-33:285:81//AC000072 
R-nnnnnnnnnnnn 
R-PLACE1 003886 

R-PLACE1003888//Homo sapiens chromosome 4 clone B71M12 map 4q25, complete sequence.//0.73: 127:65// 
AC004069 

25 R-PLACE1 003900//Homo sapiens ADP/ATP carrier protein (ANT-2) gene, complete Cds.//1 .9e-05:239:59//L7881 0 

R-PLACE1 003903//Homo sapiens full=length insert cDNA clone ZD78D11 .//8.1 e-74:369:97//AF086422 
R-PLACE1 00391 5//Mus musculus bone morphogenetic protein-6 (BMP-6) gene, exons 6 and 7 and complete 

CdS.//0.56:247:61//U73520 

R-PLACE1003923//Caenorhabditis elegans cosmid Y57G11C, complete sequence.//0.67:2l3:63//Z99281 
30 R-PLACE1003932//Human DNA sequence from cosmid U90B3, on chromosome Xp11 , contains ESTs7/8.7e-49: 

342:85//Z74022 

R-PLACE1003936//H.sapiens gene for ventricular myosin light chain 2.//2.6e-09:394:61//Z15030 

R-PLACE1 003968//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS from contig 4-62, complete 

sequence.//1 .3e-07:245:65//AL01 0247 

35 R-PLACE1004104 

R-PLACE1004114//Human PAC clone RG212D03, complete sequence.//5.0e-07:336:61//AC002485 
R-PLACE1004118//HS_3092_B1_B01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone PIate=3092 Col=l Row=D p genomic survey sequence V/0.80:207:60//AQl 28 151 
R- P LAC E1 0041 28//Rattus norvegicus guanine nucleotide binding protein beta 4 subunit mRNA, partial Cds7/1 .8e- 

<0 06:193:66//AF022085 

R-PLACE1004149//HS_2253_A2_F11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2253 Col=22 Row=K, genomic survey sequence.//2.4e-59:3i5:95//AQi 29711 
R-PLACE1004156//Homo sapiens Xp22 bins 3-5 PAC RPCI4-617A9 (Roswell Park Cancer Institute Human PAC 
Library) containing Arylsulfatase D and E genes, complete sequence.//8.3e-53:299:76//AC005295 

45 R-PLACE1004161 

R-PLACE1004183//Homo sapiens for TOM1-like protein.//1.3e-80:434:93//AJ0 10071 

R-PLACE1004197//RPCI11-69N15.TK RPCI11 Homo sapiens genomic clone R-69N15, genomic survey se- 
quence.//0.0078: 1 70:65//AQ26551 5 

R-PLACE1004203//Homo sapiens semaphorin L (SEMAL) mRNA, complete cds.//3.4e-1 05:501 :98//AF030698 
so R-PLACE1004242//Homo sapiens DNA sequence from PAC 124C6 on chromosome 6q21. Contains genomic 

marker D6S1603, ESTs, GSSs and a STS with a CA repeat polymorphism, complete sequenced. 1e-65:373:86// 
AL021326 

R-PLACE1004256//Homo sapiens BAC clone NH0044G14 from 7qll. 23-21.1, complete sequence J/0 .01 1:383: 
61//AC006031 

55 R-PLACE1004257//Homo sapiens Xp22 BAC GSHB-433024 (Genome Systems Human BAC library) complete 

sequence.//3.4e-09:576:59//AC004470 

R-PLACE1004258//HSJ3034_A1_B12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3034 Col=23 Row=C, genomic survey sequence.//1 .4e-35:359:77//AQ 128936 
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R-PLACE1 004270//CITBI-E1 -2504K1 4.TR CITBI-E1 Homo sapiens genomic clone 2504K1 4, genomic survey se- 
quence 7/2. 7e-06: 1 50:74//AQ261 1 08 

R- PLACE 1 004274//Homo sapiens BAC clone NH0436H22 from 2, complete sequence.//0.025:11 6:72//AC005234 
R-PLACE1004277//Homo sapiens two pore domain K + channel (TASK-2) mRNA, complete cds7/4.4e- 106:581: 
5 91//AF084830 

R-PLACE1004284//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces 7/0. 59:231 :60//AC005308 

R-FLACE1004289//Homo sapiens chromosome 17, clone hRPK.700_H_6, complete sequence 7/5. 8e-3l :340:75// 
AC005920 

10 R-PLACE1004302//Homb sapiens clone RG332P12, WORKING DRAFT SEQUENCE, 1 unordered pieces7/6.4e- 

90:572:86//AC005095 

R-PLACE1 00431 6//H. sapiens mRNA for apoptosis specific protein7/i.9e-H3:590:94//YH588 
R-PLACE1 004336//Human DN Asequence ••• SEQUENCING IN PROGRESS *** from clone 1 013A1 0, WORKING 
DRAFT SEQUENCE 7/2 .3 e-65:292:82//AL033383 
is R-PLACE1004358//Homo sapiens connector enhancer of KSR-like protein CNK1 mRNA, complete cds7/2.4e-70: 
379.93//AF1 00153 

R-PLACE1004376//CIT-HSP-2287M8.TF CIT-HSP Homo sapiens genomic clone 2287M8, genomic survey se- 
quence.//0.47:173:61//AQ000837 

R-PLACE1004384//CIT-HSP-2316J11TF CIT-HSP Homo sapiens genomic clone 2316J11, genomic survey se- 
20 quence.//0.035:109:69//AQ037817 

R-PLACE1 004388//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *" from contig 3-82, complete 
sequence.//4.2e-06:381 :60//AL01 01 49 

R-PLACE1004405//Homo sapiens clone GS512I21 , WORKING DRAFT SEQUENCE, 9 unordered pieces7/0.20: 
270:60//AC005027 

25 R-PLACE1004425//Homo sapiens PAC clone DJ0733B09 from 7pl4-pl3, complete sequence.//1 .3e-96:5 16:94// 

AC005532 

R-PLACE1004428//Human DNA sequence from clone 888M10 on chromosome ip36.l 1-36.31 Contains part of 
gene KIAA0453, EST, STS, GSS, complete sequence7/5.8e-l0:279:65//AL03l296 

R-PLACE1004437//Human NAD + -specific isocitrate dehydrogenase beta subunit precursor, mRNA, nuclear gene 
30 encoding mitochondrial protein, complete cds7/2.9e-88:51 6:88//U49283 

R-PLACE1 004451 //HS_2258_B2_F01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2258 Col=2 Row=L, genomic survey sequence7/0.82:l 72:6 1//AQ221 189 
R-PLACE1 004460 

R-PLACE1004467//Syrian hamster carbamoylphosphate synthetase-aspartate transcarbamylasedihydroorotase 
35 (CAD) gene, exons 1 and 27/1 .2e-24:3H:62//M3i 621 

R-PLACE1 004471 //Homo Sapiens Chromosome X clone PWXD75, complete sequence7/2.1e-34:333 :70// 

AC004389 

R-PLACE1 004473 

R-PLACE1 004491 //Drosophila melanogaster Oregon-R mitochondrial A+T region7/l .0e-08:485:60//U1l584 
40 R-PLACE1 004506 

R-PLACE1 00451 0//Plasmodium falciparum chromosome 2, section 64 of 73 of the complete sequence 7/0. 0094: 
543:56//AE001427 

R- PLACE 1 0045 l6//Homo sapiens BAC clone BK085E05 from 22ql2.l-qter, complete sequence.//0.000 11:343: 
59//AC003071 
45 R-PLACE1004518 

R- PLACE 1004548//Homo sapiens Xp22 BAC GS-551019 (Genome Systems Human BAC library) and cosmids 
U1 99A7 and U209F2 (Lawrence Livermore X chromosome cosmid library) containing part of human chloride chan- 
nel 4 gene, complete sequence.//4.9e-40:245:80//AC003666 
R-PLACE1 004550 

50 R- PLACE 1004564//B.taurus mRNA for cleavage and polyadenylation specificity factor7/2.7e-82:532:86//X7593l 

R- PLACE 1004629//Homo sapiens chromosome 7 clone UWGC:g3586a230 from 7p14-15, complete sequence7/ 
0.015:437:59//AC004800 

R-PLACE1004645//CIT-HSP-2370D6.TR CIT-HSP Homo sapiens genomic clone 2370D6, genomic survey se- 
quence.//0.033:76:75//AQ110136 
55 R-PLACE1004646//Homo sapiens cosmid 120C12 from Xq28, complete sequence.//2.0e-23:237:79//AF036876 

R-PLACE1004658//Homo sapiens Chromosome I2pl3.3 BAC.RPCI11-21K20 (Roswell Park Cancer Institute Hu- 
man BAC Library) complete sequence7/7.1e-09:94:87//AC005343 

R-nnnnnnnnnnnn//RPCI1l-79G23.TV RPCI11 Homo sapiens genomic clone R-79G23, genomic survey se- 
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quence.//2.2e-81 :433:94//AQ283692 

R-PLACE1004672//Human ABL gene, exon 1b and intron 1b, and putative M8604 Met protein (M8604 Met) gene, 
complete cds7/2.7e-24:263:74//U07561 

R-PLACE1004674//Homo sapiens calcium binding protein (ALG-2) mRNA, complete cds7/1.1e-89:5 13:91// 
5 AF035606 

R-PLACE1004681//Homo sapiens genomic DNA of 8p2l.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 3/117/1 .3e-96:498:95//AB020860 
R-PLACE1 004686 

R-PLACE1004691//Homo sapiens genomic DNA of 8p2i.3-p22 anti-oncogene of hepatocellular colorectal and 
10 non-small cell lung cancer, segment 2/11 7/2.1 e-33:290:80//AB020859 

R-PLACE1004693//Caenorhabditis etegans cosmid Y2H9A, complete sequence7/1.0:195:60//AL02l448 
R-PLACE1 00471 6//CITBI-E1 -251 9C1 4.TR CITBI-E1 Homo sapiens genomic clone 251 9C1 4, genomic survey se- 
quence7/5.0e-43:245:93//AQ276965 

R-PLACE1004722//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
is DRAFT SEQUENCE, 9 unordered pieces 7/0. 0022:360 :60//AC005507 

R-PLACE1 004736 
R-PLACE1 004740 

R-nnnnnnnnnnnn//Homo sapiens ubiquitin-protein ligase E3-alpha (UBR1) mRNA, partial cds7/5.4e- 105:575:92// 
AF061556 

20 R-PLACE1 004751 //Homo sapiens Xq28 BACs 360 F12, GSHB-555C13, complete sequence.//9.0e-26:317:76// 

AC002523 

R-PLACE1004773//Homo sapiens inversin protein mRNA, complete cds7/8.5e-88:437:96//AF084367 
R-PI_ACE1004777//Homo sapiens genomic DNA, chromosome 21q22.2 (Down Syndrome region), segment 3/15, 
WORKING DRAFT SEQUENCE.//0.050:138:65//AP000010 
25 R-PLACE1004793//Human endogenous retrovirus HERV-K(HML6) proviral clone HML6.17 putative polymerase 
and envelope genes, partial cds, and 3'LTR7/5.1e-58:313:80//U60269 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0606 protein, partial cds.//5.8e-98:580:88//AB011178 
R-PLACE1004813//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//5.3e-09:256:64//AC005140 
30 . R-PLACEl0048l4//Homosapiensokadaicacid-induciblephosphoprotein (OA48-18) mRNA. complete cds7/3.5e- 
107:358:99//AF069250 

R-PLACE1 00481 5//Human Chromosome nql2.2 PAC clone pDJ606g6, complete sequence7/3.8e-6l:353:89// 
AC004126 

R-PLACE1004824//Homo sapiens chromosome 17, clone hCIT.468_F_23, WORKING DRAFT SEQUENCE, 3 
35 unordered pieces 7/5.7e-42:364:79//AC004666 

R-PLACE1004827//Homo sapiens Xp22 BAC GS-594A7 (Genome Systems Human BAC library) contains Bmx 
gene, complete sequence.//2.7e-14:156:79//AC003669 

R-PI_ACE1004836//HS_2270_A2_H10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2270 Col=20 Row=0, genomic survey sequence.//8.6e-51 :267:96//AQl64110 
40 R-PLACE1004838//CIT-HSP-2343E10.TR C1T-HSP Homo sapiens genomic clone 2343E10, genomic survey se- 

quence 7/0.071 :168:63//AQ058544 

R-PLACE1004840//Sequence 4 from patent US 572881 97/1 .6e-26:150:98//l92820 
R-PLACE1004868//Human Chromosome X clone bWXD342, complete sequence 7/0.57:344:59// AC004072 
R-PLACE1004885//HS_3235_B2_E07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

« nomic clone Plate=3235 CoM4 Row=J, genomic survey Sequence7/I.ie-38:175:78//AQ210193 

R-PLACE1004900//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequence 7/2. 0e-44:334:84//AL022577 

50 R-PLACE1 004902 

R-nnnnnnnnnnnn//Human DNA sequence from clone J428A131 , WORKING DRAFT SEQUENCE 7/7 .7e-58:377: 
87//Z82209 

R-PLACE1004918//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequence7/ 
0.00084:373:60//AC004605 

55 R-PLACE1004930//Homo sapiens MDC-3.13 isoform 1 mRNA, complete cds7/2.0e-100:532:93//AF099936 

R-PLACE1004934//Homo sapiens clone RG062N11, WORKING DRAFT SEQUENCE, 2 unordered pieces7/ 
0.00030: 198:66//AC005683 

R-PLACE1004937//Caenorhabditis elegans SEL-10 (sel-10) mRNA, complete cds.//l.3e-13:367:61//AF020788 



2028 



( 



EP 1 074 617 A2 

R-PLACE1004969//Human DNA sequence from clone LUCA7 on chromosome 3, complete Sequence7/0.97:116: 

71//Z84494 

R- PLACE 1004972 

R-PLACE1004979//Plasmodium falciparum MAL3P4, complete sequence.//0.74:304:60//AL008970 
5 R-PLACE1004982//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces.//4.7e-05:495:57//AC005308 

R-PLACE1 004985//Human DNA sequence SEQUENCING IN PROGRESS from clone 451 B21 , WORKING 
DRAFT SEQUENCE.//2.5e-1 0:41 0:60//AL033522 

R-PLACE1 005026//Homo sapiens PAC clone DJ0907C 1 0 from 7q31 -3q32, complete sequence.//2.7e-56: 1 58:99// 
10 AC004925 

R-PLACE1 005027 

R-PLACE1005046//Homo sapiens chromosome 19, cosmid F20237, complete sequence7/3.1e-63:438:86// 
AC005775 

R.PLACE1005052//Homo sapiens chromosome Xp22-135-136 clone GSHB-56711, WORKING DRAFT SE- 

15 QUENCE, 35 unordered piecesV/6.1 e-87:301 :98//AC005867 

R-PLACE1 005066//Human DNA sequence from clone 67K1 7 on chromosome 6q24.l -24.3. Contains the HIVEP2 
(Schnurri-2) gene for HIV type 1 Enhancer-binding Protein 2, and a possible pseudogene in an intron of this gene. 
Contains STSs and GSSs and an AAAT repeat polymorphism, complete sequence.//l.le-09:453:61//AL023584 
R-PLACE1005077//H. sapiens genes for semenogelin I and semenogelin ll.//2.6e-05:199:66//Z47556 

20 R-PLACE1005085//Homo sapiens chromosome 17, clone hRPK.293_K_20, complete seq uence 7/2. 1e -42:384: 

69//AC005495 

R-PLACE1005086//RPCI11-30H10TV RPCI-11 Homo sapiens genomic clone RPCI-11-30H10, genomic survey 
sequence.//0. 1 3: 1 1 2:67//B87788 

R-PLACE1005101//Homo sapiens (clone zap128) mRNA, 3' end of cds7/2.5e-97:531:92//L40401 
25 R-PLACE1005102//Homo sapiens chromosome 19, cosmid R29388, complete sequence .//1.3e-9 1:504:92// 

AC004476 

R-PLACE1005108//Homo sapiens BAC129, complete sequence.//4.0e-28:232:84//U85195 
R-PLACE1005111//Human DNA sequence *" SEQUENCING IN PROGRESS "* from clone 566H6, WORKING 
DRAFT SEQUENCE.//3.0e-18:174:74//AL031845 
30 R-PLACE1 005128 

R-PLACE1 005146 

R-PLACE1005162//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//2.4e-07:273:61//AC0051 40 
R-nnnnnnnnnnnn//Rat alternatively spliced mRNA7/8.le-20:185:82//M93018 
35 R-PLACE1005181//HS_2182_B2_B05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2l82 Col=10 Row=D, genomic survey sequence.//4.9e-05:i93:65//AQ030787 
R-PLACE1005187//Arabidopsis thaliana chromosome II BAC T14A4 genomic sequence, complete sequenceV/ 
0.00073:264:60//AC006161 

R-PLACE1005206//Homo sapiens full-length insert cDNA YN66A067/6.3e-64:343:93//AF075043 
40 R-PLACE1005232//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 25J6, WORKING 

DRAFT SEQUENCE7/1 .3e-34:286:81//Z84476 
R-PLACE1 005243 

R- PLACE 1 00526 1//Caenorhabditis elegans cosmid ZK666, complete sequence7/0.66:180:60//Z49132 
R-PLACE1005266//Homo sapiens clone RG122E10, complete sequence.//1.3e-i5:l66:78//AC005067 
45 R-PLACE1005277//CITBI-E1-2514D4.TF CITBI-E1 Homo sapiens genomic clone 2514D4, genomic survey se- 

quence .//2.5e-34: 358 74//AQ265720 

R-PLACE1 00528 7//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS from MALI P1 , WORKING 
DRAFT SEQUENCE7/4.1 e-07:495:60//AL031 744 

R-PLACE1005305//HS_3180_B2_D02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
50 nomic clone Plate=3180 Col=4 Row=H, genomic survey sequence 7/1. le-42:308:85//AQl 69443 

R-PLACE1 005308 

R-PLACE1 00531 3//Human Chromosome 11 pac pDJ227b23, WORKING DRAFT SEQUENCE, 19 unordered 
pieces7/0.00048:320:60//AC000383 

R-PLACE1005327//Chromosome 1 specific transcript KIAA04917/5.4e-103:537:94//AB007960 
55 R-PLACE1005331//Homo sapiens chromosome 19, cosmid F20569, complete sequence7/2.2e-94:536:91// 

AC004794 

R-PLACE1 005335//Human Chromosome 3 pac pDJ70i11 , WORKING DRAFT SEQUENCE, 2 unordered pieces.// 
5.3e-32:31 3:79//AC000380 



2029 



EP 1 074 617 A2 



R-PLACE1005373//Homo sapiens BAC129, complete sequence.//8.8e-l0:229:68//U85l95 
R-PLACE1005374//Homo sapiens chromosome 17, clone hRPK.40i_O_9, complete sequence7/3.0e-44:434:77// 
AC005291 

R-PLACE1005409//Human BAG clone RG167B05 from 7q21 , complete sequence7/8.8e-105:529:96//AC003991 
5 R-PLACE1005453//Human PAC clone DJ327A19 from Xq25-q26, complete sequence 7/4.7e-39:302:82// 

AC002477 

R-PLACE1005467//Human DNA sequence # " SEQUENCING IN PROGRESS from clone 167P19, WORKING 
DRAFT SEQUENCE7/1 .1 e-40:328:81//Z93014 

R-PLACE1 005471 //Human DNA sequence from done 395P12 on chromosome iq24-25. Contains the TXGP1 
jo gene for tax-transcriptiona!ly activated glycoprotein 1 (34kD) (OX40 ligand, OX40L) and a GOT2 (Aspartate Ami- 

notransferase, mitochondrial precursor, EC 2.6.1.1, Transaminase A, Glutamate Oxaloacetate Transaminase-2) 
pseudogene. Contains ESTs, STSs and GSSs, complete sequence.//6.4e-68:409:90//AL0223l0 
R-PLACE1005477//Human DNA sequence SEQUENCING IN PROGRESS ** # from clone 32B1, WORKING 
DRAFT SEQUENCE.//0.020:216:66//AL023693 
is R-PLACE1005480//Homo sapiens chromosome 19, CIT-HSP BAC 490g23 (BC338531), complete sequence7/ 

2.8e-44:327:70//AC005392 

R-PLACE1 005481 //Homo sapiens-chromosome 17, clone hRPC.1164_0_3, complete sequencey/4.2e-23:284: 
74//AC004703 

R-PLACE1005494//Danio rerio homeobox protein LIM-3 (Iim3) gene, exon 47/0.1 9 :468:60//AF031 631 
20 R-PLACE1005502//Homo sapiens formin binding protein 21 mRNA, complete cds.//1 .6e-55:277:98//AF0711 85 

R-PLACE1005526//Human mRNA for alpha- 1 type II COllagen.//0.10:227:63//X 16468 

R-PLACE1005528//Homo sapiens genomic DNA, chromosome 2lql1.1, segment 9/28, WORKING DRAFT SE- 
QUENCE7/2.3e-76:395:96//AP000038 

R-PLACE1005530//C.familiaris CA repeat sequence (isolate ).//0.023:90:75//X86l84 
25 R-PLACE1005550//Fugu rubripes GSS sequence, clone 048A08bHl, genomic survey sequence7/2.0e-09:235: 

64//AL025928 

R-PLACE1005554//Homo sapiens chromosome 17, clone hRPK.215_PJ8, complete sequence 7/0.069:305:60// 
AC005969 

R-PLACE1005557//Homo sapiens chromosome 17, clone hRPC.H7_B_12, complete sequence7/4.3e-l 05:587: 
30 91//AC004707 

R-PLACE1 005574//Human BAC 367D1 7 from chromosome 18, complete sequence7/1 .5e-1 7:274:67//AC003971 
R-PI_ACE1005584//Homo sapiens PAC clone DJ11 86C01 from 7q2l .2-q31 .1 , complete sequence7/2.7e-15:19l : 
77//AC004991 

R-PLACE1005595//Human Chromosome Hqi2.2 PAC clone pDJ606g6, complete sequence.//6.4e-90:453:96// 
35 AC004126 

R-PLACE1005603//Homo sapiens cosmid clone U169D2 from Xp22.l-22.2, complete sequence.//0.69:322:6l// 
U727BB 

R-PU\CE1 00561 V/Borrelia burgdorferi plasmidcpl8, OspE (ospE) gene, partial cds7/0.059:473:56//U42599 
R-PLACE1005623//Homo sapiens full-length insert cDNA clone ZD76B037/1 ,6e-113:575:95//AF086405 
AO R-PLACE1005630//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 

ordered pieces.//5.6e-79:270:94//AC005840 

R-PLACE1005639//Human BAC Clone RG022J17 from 7q21, complete sequence 7/8.2e-56:441 :83//AC002382 
R-PLACE1005646//Homo sapiens RNA helicase-related protein mRNA, complete cds7/3.2e-1 10:585:93// 
AF083255 

as R-PI_ACE1005656//Homo sapiens chromosome 17, clone hRPK.628_E_l2, complete sequence7/8.6e-08:505: 

58//AC005701 

R-PLACE1005666//Human DNA sequence from PAC 360E18 on chromosome X contains EST, CpG island and 
polymorphic CA repeat7/3.2e-27:307:72//Z82203 

R-PLACE1005698//344B22.TV CIT978SKA1 Homo sapiens genomic clone A-344B22, genomic survey se- 
so quence.//0.030:91 :70//B15144 

R-PLACE1005727//Human variable number tandem repeat (VNTR) region, allele 17R1 3' to collagen type II 
(COL2A1 ) gene.//5.2e-1 0:587:59//L1 01 71 

R-PLACE1005730//Homo sapiens ADP/ATP carrier protein (ANT-2) gene, complete cds.//0.0039:239:58//L78810 
R-PLACE1005739//Mus musculus IFN-gamma induced (Mg11) mRNA, complete cds7/2.2e-21:270:72//U 15635 
55 R-PLACE1005755//Caenorhabditis elegans cosmid M03F4.//6.9e-08:219:64//U64601 

R-PLACE1005763//Human mRNA for KIAA0118 gene, partial cds.//1 .0e-45:268:87//D42087 
R-PU\CE1005799//Human X chromsome mRNA for CCG1 protein inv. in cell proliferation 7/0.030:91 :78//X07024 
R-PLACE1005802//Homo sapiens PAC clone DJ044L15 from Xq23, complete sequence7/1.4e-69:391:92// 
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AC004827 
R-PLACE1 005803 

R-PLACE1005804//Human BAC clone RG341D10 from 7p15-p21, complete sequence.//1.8e-21: 175:75// 
AC002530 

5 R-PLACE1005828//Homo sapiens chromosome 17, clone hRPC.97l_F_3, WORKING DRAFT SEQUENCE, 1 

ordered pieces.//2.9e-56:333:91//AC0041 50 

R-PLACE1 005834//Plasmodium falciparum DNA SEQUENCING IN PROGRESS from MALI P2, WORKING 
DRAFT SEQUENCE.//0.020:51 3:55//AL031 745 

R-PLACE1005845//Rabbit mRNA for protein phosphatase 2A-beta.//1 .8e-10:1 82:69//Y00763 R- PLACE 1005850 
10 R-PLACE1 005851//Homo sapiens clone DJ0789I05, WORKING DRAFT SEQUENCE, 2 unordered pieces7/5.5e- 

06:31 8:53//AC004887 

R-PLACE1005876//B.taurus mRNA for cleavage and polyadenylation specificity factor7/6.7e-28:366:72//X7593l 
R-PLACE1005884//Human DNA sequence from cosmid V526F1 , between markers DXS366 and DXS87 on chro- 
mosome X contains STS7/1.0e-06:306:64//Z70281 
is R-PLACE1005898//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.0094:449:59//AC005139 

R-PLACE1 005921 //CITBI-E1 -2509N21 .TF CITBI-E1 Homo sapiens genomic clone 2509N21 , -genomic survey se- 
quence V/4 . 8e-84 : 494 :89//AQ26 1 347 

R-PLACE1005923//RPCI11-65N9TJ RPCI11 Homo sapiens genomic clone R-65N9, genomic survey sequence.// 
20 8.3e-97:520:93//AQ237243 

R-PLACE1005925//Human DNA sequence from clone 231 L4 on chromosome Xq27.i-27.3 Contains GSS, STS, 
complete sequence7/5.2e-67:578:78//AL0227l9 

R-PLACE1005932//Caenorhabditis elegans cosmid Y52B11A, complete sequence.//0.0035:176:62//AL032654 
R-PLACE1 005934 

25 R-PLACE1005936//Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, complete sequenced 

0.00021 :272:62//AF069716 

R-PLACE1005951 , 
R-PLACE1 005953//Caenorhabditis elegans cosmid F09E5.//1 .3e-07:349:60//U37429 
R-PLACE1005955//Human HepG2 3' region Mbol cDNA, clone hmd1d01m37/8.3e-08:128:70//D17131 
30 R-PLACE1005966//Pontia protodice large subunit ribosomal RNA gene, partial sequence; tRNA-Val gene, com- 

plete sequence; and small subunit ribosomal RNA gene, partial sequence, mitochondrial genes for mitochondrial 
RNAs.//7.0e-09:549:59//AF044863 

R-PLACE1005968//Rattus norvegicus mRNA for p47, complete cdsy/1.le-51:394:81//AB002086 
R-PLACE1 005990//Homo sapiens chromosome 1 2pl 3.3 clone RPCI11 -407G6, WORKING DRAFT SEQUENCE, 
35 51 ordered pieces 7/4.4e-63:369:91//AC005866 

R-PLACE1006002//Human cosmid CRI-JC2015 at D10S289 in 10sp13.//5.9e-27:299:74//U15177 
R-PLACE1006003//Mus musculus clone OST18050, genomic survey sequence.//3.5e-07:164:67//AF046375 
R-PLACE1 00601 1//Mus musculus poly-(ADPribosyl)-transferase homolog PARP mRNA, complete cds7/l.le-32: 
266.83//AF072521 

*o R-PLACE1 00601 7//Homo sapiens Chromosome 22qH.2 Cosmid Clone 31 e In DGCR Region, complete se- 

quence.//! .8e-l7:164:82//AC000077 

R-PLACE1006037//MUS musculus B6D2F1 clone 2C11B mRNA. //2.0e-49:557:72//U01 139 
R-PLACE1006040//Homo sapiens mRNA for alpha endosulfine.//4.3e-13:128:81//X99906 
R-PLACE1 006076//Homo sapiens clone DJ0781 A1 8, WORKING DRAFT SEQU ENCE, 3 unordered pieces7/3.3e- 
« 18:220:74//AC004885 

R-PLACE1006119//Plasmodium berghei (STRAIN ANKA) gamma-GCS gene, complete CDS.//0.0050:271:63// 
AJ005122 

R-PLACE1006129//Drosophila melanogaster, chromosome 2R, region 31 C1 -31 D6, P1 clone DS08879, complete 
sequence.//0.43:1 78:65//AC005454 
50 R-PLACE1006139//Homo sapiens PAC clone DJ0659J06 from 7q33-q35, complete sequence7/7.5e-1 3:222:68// 

AC004849 

R-PLACE1006143//Plasmodium falciparum MAL3P6, complete sequence V/0. 000 19:455:59//Z98551 
R-PLACE10061 57//PIasmodium falciparum DNA ••• SEQUENCING IN PROGRESS from MAL4P1 , WORKING 
DRAFT SEQUENCE.//0.0001 8:351 :60//AL034557 
55 R-PLACE1 0061 59//Homo sapiens chromosome 10 clone LA10NC01_124_D_3 map I0q25.1, WORKING DRAFT 

SEQUENCE, 1 ordered pieces7/1.0e-113:586:96//AC006103 

R-PLACE1006164//Human hereditary haemochromatosis region, histone2A-like protein gene, hereditary haemo- 
chromatosis (HLA-H) gene, RoRet gene, and sodium phosphate transporter (NPT3) gene, complete cds7/1 .Oe- 
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28:342:75//U91328 

R-Pl_ACE1006167//Homo sapiens full-length insert cDNA clone ZE14E047/4.6e-77:426:93//AF086555 
R-nnnnnnnnnnnn//Mouse mRNA for alpha-adaptin (C)7/3.0e-46:188:82//X14972 
R-PLACE1006187//Homo sapiens cyclin E2 mRNA, complete cds.//1.6e-H6:597:95//AF091433 
5 R-PLACE1006195//Homo sapiens chromosome 19, fosmid 39554, complete sequence.//6.8e-i 1:148:74// 

AC004410 
R-PLACE1006196 

R-PLACE1006205//Genomic sequence from Mouse 11, complete sequence.//8.4e-44:332:85//AC000398 
R-PLACE1006223//Human DNA sequence from cosmid U74C 11, between markers DXS6791 and DXS8038 on 
10 chromosome X contains ESTs 7/0.041 :215:61//273362 

R-PLACE1006225//Caenorhabditis elegans cosmid Y69H2, complete sequence7/9.7e-l3:358:63//Z98877 
R-PLACE1006236//Plasmodium falciparum MAL3P4, complete sequence 7/0. 0001 9 :538:58//AL008970 
R-nnnnnnnnnnnn//Homo sapiens BAC clone RG118D07 from 7q31, complete sequence7/3.1e-96:497:95// 
AC004142 

is R-PLACE1006246//Homo sapiens clone NH0144M13. WORKING DRAFT SEQUENCE, 1 unordered pieces.// 

0.029:499:56//AC006034 

R-PLACE1006248//Homo sapiens mRNA for KIAA0648 protein, partial cds.//9.2e-96:499:95//AB014548 
R-PLACE1006262//Homo sapiens Xp22 GSHB-314C4 (Genome Systems Human BAC library) complete se- 
quence .//0.00043: 1 60:66//AC004087 
20 R-PLACE1006288//Human DNA sequence SEQUENCING IN PROGRESS ••• from clone 20N2, WORKING 

DRAFT SEQUENCE7/3.5e-120:611:96//AL031320 
R-PLACE1006318 

R-PLACE1006325//Plasmodium falciparum MAL3P8, complete sequence.//1.0:426:57//AL034560 
R-PLACE1006335//Human DNA sequence from PAC 849L7 oh chromosome Xq21 7/0.96:1 73 :66//AL008987 
25 R-PLACE1006357//P.falciparum complete gene map of plastid-like DNA (IR-B).//1 .9e-07:49l :58//X95276 

R-PLACE1 006360//Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence7/0.25:484: 
56//AE001398 

R-PL7^CE1006368//Caenorhabditis elegans cosmid Y38H6C, complete sequence 7/1. 0:240:59//AL03l 630 
R-PLACE1006371//Homo sapiens chromosome 16, cosmid clone 360H6 (LANL), complete sequence7/3.7e-101 : 
30 574:91//AC004232 
R-PLACE1 006382 

R-PLACE1006385//Mus musculus intersectin-EH binding protein Ibp2 mRNA, partial cds.//l.4e-50:350:86// 
AF057286 

R-PLACE1006412//Homo sapiens clone DJ0673M15, WORKING DRAFT SEQUENCE, 33 unordered pieces.// 
35 5.1 e-51 :339:82//AC004854 

R-PLACE1 00641 4//Homo sapiens I2p13.3 PAC RPCI5-927J10 (Roswell Park Cancer Institute Human PAC li- 
brary) complete sequence7/1.6e-38:297:84//AC004804 

R-PLACE1006438//Homo sapiens full-length insert cDNA YH73H06.//7.6e-73:422:90//AF074985 
R-PLACE1006445//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 101 8K9, WORKING 
40 DRAFT SEQUENCE.//3.0e-07:376:61//AL031 726 

R-PLACE1 006469 

R-PI_ACE1006470//Mouse B1 repetitive sequence DNA7/1.0:96:66//M24152 

R-PLACE1 006482//Human DNA sequence # " SEQUENCING IN PROGRESS *** from clone 447C4, WORKING 
DRAFT SEQUENCE.//3.0e-1 01 :535:94//AL021 977 
« R-PLACE1006492//Homo sapiens chromosome 17, clone hRPK.l80_P_8, complete sequence.//0. 78:44:95// 

AC005972 

R-PLACE1006506//R.norvegicus BSP gene.//1 .0:206 :60//X86 100 

R-PLACE1006521//RPCI11-13L8.TV RPCI-11 Homo sapiens genomic clone RPCI-11-13L8, genomic survey se- 
quence.//9.0e-17:414:61//B75158 
so R-PLACE1 006531 //Plasmodium falciparum coronin gene, isolate 3D77/0.98:186:63//AJ002197 

R-PLACE1006534//Anopheles gambiae complete mitochondrial genome7/0.051:412:61//L20934 
R-PLACE1006540//Homo sapiens clone UWGC:y55c025 from 6p2l, complete sequence 7/7.5e-41 :470:70// 
AC004209 

R-PLACE1006552//Caenorhabditis elegans DNA SEQUENCING IN PROGRESS from clone Y47D3, 
55 WORKING DRAFT SEQUENCE.//0.57:355:57//Z98865 

R-PU\CE1006598//Plasmodium falciparum 3D7 chromosome 12 PFYAC588 genomic sequence, WORKiNG 
DRAFT SEQUENCE, 2 unordered pieces7/0.01 6:291 :58//AC00471 0 

R-PLACE 1 00661 5//Homo sapiens eukaryotic translation initiation factor el F3, p35 subunitmRNA, complete cds7/ 
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2.9e-116:590:95//U97670 

R-PLACE1 00661 7//Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence7/2.2e-45:209: 
88//AC004050 

R-PLACE1006626//C. elegans cosmid K12H4.//L2e-1 6:344: 64//L1 4331 
5 R-PLACE1006629//Homo sapiens chromosome 19, cosmid F20900, complete sequence.//2.8e-25:343:70// 

AC006128 

R-PLACE1006640//CIT-HSP-2169L1.TF CIT-HSP Homo sapiens genomic clone 2169L1, genomic survey se- 
quence.//0.00020:201 :62//B90038 

R-PLACE1 006673//Homo sapiens clone DJ076B20, WORKING DRAFT SEQUENCE, 6 unordered pieces7/1 .4e- 
10 42:309:84//AC004882 

R-PLACE1006678//Homo sapiens PAC clone DJ1166G19 from 7pl2-pl1.2, complete sequence 7/6.46-09:454: 
59//AC006024 

R-PLACE1006704//Human DNA sequence from clone 249C1 on chromosome Xq2 1.1 -22.2 Contains GSS, com- 
plete sequence7/0.56:226:63//AL022 154 
15 R-PLACE1006731//Homo sapiens clone 23923 mRNA sequence.//6.0e-101 :486:98//AF038172 

R-PLACE1006754//Homo sapiens chromosome 19, cosmid R29124, complete sequenceV/1 .4e-68:381 :93// 
AC005626 

R-PLACE1006760//Homo sapiens clone 24800 mRNA sequence .//6.2e-72:397:92//AF070622 
R-PLACE1006779//Rattus norvegicus intestinal trefoil factor gene, promoter and partial cds.//1.6e-1 1:420:61// 
20 U20984 

R-PLACE1006782//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y47D3, 
WORKING DRAFT SEQUENCE.//0.60:321 :58//Z98865 

R-PLACE1 006792//Homo sapiens chromosome 4 clone C0026P05 map 4P1 6, complete sequence7/2.9e-40:379: 
77//AC005599 

25 R-PLACE1006795//Homo sapiens BAC clone RG281G05 from 7pl5-p21, complete sequence .//6.2e-07:29l :63// 

AC005083 

R-PLACE1006800//HS_2270_B1_D02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2270 Col=3 Row=H, genomic survey sequence.//4.le-76:367:99//AQ085793 
R-PLACE1006805//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 

30 DRAFT SEQUENCE, 9 unordered pieces.//0.00058:354:59//AC005507 

R-PLACE1 00681 5//HS_3028_Bl_B04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3028 Col=7 Row=D, genomic survey Sequence7/I.5e-33:251:77//AQ120174 
R-PLACE1 00681 9//Human DNA sequence from PAC 121 G1 3 on chromosome 6 contains flow sorted chromosome 
6 Hindll I fragment ESTs. polymorphic CA repeat, CpG island, CpG island genomic fragments.//1 .4e-76:544:84// 

35 Z86062 

R-PLACE1006829 
R-PLACE1 006860 

R-PLACE1006867//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 323M4, WORKING 
DRAFT SEQUENCE.//3.2e-107:549:95//AL033378 
to R-PLACE1006878//Homo sapiens full-length insert cDNA clone ZB55G05.//1 .4e-46:241 :97//AF086155 

R-PLACE1006883//Homo sapiens chromosome 16, cosmid clone 360H6 (LANL), complete sequence7/1 .3e-38: 

283:85//AC004232 

R-nnnnnnnnnnnn 

R-PLACE1006904//Human DNA sequence from PAC 360E18 on chromosome X contains EST, CpG island and 
45 polymorphic CA repeat.//4.1e-15:477:62//Z82203 

R-PLACE1 00691 7//Homo sapiens Xp22 bins 45-47 BAC GSHB-665N22 (Genome Systems Human BAC Library) 
complete sequenceV/1 .3e-42:305:87//AC005184 
R-PLACE1 006932 

R-PLACE1006935//Human DNA sequence from PAC 117P19 on chromosome X.//0.0014:114:74//Z86061 
50 R-nnnnnnnnnnnn//Mouse mRNA for germ cell specific protein APG-1 , complete cds7/9.5e-85:590:83//D49482 

R-PLACE1 006961 //Homo sapiens chromosome 17, clone hRPK.349_A_8, complete sequence7/6.7e-42:295:86// 
AC005544 

R-PLACE1006962//Homo sapiens Xp22 PAC RPCI1-167A22 (from Roswell Park Cancer Center) complete se- 
quence.//1 . 1 e-1 9:302:71 //AC002349 
55 R-PLACE1006966//HS_221 9_B2_C02_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=22l9 Col=4 Row=F, genomic survey sequencer.//0.0l 9:1 80:63//AQl 45873 
R-PLACE1 006989 
R-PLACE1007014 
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R-PLACE1007021//Homo sapiens chromosome 12p13.3clone RPCI3-454B23, WORKING DRAFT SEQUENCE, 
48 unordered pieces.//1 .6e-23:362:70//AC005845 , 

R-PLACE1007045//Human DNA sequence SEQUENCING IN PROGRESS from clone 32B1, WORKING 
DRAFT SEQUENCE7/2.3e-90:584:86//AL023693 
5 R-PLACE1 007053//Homo sapiens clone DJ081 0E06, WORKING DRAFT SEQUENCE, 8 unordered pieces7/2.4e- 

108:550:96//AC004895 

R-PLACE1 007097//Homo sapiens DN Asequence from BAC 55C20 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with a beta-glucoronidase LIKE pseudogene. Contains a membrane pro- 
tein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five predicted 
io tRNA genes. Contains ESTs, GSSs (BAC end sequences) and a CA repeat polymorphism, complete sequence.// 
1.8e-103:552:93//AL021368 

R-PLACE1007105//MUS musculus muskelin rnRNA, complete cds7/2.7e-32:379:73//U72194 
R-PLACE1007111//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence. WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//0.14:422;57//AC004688 
15 R-PLACE1007112//Cynips cornifex cytb gene 7/0. 020 :427:58//AJ228479 

R-PLACE1007132//Homo sapiens full-length insert cDNA YH77E097/5.7e-107:535:96//AF074987 

R-PLACE1 0071 40//Homo sapiens clone RG030L05, WORKING DRAFT SEQUENCE, 3 unordered pieces7/0.36: 

408:58//AC005050 

R-PLACE1007178//Homo sapiens clone HEA4 Cri-du-Chat region mRNA.//0.99:63:73//AF009283 
20 R-PLACE1 007226 

R-PLACE1 007238 

R-PLACE1007239//Homo sapiens rnRNA for transcription elongation factor S-II, hS-ll-Tl , complete cds7/2.0e-9l : 
534:89//D50495 

R-PLACE1007242//CITBI-E1-2512M9.TF CITBI-E1 Homo sapiens genomic clone 251 2M9, genomic survey se- 
25 quence.//1.3e-05:117:76//AQ279454 

R-PLACE1007243//Prototheca wickerhamii 263-11 complete mitochondrial DNA.//0.21:284:58//U02970 
R-PLACE1007257//Homo sapiens rnRNA for dia-12c protein7/6.9e-113:607:93//Yl5908 
R-PLACE1007274//Homo sapiens chromosome 17, clone hRPK.394_K_l0, complete sequence7/4.4e-l0:i35: 
74//AC006080 

30 R-PLACE1 007276//Homo sapiens BAC clone 255A7 from 8q21 containing NBS1 gene, complete sequence7/1 .7e- 

36:435:72//AF069291 

R-PLACE1007282//B.garinii (strain Tls1) p83/100 gene (part ial) 7/0. 95:1 83 :60//X8 1533 

R-PLACE1007286//RPCI11-13L8TV RPCI-11 Homo sapiens genomic clone RPCI-11-13L8, genomic survey se- 
quence.//6. 1 e-55:51 9:76//B751 58 
35 R-PLACE1007301//Human DNA sequence from PAC 106H8 on chromosome lq24. Contains PHOSPHATI- 

DYLINISITOL-GLYCAN class C (PIG-C) and DYNAMIN-3 genes. Contains ESTs and STSs and a CpG island7/ 
0.75:1 80:62//Z971 95 

R-PLACE1007317//Drosophila dasycnemia 16S ribosomal RNAgene, mitochondrial gene for mitochondrial RNA, 
partial sequence7/0.59:236:59//U94253 
*0 R-PLACE1 007342 

R- PLACE 1 00 7346//Homo sapiens estrogen-responsive B box protein (EBBP) rnRNA, complete cds7/3.7e-65:367: 
91//AF096870 

R-PLACE1007367//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces7/1 .Oe-06:385:62//AC005507 
<5 R-PLACE1007375//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 

DRAFT SEQUENCE, 3 unordered pieces7/0.10:309:59//AC004709 , 

R-PLACE1007386//Reclinomonas americana mitochondrial DNA, complete genome7/0.0012:403:58//AF007261 
R-PLACE1007402//HS_2055_A2_D03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2055 Col=6 Row=G, genomic survey sequence 7/0.0046:88 79//AQ234824 
50 R- PLACE I007409//Homo sapiens mitoxantrone resistance protein 1 rnRNA, partial sequence7/7.6e-l 12:590:94// 

AF093771 

R-PLACE1 00741 6//Homo sapiens chromosome 1 9, cosmid R26894, complete sequence 7/0.96: 98:70//AC005594 
R-PLACE1007450//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 54B20, WORKING 
DRAFT SEQUENCE7/1 .7e-39:308:82//298304 
55 R-PLACE1007452//Homo sapiens PAC clone DJ0320J15 from Xq23, complete sequence7/2.6e-59:389:82// 

AC004081 
R-PUVCE1 007460 

R-PLACE1007478//Homo sapiens 12q13.1 PAC RPCl3-197B17(Roswell Park Cancer Institute Human PAC li- 
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brary) complete sequence V/7.0e-08:335:60//AC00424l 
R-PLACE1 007484 

R-PLACE1 007488//Glossina morsitans rnorsitans 1 6S ribosomal RN A gene, mitochondrial gene for mitochondrial 
RNA, partial sequence//2.5e-05:421:61//AF072373 
5 R-PLACE1007507//Plasmodium falciparum MAL3P7, complete sequence.//2.3e-09:577:57//AL034559 

R-PLACE1 00751 V/Homo sapiens chromosome 17, clone hRPC.mO_E_20, complete sequenced .2e-79:387: 
96//AC004231 

R-PLACE1007524//Homo sapiens chromosome 19, overlapping cosmids F18547, F11133, R27945, R28830 and 
R32804, complete sequQnce.//3.4e-09:148:73//AC003682 
10 R-PLACE1007525//Homo sapiens Chromosome 16 BAC clone CIT987SK-44M2, complete sequence.//4.7e-38: 

297:82//AC004381 
R-PLACE1 007544 

R-PLACE1007547//Human laminin alpha 4 chain (LAMA4M) mRNA, complete cds.//4.0e-17:108:97//U77706 
R-PLACE1007557//Human BAC clone RG343P13 from 7q3i , complete sequence.//2.2e-45:390:77//AC002465 
15 R-PLACE1007583//Human DNA sequence SEQUENCING IN PROGRESS from clone 545L17, WORKING 

DRAFT SEQUENCE.//1 .0e-56:302:95//AL031 665 

R-PLACE1007598//Homo sapiens clone 23939 mRNA sequence.//1.5e-102:554:93//AF038179 
R-PLACE1007618 

R- PLACE 1007621 //Homo sapiens clone 23859 mRNA sequencei/1.4e-103:537:94//AF038176 
20 R-PLACE1007632//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 

ordered pieces.//3.3e-76:289:94//AC005840 

R- PLACE 1007645//Homo sapiens full-length insert cDNA clone ZD76Gl0.//0.0080:96:77//AF086408 
R-PLACE1007649//CIT-HSP-2308A18.TR CIT-HSP Homo sapiens genomic clone 2308A18, genomic survey se- 
quence.//! .1 e-82:4 12 :97//AQ0221 49 
25 R-PLACE1007677//Plasmodium falciparum chromosome 2. section 4 of 73 of the complete sequence 7/0. 0041 : 
470:57//AE001367 
R-PLACE1 007688 

R-PLACE1 007690//Human Chromosome 1 6 BAC clone CIT987SK-A-41 8G1 0, complete sequence7/l .3e-22: 1 62: 
91//AC002044 
30 R-PLACE1 007697 

R-PLACE1007705//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 460J8, WORKING 
DRAFT SEQUENCE.//4.4e-121 :624:95//AL031662 

R-PLACE1007706//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds.//1 .8e-73:374:96//AF061 243 
R-PLACE1007725//Caenorhabditis elegans COSmid F38A5.//0.070:186:60//U70854 
35 R-PLACE1007729//Human endogenous retrovirus HERV-K{HML6) proviral clone HML6.17 putative polymerase 

and envelope genes, partial cds, and 3'LTR.//3.8e-53:4l5:81//U60269 

R-PLACE1007730//Homo sapiens mRNA for KIAA0685 protein, complete cds.//2.1e-92:556:89//AB014585 
R-PLACE1007737//Homo sapiens clone Sbi9.12 Alu-Yb8 sequence.//4.0e-43:302:77//AFOi5l69 
R-PLACE1007743//Plasmodium falciparum MAL3P8, complete sequence.//l .0e-06:533:59//AL034560 
to R- PLACE 1 007746//T.brucei mitochondrial maxicircle DNA encoding cytochrome c oxidase subunit I (COI), and 

NADH dehydrogenase subunits 4 and 5, complete cdsy/0.28:386:58//M 14820 
R-PLACE1007791//D.discoideum gene for protein kinase.//0.17:263:60//Z37981 

R- PLACE 1007807//Human DNA sequence from clone 87808 on chromosome Xq21.1-21.33. Contains an EST, . 

STSs, a GSS and genomic marker DXS472, complete sequence.//1 .le-72:324:88//AL031116 

R-PLACE1 00781 0//Homo sapiens chromosome 7 common fragile site, complete sequence7/2.2e-i 4:325:67// 

AF017104 

R-PLACE1007829//Human BAC clone GS 165104 from 7q21 , complete seque nee 7/0. 00052 :455:61//AC002379 
R-PLACE1007843//P.falciparum complete gene map Of plastid-like DNA (IR-A)7/0.0050:447:57//X95275 
R-PLACE1007846//Homo sapiens genomic DNA, chromosome 2lq22.2 (Down Syndrome region), segment 3/15, 

SO WORKING DRAFT SEQUENCE.//2.2e-111:570:95//AP000010 

R-PLACE1007852//HS_3028_B2_F04_MR CiT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3028 Col=8 Row=L, genomic survey sequenceV/1.3e-12:209:71//AQl31021 
R-PLACE1007858//Homo sapiens mRNA for KIAA0766. protein, complete CdS.//6.6e-110:574:94//AB018309 
R-PLACE1007866//Homo sapiens DNA sequence from PAC 454M7 on chromosome Xq25-26.3. Contains the 

55 OCRL1 gene for Lowe Oculocerebrorenal Syndrome protein OCRL-1 . Contains ESTs, STSs and GSSs, complete 

sequence.//l .6e-43:55l :70//AL0221 62 

R-PLACE1007877//Homo sapiens chromosome 5, BAC clone 34j 15 (LBNL H169), complete sequenceV/1 .6e-22: 
222:78//AC005754 
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R-PLACE1007897//HS_3113_B2_E04.J7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3113 Col=8 Row=J, genomic survey sequencer.//2.9e-72:381:95//AQ1 86905 
R-PLACE1007908//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487.//8.8e-88:460:95// 
AB007956 

R-PLACE1007946//Human chromosome Y cosmid 54E8 genomic sequence, WORKING DRAFT SEQUENCE V/ 
4 . 9e-23 : 1 72 :78//AC003095 

R-PLACE1007954//Homo sapiens BAG clone NH0414C23 from Y, complete sequence.//1.7e-27:303:75// 
AC006157 

R-PLACE1007955//Homo sapiens cyclin-D binding Myb-like protein mRNA, complete cds.//3.9e-l 02:51 3:95// 
AF084530 

R-PLACE1007958//Homo sapiens cAMP-specific phosphodiesterase 8B (PDE8B) mRNA, partial cds7/2.2e-87: 
465:93//AF079529 

R-PLACE1007969//Mus musculus myelin gene expression factor (MEF-2) mRNA, partial cds.//4.8e-72:556:81// 
U 13262 

R-PLACE1007990//E.tenella antigen LPMC61 mRNA, partial cds7/0.043:273:63//M30933 
R-PLACE1008000//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 668J24, WORKING 
DRAFT SEQUENCE.//8.8e-1 0:453:62//AL034346 

R-PLACE1008002//Homo sapiens clone DJ0613C23. WORKING DRAFTSEQUENCE, 4 unordered pieces7/9.0e- 
114:563:96//AC005628 

R-PLACE1008044//Rattus norvegicus nuclear pore complex protein NUP107 mRNA, complete cds7/2.6e-44:509: 
72//L31840 

R-PLACE1008045//Homo sapiens chromosome 5, BAC clone 79a6 (LBNL H172), complete sequence 7/0 .32: 137: 
66//AC005592 

R-PLACE1008080//Arabidopsis thaliana chromosome II BAC F10A12 genomic sequence, complete sequence.// 
0.082:292:59//AC006232 

R-PLACE1008095//Homo sapiens BAC clone NH0364H22 from 2, complete sequence 7/5. 4e-27: 260:76// 
AC005036 

R-PLACE1008111//Human variable number tandem repeat (VNTR) region, allele 12R1 3' to collagen type II 
(COL2A1 ) gene.//2.2e-07:444:59//L1 01 57 

R-PLACE1008122//Homo sapiens chromosome 17, clone hRPK.142_H_19, complete sequence 7/1 .9e-l 1:384: 
63//AC005919 

R-PLACE1008129//Homo sapiens clone DJ1087M19, WORKING DRAFT SEQUENCE, 7 unordered pieces7/ 
3.0e-10:189:66//AC004955 

R-PLACE1008132//Human HepG2 3* region cDNA, clone h md5d06 7/7. 4e-4 7:320 :86//D 16939 
R-PLACE1008177//Mouse mRNA for rneiosis-specific nuclear structural protein 1 (MNS1), complete cds7/2.6e- 
32:41 0:70//D14849 

R-PLACE1008181//Caenorhabditis elegans cosmid C31 H2 7/0. 055 :358:60//U4 1748 
R-PLACE1008198 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0530 protein, partial cds.//4.8e- 103:551 :93//AB011102 
R-PLACE1008209//Human DNA sequence*** SEQUENCING IN PROGRESS "'from clone 1125A11, WORKING 
DRAFT SEQUENCE7/4.6e-1 6:250:71 //AL034549 

R-PLACE1008231//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 

DRAFT SEQUENCE, 4 unordered pieces.//0. 13:341 :60//AC004688 

R-PLACE1008244//P.falciparum P195 gene.//0.11 :212:66//A04562 

R-PLACE1008273//Human MEST mRNA, complete cds7/0.00013:52:100//D78611 

R-nnnnnnnnnnnn 

R-PLACE1008280//Homo sapiens chromosome 7 clone UWGC:g3586al60 from 7pl4-15, complete sequence.// 
1 .5e-05:104:76//AC005272 

R-PLACE1008309//Human 'at'-rich region adjacent to alpha satellite DNA7/0.70:138:63//M80308 
R-PLACE1008329//Homo sapiens chromosome 10 clone CIT-HSP-1 240G1 6 map I0q25.1 .complete sequence7/ 
0.00061 :150:68//AC005886 

R-PLACE1008330//Homo sapiens chromosome 19, cosmid F21431, complete sequence 7/4.8e-74:252:98// 
AC005176 

R-PL7\CE100833//Genomic sequence from Human 13. complete sequence7/l.0:l76:65//AC00l226 
R-PI_ACE1008356//Homo sapiens meningioma-expressed antigen 5 (MEA5) mRNA, 3 1 UTR7/2.5e-98:556:90// 
AF036145 

R-PI_ACE1 008368//HS-1 039-A1 -C1 0-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 821 Col=19 Row=E, genomic survey sequence7/1.2e-05:375:62//B36336 



2036 



EP 1 074 617 A2 



R-PLACE1008369//Homo sapiens genomic DNA, chromosome 21q22.2 (Down Syndrome region), segment 4/1 5, 
WORKING DRAFT SEQUENCE.//2.8e-10:466:61//AP000011 

R-PLACE1008392//Homo sapiens chromosome 17, clone hRPK.47l_L_l3, complete sequencey/1 .Oe-46:282: 
82//AC005244 

5 R-PLACE1008398//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 21 5D11 , WORKING 

DRAFT SEQUENCE7/4.1e-101:529:94//AL034417 

R- PLACE 1008401//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0366H07; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 28 unordered pieces.//0.18:379:58//AC004604 
R-nnnmnnnnnnn//Homo sapiens mRNA for p115, complete cds7/1 .6e-101:521:95//D86326 
10 R-PLACE1008405//Human cosmidCRI-JC2015 at D10S289 in 10sp13y/6.8e-22:328:71//U15177 

R-PLACE1 008424 

R-PLACE1008426//Homo sapiens genomic DNA of 8p2L3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 7/1 1 y/7.5e-l 01 :505:96//AB020864 

R«PLACE1008429//Human DNA sequence from clone 20J23 on chromosome Xq26.2-27.2 Contains ras-related 
75 C3 botulinum toxin substrate 1 (P21-RAC1) (ras-like protein TC25) EST, CA repeat, STS, CpG island, complete 

sequence .//1 .2e-11 :11 8:78//AL022576 

R-PLACE1008437//H.sapiens genomic DNA (PAC 838L14) from chromosome 11, WORKING DRAFT SE- 
QUENCE 7/2 .2e -06 : 1 59 : 69//Y 1 2335 
R-PLACE1 008455 

20 R-PLACE1008457//Homo sapiens chromosome 17, Neurofibromatosis 1 locus, complete sequencey/1 .2e-1 09: 

588:93//AC004526 

R-PLACE1008465//CIT978SK-A-28A11TVE CIT978SK Homo sapiens genomic clone A-28A11, genomic survey 
sequence.//l .1 e-1 0: 1 33:77//B78696 
R-PLACE1 008488 

25 R-PLACE1008524//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 34B21 , WORKING 

DRAFT SEQUENCE.//7.3e-120:612:95//AL031778 

R-PLACE1 008531 //Homo sapiens wbscn (WBSCR1) and replication factor C subunit 2 (RFC2) genes, complete 
CdS.//8.5e-96:51 0:93//AF045555 
R- PLACE 1008532 

30 R-PLACE1 008533 

R-PLACE1008568//HS_3218_B2_D08_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=32l8 CoI=16 Row=H, genomic survey sequence.//0.0042:295:62//AQ2 14623 
R-PLACE1008584//Human PAC clone DJ0596009 from 7p15, complete sequencey/5.0e-26:254:66//AC003074 
R-PLACE1 008621 //Homo sapiens chromosome 17, clone hRPK.346_K_10, complete sequencey/4.0e-78:498: 

35 86//AC006120 

R-nnnnnnnnnnnn 

R-PLACE1008626//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 97P20, WORKING 
DRAFT SEQUENCE.//5.5e-06:228:67//AL031 297 

R-PLACE1008627//Cricetulus griseus mRNA for Zn finger factory/3 .4e-20:335:71//Yl 2836 
40 R-PLACE1008629//Homo sapiens clone DJ0309D19, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 

0.55:326:58//AC004826 

R-PLACE1008630//Homo sapiens genomic DNA, 2iq region, clone: B175P11X96, genomic survey sequencey/ 
0.13:440:55//AG011096 

R-PLACE1008643//Human BAC clone RG083J23 from 7q31 , complete sequence.//1 .3e-58:356:82//AC004001 
45 R-PLACE1008650//Homo sapiens pleiotropic regulator 1 (PLRG1) mRNA, complete cds.//2.4e-88:434:97// 

AF044333 

R-PLACE1008693//CIT-HSP-2025M9.TR CIT-HSP Homo sapiens genomic clone 2025M9, genomic survey se- 
quence 7/1 .2e-41 :300:82//B64742 

R-PLACE1008696//Homo sapiens NADH dehydrogenase-ubiquinone Fe-S protein 8 23 kDa subunit (NDUFS8) 
50 gene, nuclear gene encoding mitochondrial protein, complete cdsy/4.8e-3l :320:75//AF038406 

R-PLACE1 00871 5//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 799N4, WORKING 
DRAFT SEQUENCE7/0.074:478:58//AL022147 

R-PLACE1008748//CIT-HSP-2170P12.TR CIT-HSRHomo sapiens genomic clone 2170P12, genomic survey se- 
quence .//8.5e-42:l60:86//B9084l 
55 R-PLACE1008757//Homo sapiens 12q24.2 PAC RPCI4-765H13 (Roswell Park Cancer Institute Human PAC Li- 

brary) complete sequencey/0.99:2H :61//AC005864 

R-PLACE1008790//Rattus norvegicus clonel polymeric immunoglobulin receptor mRNA 3' untranslated region, 
GA rich region, and microsatellites with GGA-triplet and GAA-triplet repeats .//0. 052:1 08 :68//U 00762 
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R-PLACE1008798//Homo sapiens full-length insert cDNA clone YZ86C057/7.7e-58:285:100//AF086088 
R-PLACE1008807//CIT-HSP-2366014.TR CIT-HSP Homo sapiens genomic clone 2366014, genomic survey se- 
quence.//3.5e-35:223:89//AQ079210 

R-PLACE1008808//Homo sapiens exonuclease homolog RAD1 (RAD1) mRNA, complete cds.//2.3e-97:499:95// 
AF030933 

R-PLACE1 00881 3//Rattus norvegicus rsec15 mRNA, complete cds.//9.7e-45:394:78//AF032668 
R-PLACE1008851//Human Chromosome 15q26.1 PAC clone pDJ460gl6, WORKING DRAFT SEQUENCE, 3 un- 
ordered pieces7/2.9e-28:207:87//AC004581 

R-nnnnnnnnnnnn//CIT-HSP-2l72B3.TF CIT-HSP Homo sapiens genomic clone 2172B3, genomic survey se- 
quence7/8.9e-30:166:97//B93289 

R-PLACE1008867//Homo sapiens BAC clone RG054D04 from 7q31, complete sequence7/3.5e-76:404;95// 
AC005058 

R-PLACE1 008887//Homo sapiens clone DJ0943F02, WORKING DRAFTSEQUENCE, 3 unordered pieces7/7.7e- 
37:585:67//AC004932 

R-PLACE1008902//Homo sapiens chromosome Y, clone hCIT494_G_i7, complete sequence7/0.0022:409:60// 
AC005820 

R-PLACE1008920//Homo sapiens mRNA for KIAA0765 protein, partial cds 7/8. 2e-55:344:89//AB0 18308 
R-PLACE1008925//Caenorhabditis elegans DNA * # * SEQUENCING IN PROGRESS from clone Y53F4, 
WORKING DRAFT SEQUENCE.//0.001 4:398:58//Z92860 
R-PLACE1 008934 

R-PLACE1008941//Homo sapiens chromosome 17, clone hRPK.293_K_20, complete sequence7/9.8e-84:429: 
92//AC005495 
R-PLACE1 008947 
R-PLACE1 009020 

R-PLACE1009027//Human DNA sequence from clone 914P14 on chromosome Xq23 Contains calpain-like pro- 
tease gene, DCX (doublecortin) ESTs, CA repeat, GSS, complete sequence.//l .3e-82:434:95//AL031117 
R-PLACE1009039//Human DNA sequence from clone 276K20 on chromosome 6p22. 1-22.3. Contains STSs, 
GSSs and a putative CpG island, complete Sequence.//O.000i0:297:58//AL031391 

R-PLACE1009045//Homo sapiens chromosome 17, clone hRPC.H7_B_12, complete sequence7/2.9e-06:l60: 
70//AC004707 

R-PLACE1009048//Human DNA sequence from clone 511E16 on chromosome 6p24.3-25.i. Contains the last 
coding exon of the gene for P18 component of aminoacyl-tRNA synthetase complex, part of an unknown gene 
downstream of a putative CpG island, and an STS with a CA repeat polymorphism, complete sequenceY/1 .3e-16: 
339:66//AL023694 

R-PLACE1009050//Aedes aegypti gene sequence, primary transcript//0.40:393:59//Ll7023 
R-PLACE1009060//Mus musculus mRNA for Alix-SF (ALG-2-interacting protein X, short form, complete CDS.// 
0.00075:79:83//AJ005074 

R-PLACE1009090//Homo sapiens chromosome 1 , BAC CIT-HSP-292g8 (BC262482), complete sequence7/6.7e- 
13:212:73//AC004783 

R-PLACE1009094//Caenorhabditis elegans cosmid C49F8, complete sequence 7/0. 49:221 :61//Z70206 
R-PLACE1 009099 

R-PLACE1009110//Homo sapiens Xp22 BAC GS-321G17 (Genome Systems Human BAC library) complete se- 
quence.//5.le-17:30l:66//AC004025 

R-PLACE1009111//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFTSEQUENCE, 14 unordered pieces.//1.2e-06:234:61//AC005140 

R-PLACE1009130//Plasmodium falciparum MAL3P6, complete sequence.//7.5e-06:426:58//Z98551 
R-PLACE1 0091 50//Homo sapiens SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE7/2.3e- 
11 8:61 4:95//AJ01 1929 

R-PLACE1009155//Homo sapiens genomic DNA, chromosome 2iql1.l, segment 2/28, WORKING DRAFT SE- 
QUENCE7/1 .4e-107:584:93//AP000031 

R-PLACE1009158//Homo sapiens full-length insert cDNA clone YP10D03.//1.9e-105:539:95//AF085B76 
R-PLACE1009166//Homo sapiens chromosome 17, clone hRPK.l80_P_8, complete sequence7/2.8e-44:360:71// 
AC005972 

R-PLACE1 0091 72//Human cosmid QLL2C9 from Xq287/4.1 e-37:401 :74//Z47046 

R-PLACE1 0091 74//Homo sapiens PAC clone DJ0907C1 0 from 7q3l -3q32, complete sequence7/2. 1 e-1 7:140:81// 
AC004925 

R-PI_ACE1009183//Homo sapiens DNA sequence from PAC 418A9 on chromosome 6q21 . Contains the first (5') 
two exons of a CDK8 (Cell Division Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogene, ESTs and 
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STSs, complete sequence7/1.9e-46:572:69//Z84480 

R-PLACE1009186//Human Chromosome X, complete sequence 7/0.01 6:322:6 1//AC004070 
R-PLACE1009190//Plasmodium falciparum MAL3P8, complete sequence.//0.050:487:58//AL034560 
R-PLACE1009200//H.sapiens mRNA for sortilin7/1.0e-31 :195:92//X98248 

R-PLACE1009230//Homo sapiens chromosome 19, CIT-HSP BAC 490g23 (BC338531), complete sequenceV/ 
1 .8e-75:364:85//AC005392 

R-PLACE1009246//Cricetulus griseus SRD-2 mutant sterol regulatory element binding protein-2 (SREBP-2) mR- 
NA, complete cds.//6.6e-44:525:7l//U228l8 
R-PLACE1 009308 

R-PLACE1 00931 9//Homo sapiens 12q13.l PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence7/O.O0OlO:l32:75//AC0O4801 

R-PLACE1009328//Homo sapiens chromosome 17, clone hRPK.346_K_lO, complete sequence 7/3.3e-87:576: 
85//AC006120 

R-PLACE1009335//Borrelia burgdorferi (section 62 of 70) of the complete genome.//0.32:315:60//AE001176 
R-PLACE1009338//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE. 14 unordered pieces.//6.8e-05:4H :59//AC005140 

R-PLACE1009368//Homo sapiens PAC clone DJ1179J19 from 7q11.23-q21, complete sequence 7/0.00040:280: 
61//AC004989 

R-PLACE1009375//D. yakuba mitochondrial DNA for origin of replication, small ribosomal RNA , transfer RNAs 
tRNA-fMet, tRNA-GIn, tRNA-lle and tRNA-Va!7/1 .1e-08:444:60//X05915 
R-PLACE1 009388 

R-PLACE1009398//Homo sapiens BAC clone GS011E15 from 5q31, complete sequencer7/0.065:279:61// 
AC002427 

R«nnnnnnnnnnnn//Homo sapiens clone NH0486I22, WORKING DRAFT SEQUENCE, 5 unordered pieces7/1 .Oe- 
06:253:64//AC005038 

R-PLACE1009410//Homo sapiens chromosome 17, clone hRPK.142_H_19, complete sequence7/9.8e-112:561: 
96//AC005919 

R-PLACE1009434//Human DNA sequence from clone 459L4 on chromosome 6p22.3-24.l Contains EST, STS, 
GSS, complete sequence 7/2.2e-2l :126:79//AL031 120 R-PLACE1009443//Homo sapiens nucleolar protein Nop30 
and cytoplasmic protein Myp (NOP) gene, alternatively spliced products, complete cds.//4.5e-1 4:1 17:91// 
AF064598 

R-PLACE1009444//Homo sapiens phosphatidylinositol 4-kinase mRNA, complete cds7/9.6e-85:479:90//L36151 
R-PLACE1 009459 

R-PLACE1009476//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-67A1, complete sequence7/5.6e- 
101:540:94//AC004531 

R-PLACE1009477//Homo sapiens, clone hRPK.l5_A_1 , complete sequence7/3.4e-46:284:9l//AC006213 
R-PLACE1009493//Human Chromosome 1 6 BAC clone CIT987SK-A-363E6, complete sequence7/5.5e-1 07:581: 
92//U91321 

R-PLACE1009524//Homo sapiens DNA sequence from PAC 63G5 on chromosome-22ql2.3-l3.1 . Contains part 
of a gene for a human SEC7 homolog B2-1 (cytohesin-2, Arno, ARF exchange factor) LIKE protein, an unknown 
gene and a gene coding for a Leucine rich protein. Contains ESTs, STSs and GSSs, complete sequence 7/0.74: 
301:61//Z94160 

R-PLACE1009539//Human DNAsequence SEQUENCING IN PROGRESS from clone 167A19, WORKING 
DRAFT SEQUENCE.//5.7e-29:357:74//AL031427 

R-PLACE1009542//CIT-HSP-2166P10.TRB CIT-HSP Homo sapiens genomic clone 2166P10, genomic survey 
sequence.//2.6e-l0:l45:75//B89614 

R-PLACE1009571//RPCI11-61J16.TK RPCI11 Homo sapiens genomic clone R-61J16, genomic survey se- 

quence.//0.016:68:80//AQ202146 

R-PLACE1 009581 

R-PLACE1009595//Homo sapiens clone DJ56J10, complete sequence7/i.8e-38:365:79//AC005006 
R-PLACE1009596//Human DNA sequence *" SEQUENCING IN PROGRESS "* from clone 501 A4, WORKING 
DRAFT SEQUENCE.//1 .2e«29:314:76//Z98051 

R-PLACE1 009607//cSRL-77g9-u cSRL f low sorted Chromosome 1 1 specific cosmid Homo sapiens genomic clone 
cSRL-77g9, genomic survey sequence7/2.le-05:i42:69//B06230 

R-PLACE1009613//Plasmodium falciparum DNA SEQUENCING IN PROGRESS 4 " from contig 4-89. complete 
sequence.//3.6e-08:434:59//AL010266 

R-PLACE1009621//Sequence 50 from patent US 56911477/1 .5e-20:235:73//l 76222 

R-PLACE1009622//CIT-HSP-2023D13.TFB CIT-HSP Homo sapiens genomic clone 2023D13, genomic survey 
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sequenceV/0.72: 1 76:62//B81 271 

R-PLACE1009637//P.falciparum complete gene map of plastid-like DNA (IR-B)7/0.0068:396:59//X95276 
R-PLACE1009639//Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 (ESSAII project) 7/0.01 3:521: 
58//AL021811 

R-PLACE1009659//Homo sapiens mRNA for KIAA0587 protein, complete cds.//1.0e-107:589:92//AB011159 
R-PLACE1009665//Human PAC clone DJ0658N05 from 7p21 , complete sequence.//8.4e-72:487:85//AC003075 
R-PLACE1009670//Homo sapiens genethonin 1 mRNA, complete cds.//2.0e-61 :310:97//AF062534 
R-PLACE1009708//Homo sapiens clone DJ0935K16, complete sequence7/2.8e-i03:542:94//AC0060H 
R-PLACE1009721//Human Cosmid g077ia222 from 7q3L3, complete sequence7/4.6e-85:5i8:88//AC000l09 
R-PLACE1009731//Homo sapiens DNA sequence from PAC 434014 on chromosome lq32.3.-41. Contains the 
HSD11B1 gene for Hydroxysteroid (11 -beta) Dehydrogenase 1, the AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and two novel genes. Contains ESTs and GSSs, 
complete sequence7/0.0033:21 5:65//AL022398 

R-PLACE1009763//Homo sapiens UBA3 (UBA3) mRNA, complete cds7/6.2e-116:598:95//AF046024 
R-PLACE1 009794 

R-nnnnnnnnnnnn//Human DNA sequence from clone 1189B24 on chromosome Xq25-26.3. Contains NADH-Ubi- 
quinone Oxidoreductase MLRQ subunit (EC 1.6.5.3, EC 1.6.99.3, C1-MLRQ), Tubulin Beta and Proto-oncogene 
Tyrosine-protein Kinase FER (EC 2.7.1.112, P94-FER, C-FER, TYK3) pseudogenes, and part of a novel gene 
similar to hypothetical proteins S. pombe C22F3. 1 4C and C. elegans C1 6A3.8. Contains ESTs, an STS and GSSs,. 
complete sequence.//7.5e-88:l91 :96//AL030996 

R-PLACE1009845//Homo sapiens DNA sequence from PAC 234H5 on chromosome 6q2l. Contains an unknown 
gene, ESTs and STSs, complete sequence7/8.7e-19:226:69//Z98172 

R-PLACE1 009879//Homo sapiens genomic DNA, 21 q region, clone: 149C3A68, genomic survey sequence7/2.l e- 
29:230:76//AG002672 

R-PLACE1009886//Homo sapiens PAC clone DJ0997N05 from 7q11.23-q21 .1 , complete sequence7/0.99:203: 
61//AC004945 

R-PLACE1009888//Homo sapiens chromosome 19, BAC CIT-B-393il5 (BC301323), complete sequence7/5.3e- 

91:577:88//AC006116 

R-nnnnnnnnnnnn 

R-PLACE1009921//Homo sapiens cosmid clone HDAB (1S149) insert DNA, complete cosmid.//4.7e-81 :385:84// 
M63005 

R-PLACE1009924//HS_3151_B1_B10__MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l5l CoI=19 Row=D, genomic survey sequence.//5.5e-47:240:99//AOl674l2 
R-PLACE1009925//CIT978SK-A-931F6.TV CIT978SK Homo sapiens genomic clone A-931F6, genomic survey 
sequence.//0.0001 0: 1 59:6B//B51 673 

R-PLACE1009935//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.081 :238:65//AC005308 

R-PLACE1009947//Homo sapiens PAC clone 248015 from I3ql2-ql3, complete sequence7/l .0:353:58// 
AC002483 

R-PLACE1 009971 //Homo sapiens full-length insert cDNA clone ZD38E12.//3.7e-11:152:75//AF086247 
R-PLACE1 009992 

R-PLACE1009995//Plasmodium falciparum chromosome 2, section 4 of 73 of the complete sequence7/0.00i9: 
305:61//AE001367 

R-PLACE1009997//Homo sapiens chromosome 10 clone CIT987SK-1175G20 map I0q25.2-I0q25.3, complete 
sequenceV/1 .8e-43:462:76//AC005874 

R-PLACE1010023//HS_30I8_B1_H10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3018 Col=19 Row=P, genomic survey sequence7/0.00013:198:63//AQ093513 
R-PLACE1 01 0031 //Human DNA sequence from clone 30M3 on chromosome 6p22.1-22.3. Contains three novel 
genes, one similar to C. elegans Y63D3A.4 and one similar to (predicted) plant, worm, yeast and archaea bacterial 
genes, and the first exon of the KIAA0319 gene. Contains ESTs, GSSs and putative CpG islands, complete se- 
quence.//7.4e- 1 1 5:581 :96//AL031 775 

R-PLACE1010053//M.musculus Spnr mRNA for RNA binding protein7/1 .9e-05:136:74//X84692 
R-PLACE1010069//CIT-HSP-2328B12.TF CIT-HSP Homo sapiens genomic clone 2328B12, genomic survey se- 
quence.//2.6e-60:324:94//AQ042094 

R-PLACE1010074//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cdS.//4.6e-87:543:88//AF065482 
R-PLACE1010076//*" SEQUENCING IN PROGRESS Homo sapiens chromosome 4, BAC clone C0473M13; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 4 unordered pieces 7/6. 3e-08:489:58//AC005699 
R-PLACE1010083 
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R-PLACE1010089//F19F22-Sp6 IGF Arabidopsis thaliana genomic clone F19F22, genomic survey sequence.// 
0.14:400:59/B10583 

R-PLACE1010096//R.norvegicus mRNA for 100 kDa protein7/4.3e-91:562:87//X64411 
R-PLACE1010102//Apis metlifera tRNA-Leu cytochrome oxidase II intergenic spacer region, mitochondrial se- 
5 quence.//1 .5e-08:357:60//AF039556 

R-PLACE1010105//Plasmodium falciparum chromosome 2, section 11 of 73 of the complete sequence7/4.0e-09: 
51O:59//AE001374 

R-PLACE1010106//Human DN A sequence ••• SEQUENCING IN PROGRESS *** from clone 54B20, WORKING 
DRAFT SEQUENCER v 4e-12:194:73//Z98304 

10 R-PLACE1010134 

R-PLACE1010148//HS_3128_A1_D09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l28 CoI=17 Row=G, genomic survey sequence .//0.1 7:281 :61//AQ1 40790 
R-PLACE1010152//Mouse mRNA for arylhydrocarbon receptor, complete cds7/3.le-45:351 :81//D38417 
R-PLACE1010181//Homo sapiens clone DJ0914M06. WORKING DRAFT SEQUENCE, 1 unordered piecesV/ 

15 3.6e-06:207:66//AC004928 

R-PLACE1 01 01 941 1 HS_2232_B1_H1 0_M R CIT Approved Human Genomic Sperm Library D. Homo sapiens ge- 
nomic clone Plate=2232 Col=19 Row=P, genomic survey sequence.//2.4e-08:l 34 74//AQ 185425 
R-PLACE1010202//Human DNA sequence from clone 227L5 on chromosome Xp1l .22-11 .3. Contains a Keratin, 
Type 1 Cytoskeletal 1 8 (KRT1 8. CYK1 8. K1 8, CK18) pseudogene and an STS, complete sequenceV/0.00035:383: 

20 61//AL031585 

R-PLACE101 0231//Human DNA sequence SEQUENCING IN PROGRESS from clone 287G14, WORKING 

DRAFT SEQUENCE7/1 .2e-95:519:94//AL033377 

R-PLACE1010261 

R-PLACE1 01 0270//H. sapiens CpG island DNA genomic Msel fragment, clone 85a6. reverse read cpg85a6l rtl a.// 
25 0.068:171 :63//Z63482 

R-PLACE1010274//S.doug)asii gene for cytochrome b7/4.5e-07:276:63//X59280 

R-PLACE1010293//Homo sapiens chromosome 2 PAC RPCI3-417E16 (Roswell Park Cancer Institute Human 

PAC library) complete sequence.//4.7e-91:522:90//AC004464 

R-PLACE1010321 

30 R-PLACE1010324//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS from clone Y38E10, 

WORKING DRAFT SEQUENCE.//5.7e-08:484:57//AL021149 

R-PLACE1010329//Homo sapiens Chromosome 22qll.2 Cosmid Clone 50d10 In IGLC Region, complete se- 
quence./^. 9e-35:328:79//AC000024 

R-PLACE1010341//Homo sapiens clone DJ1125K23, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 
35 1.3e-31:418:66//AC004971 
R-PLACE1010362 

R-PLACE1010364//Mus cookii mitochondrion DNA fragment7/0.23:162:64//M77098 

R-PLACE1 01 0383//Homo sapiens chromosome 1 7, clone hCIT.1 86_H_2, complete sequence.//l .4e-l 05:543:95// 
AC004675 

40 R-PLACE1 01 0401 //Human Chromosome I5qll-ql3 PAC clone pDJ223c9 from the Prader-Willi/Angelman Syn- 

drome region, complete sequence.//0.000l7:268:62//AC004l37 

R-PLACE1010481//Bos taurus C5-glucuronyl epimerase mRNA, partial cdsy/8.6e-79:556:83//AF003927 
R-PLACE1010491//Homo sapiens Cre binding protein-like 2 mRNA, complete cds.//7.3e-88:438:96//AF039081 
R-PLACE1010492//HS_3169_B2_B04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=3i69 Col=8 Row=D, genomic survey sequence.//0.98:i 71 :63//AQl 69892 

R-PLACE1010522//WORKING DRAFT SEQUENCE, 6 unordered piecesy/0.34:407:62//AC006082 
R-nnnnnnnnnnnn 

R-PLACE1 01 0562//CITBI-E 1 -2503B1 6.TF CITBI-E1 Homo sapiens genomic clone 2503B1 6, genomic survey se- 
quence .//6.4e-1 7:1 52:84//AQ265929 
so R-PLACE1010579//Torulopsis glabrata mitochondrial gene for ribosoma! protein varl.//l .7e-05:271 :65//X02893 

R-PLACE1010580 
R-PLACE1010599 

R-PLACE1010616//Human BAC clone RG343P13 from.7q3i, complete sequence7/3.0e-l3:l5l :75//AC002465 
R-PLACE1010622//ArabidOpSiS thaliana BAC F1 1 047/0.0003 1 :366:60//AF096370 
55 R-PLACE1010624//Homo sapiens chromosome 7q22 sequence, complete sequence7/8.2e-34:322:79// 

AF053356 

R-PLACE1010628//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE, 21 unordered pieces7/ 
2.3e-97:515:94//AC004846 
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R-PLACE1010629//HS_3003_A2_C08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3003 Col=16 Row=E, genomic survey sequence.//5.6e-60:32l :95//AQl 30493 
R-PLACE1010630//Plasmodium falciparum chromosome 2, section 19 of 73 of the complete sequenceV/0.051: 
372:59//AE001382 

5 R-PLACE1010631//Homo sapiens mRNA for KIAA0530 protein, partial cds.//2.6e-92:497:93//AB011102 

R-PLACE1010661//CIT-HSP-2008K15TR CIT-HSP Homo sapiens genomic clone 2008K15, genomic survey se- 
quence.//5.7e-27: 1 60:95//B57089 

R-PLACE1010662//Caenorhabditis elegans cosmid C12C8, complete sequence.//9.4e-09:i5i:73//Z8t467 
R-PLACE1010702//CIT-HSP-2314C3.TR CIT-HSP Homo sapiens genomic clone 2314C3, genomic survey se- 
10 quence.//1 .3e-90:459:96//AQ028536 

R-PLACE1010714//Saccharomyces douglasii mitochondrial tRNA-Ser and tRNA-Phe genes, partial sequence, 
and Vanp (van) gene, mitochondrial gene encoding mitochondrial protein, complete cds.//5.3e-08:47B:58// 
U49822 

R-PLACE1010720//Homosapienschromosome-associatedprotein-e(hCAP-C)mRNA, partial cds7/3.8e-55:300: 
15 95//AF092564 

R-PLACE1010739//Human DNA sequence from clone 393P23 on chromosome Xq21.t-21.33. Contains GSSs, 

complete sequence 7/3 .4e-89:507:90//Z95400 

R-PLACE1010743 

R-PLACE1 01 0761 //Homo sapiens chromosome 17, clone hRPK.294_J_22, complete sequence7/3.0e-1 03:511: 
20 97//AC005921 

R-PLACE1010771 
R-PLACE1010786 

R-PLACE1010800//Homo sapiens clone NH0084K19, WORKING DRAFT SEQUENCE, 30 unordered pieces.// 
1 .8e-43:545:71//AC005682 

25 R-PLACE1010802//Phoebis agarithe large subunit ribosomal RNA gene, partial sequence; tRNA-Val gene, com- 
plete sequence; and small subunit ribosomal RNA gene, partial sequence, mitochondrial genes for mitochondrial 
RNAS.//1 .9e-09:492:59//AF044862 

R-PLACE1010811//Homo sapiens Xp22 BAC GSHB-257G1 (Genome Systems BAC Library) complete se- 
quence.//0.041 :41 5:59//AC002524 
30 R-PLACE1010833 

R-PLACE1010856//Plasm0dium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces 7/0.0022:51 2 :55//AC0041 53 

R-PLACE1010857//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 11/11//4.9e-85:507:90//AB020868 
35 R-PLACE1010870//RPCI11-59K21:TK RPCM1 Homo sapiens genomic clone R-59K21, genomic survey se- 

quence.//8.2e-85:422:97//AQl 95697 

R-PLACE1010877//Homo sapiens mRNA for KIAA0610 protein, partial CdS.//7.0e-1 00:501 :96//AB011182 
R-PLACE1 01 089t//Homo sapiens chromosome X clone 592, WORKING DRAFT SEQUENCE, 8 unordered piec- 
es. //0. 1 0:1 62:61//AC002489 

40 R-PLACE1010896//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 

DRAFT SEQUENCE, 8 unordered pi ecesV/0. 00032:409 :59//AC005505 
R-PLACE1010900//Homo sapiens DNA, trinucleotide repeats reg ion 7/3 .2e-07: 180: 71 //AB0 18488 
R-PLACE1010916//Plasmodiumfalciparum DNA*" SEQUENCING IN PROGRESS **MromMAL4P1, WORKING 
DRAFT SEQUENCE7/0.041 :205:60//AL034557 

45 R-PLACE1010917 

R-PLACE1010925//HS_2027_B2_B09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2027 Col=18 Row=D, genomic survey sequence 7/1. 6e-46:404:77//AQ247031 
R-PLACE1010926//Homo sapiens mRNA for KIAA0554 protein, partial cds.//4.2e-65:402:89//AB011126 
R-nnnnnnnnnnnn//Homo sapiens intersectin short form mRNA, complete cds.//1 .9e-80:441 :93//AF064243 

50 R-PLACE1010944 

R-PLACE1010947//D.discoideum rasG gene7/0.00044:181:65//Z11533 

R- PLACE 1 0 1 0954//Homo sapiens clone RG228D1 7, WORKING DRAFT SEQUENCE, 2 unordered pieces7/3.0e- 
51:518:74//AC005077 

R-PLACE1 01 0960//Human DNA sequence SEQUENCING IN PROGRESS ## * from clone 451 B21 , WORKING 
55 DRAFT SEQUENCE7/0.022:292:63//AL033522 

R-PLACE1010965//Human marinen transposase gene, complete consensus sequence7/l .0e-64:444:84// 
U52077 

R-PLACE1011026//Rickettsia prowazekii strain Madrid E, complete genome; segment 3/47/0.59:345:61// 
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AJ235272 

R-PLACE1 01 1 032//Human DN A sequence from PAC 389A20 on chromosome X contains ESTs STS, CpG islands 
and polymorphic CA repeat7/0.62:82:75//Z93242 
R-PLACE1011041//H.sapiens DNA sequence7/0.051:162:66//Z22248 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0581 protein, partial cds.//2.9e-100:563:91//AB011153 
R-PLACE1 01 1 054//Human DNA sequence from PAC 46H23, BRCA2 gene region chromosome 1 3ql 2-1 3 contains 
Klotho, ESTs7/4.7e-29:280:73//Z84483 

R-PLACE1 01 1 056//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 341 D1 0, WORKING 
DRAFT SEQUENCER .7e-39:288:84//Z97985 

R-PLACE1011057//CIT-HSP-2014F10.TF CIT-HSP Homo sapiens genomic clone 2014F10, genomic survey se- 
quence7/2.4e-60:370:90//B58896 

R-PLACE1011090//Homo sapiens chromosome 4 clone B200N5 map 4q25. complete sequence 7/0.12:489:59// 
AC005509 

R-PLACE1011109//Homo sapiens chromosome Y, clone 486, 0, 2, complete sequence7/8.4e-43:427:76// 
AC002531 

R-PLACE1011114//Homo sapiens mRNA from HIV associated non-Hodgkin's lymphoma (clone hll-14)7/1 .7e-29: 
179:94//Y16709 

R-PLACE1 0111 33//HS-1 058-B1 -H02-M Fabi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 780 Col=3 Row=P, genomic survey sequence 7/1 .0:1 33:63//44006 

R-PLACE1011143//H.sapiens CpG island DNA genomic Msel fragment, clone I27a4, forward read 
cpg127a4.ft1a7/1.0:127:67//Z56550 

R-PLACE1011160//Homo sapiens HRIHFB2038 mRNA, partial cds 7/2. 4e-95:534:91 //AB0 15333 
R-PLACE1011165//Human Cosmid g5129s232 from 7q31.3, complete sequence 7/0. 47:355:58//AC003968 
R-PLACE1 01 1 1 85//Homo sapiens clone DJ00381 1 0, WORKING DRAFT SEQU ENCE, 5 unordered pieces7/1 .3e- 
26:403:70//AC004820 

R-PLACE1011203//paramecium species 4.51er mt dna dimer: replication init. region, clone 1 7/1 .Oe- 10:379:60// 
K00908 

R-PLACE1011219//HS_3036_B1_F08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3036 Col=15 Row=L, genomic survey sequence 7/2. 6e-39:253:88//AQ 104587 
R-PLACE1011221//Homo sapiens T-cell receptor alpha delta locus from bases 250472 to 501670 (section 2 of 5) 
of the Complete Nucleotide Sequence7/0.32:279:60//AE000659 

R-PLACE1011229//HS_3002_B1_E10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3002 CoI=19 Row=J, genomic survey sequence 7/9 .3e-3l:3l 7: 74//AQ303626 
R-PLACE1011263//Homo sapiens BAC clone GS166A23 from 7p21, complete sequence7/1.2e- 109:571:94// 
AC005014 

R-PLACE1011273//Saccharomyces douglasii mitochondrial cytochrome c oxidase subunit I (COXI) gene, com- 
plete Cds7/0.00027:337:61//M97514 
R-PLACE1011291 

R-PLACE1011296//H.sapiens steroid reductase pseudogene 7/4. 2e-37: 326 :80//M 68887 
R-PLACE1011310//H.sapiens 5' flanking sequence of gene for corticotropin7/0 .00 17:41 6:60//X67661 
R-PLACE1011325//Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence.3.0e-10: 
511:59//AE001398 

R-PLACE1011332//Homo sapiens chromosome 17, clone HCIT3L16, WORKING DRAFT SEQUENCE, 7 unor- 
dered pieces7/8.3e-06:250:64//AC002344 

R-PLACE1 01 1 340//Human BAC clone RG341 D1 0 from 7pl 5-p21 , complete sequence7/0.67:290:58//AC002530 
R-PLACE1011375//Mus musculus Kv3.4 gene, exon 47/6.8e-23:190:86//AJ010310 

R-PLACE1011399//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces7/0.22:359:60//AC005140 

R-PLACE1011419//Human DNA sequence from cosmid U90B3, on chromosome Xpn, contains ESTs7/5.1e-32: 
282:81//Z74022 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0530 protein, partial cds7/1.5e-H2:600:94//AB011102 
R-PLACE1 011 452//Homo sapiens clone DJ0945F02, WORKING DRAFT SEQUENCE, 7 unordered pieces7/3.9e- 
77:303:85//AC006013 
R-PLACE1011465 

R-PLACE1011472//Homo sapiens mRNA for KIAA071 2 protein, complete cds7/7.9e-1 03:51 5 :96//AB0 18255 
R-PLACE1011492//A-837A4.TP CIT978SK Homo sapiens genomic clone A-837A4, genomic survey sequence7/ 
6.5e-37:234:82//B!4085 

R-PLACE1011503//Homo sapiens chromosome 17, clone hRPC.1171 J_10. complete sequence70.99:267:60// 
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AC004687 

R-PLACE1 01 1 520//Homo sapiens clone DJ111 9N05. complete sequence V/2.0e-l 16:591 :96//AC004968 
R-PLACE1011563//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//1 .2e-1 3:566 :59//AC004688 
5 R-PLACE1011567//Plasmodium-falciparum MAL3P6. complete sequence7/0.62:358:61//Z98551 

R-PLACE1 01 1 576//Homo sapiens DNA from chromosome 1 9, BAC 331 52, complete sequence 7/8. 7e-45:400:78// 
AC003973 

R-PLACE1011586//Homo sapiens chromosome 17, clone HRPC890E16, complete sequence7/2.2e-59:338:93// 
AC004477 

jo R-PLACE1011635//C.pasteurianum pfl gene and act geneV/0.71 :288:60//X93463 

R-PLACE1011641//Mycoplasma genitalium random genomic clone sgll, partial cds7/0.023:232:60//U02205 
R-PLACE1011643//Homo sapiens chromosome 19, cosmid R33590, complete sequence.//i ,4e-2l :432:67// 
AC005620 

R-PLACE1011649//Homo sapiens clone 24432 mRNA sequence.//7.8e-72:4l4:91//AF070535 
?5 R-PLACE1011650//Human PAC clone DJ327A19 from Xq25-q26, complete sequence 7/5. ie-27: 174:79// 
AC002477 

R-PLACE1 01 1 664//Human DNA sequence SEQUENCING IN PROGRESS *" from clone. 460D1 9, WORKING 
DRAFT SEQUENCE7/7.4e-05:238:65//AL031905 

R-PLACE1 01 1 675//C1T-HSP-2370M 1 6.TR CIT-HSP Homo sapiens genomic clone 2370M 1 6, genomic survey se- 
20 quence.//1 .3e-27:233:81//AQl 08283 

R-PLACE1011682//H.sapiens HLA-DMB gene7/2.3e-22:390:67//X76776 

R-PLACE1011719//Homo sapiens 12q24.2 BAC RPCI11-360E11 (Roswell Park Cancer Institute Human BAC Li- 
brary) complete sequence7/3.le-24:409:66//AC004806 

R-PLACE1011725//Homo sapiens unknown mRNA downregulated by induced differentiation with 13-cis retinoic 
25 acid7/0.13:143:65//AF026526 

R-PLACE1011729//Human DNA sequence # " SEQUENCING IN PROGRESS from clone Y738F9, WORKING 
DRAFT SEQUENCE7/1 .1 e-1 5:1 57:82//AL022345 

R-PLACE1 01 1 749//Homo sapiens clone RG31 5H1 1 , WORKING DRAFT SEQUENCE, 5 unordered pieces7/l .5e- 
38:31 4:81//AC005089 

30 R-PLACE1011762//Homo sapiens BAC clone RG067E13 from 7q21, complete sequence7/1 .9e-35:538:68// 

AC002383 

R-PLACE1 01 1 778//CIT-HSP-2326C1 7.TV CIT-HSP Homo sapiens genomic clone 2326C1 7, genomic survey se- 
quence7/2.8e-58:346:91//AQ028782 

R-PLACE1011783//Human DNA sequence — SEQUENCING IN PROGRESS *" from clone 229A8, WORKING 
35 DRAFT SEQUENCE7/4.6e-38:288:84//Z86090 

R-PL7\CE1011858//Human DNA sequence from clone 496N17 on chromosome 6p11 .2-12.3 Contains EST, GSS, 
complete sequence74. 1 e-1 04:524:97//AL031 321 

R-PL_ACE1011874//Homo Sapiens Chromosome X clone DWXD312, complete sequence7/2.le-l 00:51 1:95// 
AC004478 

40 R-PLACE1011875 

R-PLACE1011891//Human Jens membrane protein (mpl9) gene, exon 11.//0.0011:195:64//L04193 
R-PI_ACE1011896//Homo sapiens DNA sequence from PAC 434014 on chromosome lq32.3.-41. Contains the 
HSD11B1 gene for Hydroxysteroid (11 -beta) Dehydrogenase 1 , the AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and two novel genes. Contains ESTs and GSSs, 

45 complete sequence 7/0.01 0:1 10:74//AL022398 

R-PLACE1011922//Homo sapiens chromosome 21q22.3 PAC 171F15, complete sequence7/3.5e-l 0:1 52:74// 
AF042090 

R-PLACE1 01 l923//Homo sapiens serum-inducible kinase mRNA, complete cds.//7.0e-98:546:92//AF0596l7 
R-PLACE1 01 1 962//CIT-HSP-2294L24.TF CIT-HSP Homo sapiens genomic clone 2294L24, genomic survey se- 
50 quence.//0.31 :131 :63//AQ0O6352 

R-PLACE1011964//Homo sapiens chromosome 17, clone HRPC987K16, complete sequence 7/2.5e-08:393:63// 
AC002994 

R-PLACE1011S82//Arabidopsis thaiiana genomic DNA, chromosome 3, P1 clone: MDJ14, complete sequence7/ 
9.6e-09:463:62//AB016889 

55 R-PLACE1011995//Human Down Syndrome region of chromosome 21, clone A12H1-2H4.//2.7e-39:294:82// 

U44738 

R-PLACE1012031//Homo sapiens mRNA for KIAA0713 protein, partial cds7/2.5e-1 04:540 :95//AB01 8256 
R-PLACE2000003//Human PAC clone DJ404F18 from Xq23, complete sequence7/4.9e-10:439:63//AC004000 



2044 



EP1 074 617 A2 



R-PLACE2000007//Human fibroblast growth factor receptor 3 (FGFR3) gene, intron 37/1 .0:151 :66//L78722 
R-PLACE2000011//Homo sapiens clone 614 unknown mRNA, complete sequence7/l .5e-l03:524:95//AF091080 
R-PLACE2000015//Homo sapiens PAC clone DJ269005 from Xq23, complete sequence 7/0.94:372:57//AC0051 91 
R-PLACE200001 7//Homo sapiens chromosome 1 7, clone hCIT. 1 62_E .1 2, complete sequence7/3.0e-55:299:86// 
5 AC006236 

R-PLACE2000021//CIT-HSP-2343C1 8TR CIT-HSP Homo sapiens genomic clone 2343C18, genomic survey se- 
quence .//4.5e-54:295:94//AQ058 140 

R-PLACE2000033//H.sapiens gene for mitochondrial ATP synthase c subunit (P1 form).//6.5e-38:298:82//X69907 
R-PLACE2000034//Homo sapiens clone DJ061 3C23, WORKING DRAFT SEQUENCE, 4 unordered pieces7/5.3e- 
10 34:200:79//AC005628 ' 

R-PLACE2000039//Homo sapiens BAC clone RG060N22 from 7q21, complete sequence.//1 .8e-49:274:89// 
AC003083 

R-PLACE2000047//CIT-HSP-2373C2.TR CIT-HSP Homo sapiens genomic clone 2373C2, genomic survey se- 
quence.//! .8e-48:389:79//AQl 12243 
is R-PLACE2000050//Human DNA sequence — SEQUENCING IN PROGRESS *** from clone 117715, WORKING 

DRAFTSEQUENCE.//0.0027:95:76//AL022315 

R-PLACE2000061//Homo sapiens mRNA for KIAA0575 protein, complete cds.//2.9e-39:429:72//AB011147 
R-PLACE2000062//Homo sapiens clone DJ0539M06, WORKING DRAFT SEQUENCE, 10 unordered pieces.// 
5.9e-40:31 0:84//AC004832 

20 R-PLACE2000072//Homo sapiens ZNF202 beta (ZNF202) mRNA, complete cds7/1 .9e-109:550:95//AF027219 

R-PLACE2000097//Homo sapiens chromosome 12pl3.3 Clone RPCI1M89M20, WORKING DRAFT SE- 
QUENCE, 39 unordered pieces.//1 .6e-106:553:95//AC005910 

R-PLACE20001 00//Human DNA sequence from clone 301 K23 on chromosome 1 p35.1 -36.21 . Contains the 5' part 
of a novel gene similar to predicted yeast and worm genes. Contains ESTs and GSSs, complete sequence7/l .8e- 
25 38:285:84//AL031730 

R-PLACE2000103//Human DNA sequence SEQUENCING IN PROGRESS from clone 20208, WORKING 
DRAFT SEQUENCE.//4.3e-1 1 3:559:97//AL031 848 

R-PLACE2000111//Rat MLC1V gene encoding alkali myosin ventricel light chain, exon 17/0.00041:347:61// 
X16325 

30 R-PLACE20001 15//Cervus elaphus MHC class II DRB pseudogene, intron 2 microsatellite.//0.50:l65:63//U63067 

R-PLACE2000132 

R-PLACE20001 36//Plasmodium falciparum DNA •*• SEQUENCING IN PROG RESS **• from contig 3-30, complete 
sequence.//0.0032:310:61//AL008974 

R-PLACE2000140//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 11703, WORKING 
35 DRAFT SEQUENCE7/1 .1 e-1 1 1 :566:96//AL020995 

R-PLACE2000164 

R-PLACE2000170//"* SEQUENCING IN PROGRESS Homo sapiens chromosome 4, BAC clone C0024K08; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 5 unordered pieces7/3.9e-40:390:76//AC005598 
R-PLACE2000172 
40 R-PLACE2000176 

R-PLACE2000187//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 268H5, WORKING 
DRAFTSEQUENCE.//8.7e-45:298:87//AL008718 

R-PLACE2000216//Dog nonerythroid beta-spectrin mRNA, 3' end.//5.6e-88:495:92//L02897 
R-PLACE2000223 

« R-PLACE2000235//HS_3159_B1_B06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3i59 Col=11 Row=D, genomic survey sequence7/1 .8e-88 : 454 :96//AQ 179271 
R-PLACE2000246//Homo sapiens chromosome 3p clone RPCI4-544D10, WORKING DRAFT SEQUENCE, 58 
unordered pieces.//9.1e-4l :282:86//AC005902 

R-PLACE2000264//Homo sapiens DNA sequence from PAC 95C20 on chromosome Xpl 1 .3-1 1 .4. Contains STSs 
so and the DXS7 locus with GT and GTG repeat polymorphisms, complete sequence 7/8.3e-35:305:80//Z971 81 

R-PLACE2000274//Human Chromosome 16 BAC clone CIT987SK-A-211C6, complete sequence7/3.5e-1 8:325: 
67//AC002394 

R-PLACE2000302//Homo sapiens chromosome 17, clone HRPC1067M6, complete sequence 7/1 .5e-39:287:85// 
AC003043 

55 R-PLACE2000305//Human DNA sequence SEQUENCING IN PROGRESS from clone 16915, WORKING 

DRAFT SEQUENCE7/1 .2e-43:295:85//Z93015 

R-PLACE2000317//Human DNA sequence from clone 245G19 on chromosome Xp22.1l-22.2 Contains serine- 
threonine kinase (Txp3) gene, a pseudogene similar to ALPHA-1 PROTEIN ((CONNEXIN 43, CX43, GAP JUNC- 
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TION 43 KD HEART PROTEIN)), and the 3' end of the RS1 (X-linked juvenile retinoschisis precursor protein) 
gene. Contains ESTs, STSs and GSSs, complete sequence.//4.0e-05:284:65//Z92542 

R-PLACE2000335//Homo sapiens clone DJ0755D09, WORKING DRAFT SEQUENCE, 3 unordered pieces7/1 .5e- 
26:334:70//AC006147 

R-PLACE2000342//Fugu rubripes cosmid 258N02 containing IGFII, TH, NAP2 genes7/4.0e-05:254:64//AL021 880 
R-PLACE2000347//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 799N4, WORKING 
DRAFT SEQUENCE.//1 .6e-82:504:88//AL022147 

R-PLACE2000359//Human DNA sequence *** SEQUENCING IN PROGRESS * # * from clone 40E1 6, WORKING 
DRAFT SEQUENCE7/2.0e-36:314:80//AL031963 

R-PLACE2000366//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 796F1 8, WORKING 

DRAFT SEQUENCE V/2.0e-48:389:807/AL031 291 

R-PLACE2000371 

R-PLACE2000373//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 324M8. WORKING 
DRAFT SEQUENCE.//0.61 :231 :61//AL008734 

R-PLACE2000379//Homo sapiens clone DJ0892G19, complete sequence7/3.5e-H:287:67//AC004917 
R-PLACE2000394//Human DNA sequence from clone 465N24 on chromosome 1 p35.l -36.1 3. Contains two novel 
genes, ESTs, GSSs and CpG islands, complete sequencey/6.8e-l 08:553: 96//AL03 1432 
R-PLACE2000398//Homo sapiens clone RG074A24, WORKING DRAFT SEQUENCE, 25 unordered piecesV/ 
2.9e-26:326:73//AC005059 
R-PLACE2000399 

R-PLACE2000404//Homo sapiens chromosome 5, BAC clone 282B7 (LBNL H192), complete sequencey/6.5e- 
84:434:96//AC005216 

R-PLACE2000411//P.clarkii mRNA; repeat region (ID 2R).//0.47:104:70//Z54273 
R-PLACE2000419 

R-PLACE2000425//Homo sapiens X-linked anhidroitic ectodermal dysplasia protein gene (EDA), exon 2 and flank- 
ing repeat regions.//1 .9e-40:447:74//AF0O3528 
R-PLACE2000427 

R-PLACE2000433//Human Chromosome 15 pac pDJ24m8, complete sequence.//3.5e-40:286:85//AC000379 
R-PLACE2000435 

R-PLACE2000438//Homo sapiens full-length insert cDNA clone ZE04D01 .//2.2e-1 07:523 :98//AF086521 

R-PLACE2000450 4. 1 e-42:328:79//AG006257 

R-PLACE2000455 

R-PLACE2000458//Homo sapiens chromosome 5p, BAC clone 50g2l (LBNL H154), complete-sequencey/5.le- 
116:570:97//AC005740 

R-PLACE2000465//Human BAC clone RG191D16, complete sequence.//6.3e-37:408:75//AC002460 
R-PLACE200M77//M. musculus tex264 mRNA (3'region).//7.5e-06:117:76//X80427 
R-PLACE3000004 

R-PLACE3000029//Human DNA sequence from PAC 506G2 contains STSs and a CpG island.//5.8e-34:308:78// 
282976 

R-PLACE3000059//Mus musculus mRNA for ubiquitin conjugating enzymey/1.le-36:273:87//Y17267 
R-PLACE3000070//Homo sapiens chromosome 5, PAC clone I7ei9 (LBNL H148). complete sequence7/2.3e-10: 
181:71//AC004648 

R-PLACE3000103//Human DNA sequence *" SEQUENCING IN PROGRESS " # from clone 30A23, WORKING 
DRAFT SEQUENCE.//1 .2e-48:495:74//AL022156 

R-PLACE3000119//Homo sapiens Chromosome 22qi2 BAC Clone 58b8 In Meningioma Deletion Region, com- 
plete sequence7/3.4e-39:283:85//AC000026 

R-PLACE3000124//Homo sapiens chromosome 5, P1 clone 793c5 (LBNL H57), complete sequencey/9.2e-23: 
171:76//AC005200 

R-PLACE3000136//U.arctos microsatellite DNA, clone UarMU23.//0.00052:171:65//Y09645 
R-PLACE3000142//HS_3037_82_B02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3037 Col=4 Row=D, genomic survey Sequence.//0.88:121 :66//AQ097023 
R-PLACE3000147//Mus musculus DNA for ADAMTS-1 . complete cds.//3.3e-23:472:66//AB001735 
R-PLACE30001 48//Human DNA from cosmid L27h9, Huntington's Disease Region, chromosome 4pl 6.3 contains 
. CpG iSland7/3.5e-11:176:73//Z49237 
R-PLACE3000155//Homo sapiens chromosome 17, clone hRPK.597_M_12, complete sequence7/6.9e-l 06:549: 
94//AC005277 

R-PLACE3000156//Homo sapiens BAC clone RG067E13 from 7q21, complete sequence.//7.0e-38:545:70// 
AC002383 
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R-PLACE3000157 

R-PLACE3000158//, complete sequence7/1 .4e-33:283:81//AC005500 
R-PLACE3000160 

R-PLACE3000169//Homo sapiens chromosome 19, BAC CIT-B-I9ln6, complete sequence.//5.2e-43:229:85// 
5 AC006130 

R-PLACE3000194 

R-PLACE3000197//Homo sapiens chromosome 17, clone hRPK.40l_O_9, complete sequence 7/7.2e-6l:394:89// 
AC005291 

R-PLACE3000199//Homo sapiens Xq28 genomic DNA in the region of the L1CAM locus containing the genes for 
io neural cell adhesion molecule L1 (L1CAM), arginine-vasopressin receptor (AVPR2), C1 p115 (C1), ARD)1 N- 

acetyltransferase related protein (TE2), renin-binding protein (RbP), host cell factor 1 (HCF1), and interleukin-1 
receptor-associated kinase (IRAK) genes, complete cds, and Xq28iu2 gene7/0.23:309:57//U52H2 R- 
PLACE3000207//CIT-HSP-384B14.TR CIT-HSP Homo sapiens genomic clone 384B14, genomic survey se- 
quence 7/1.1 e-1 5: 156:81 //B54637 
is R-PLACE3000208//Human DNA sequence *** SEQUENCING IN PROGRESS — from clone 591 N1 8, WORKING 

DRAFT SEQUENCE7/1 .3e-1 6: 1 39:87//AL031 594 

R-PLACE3000218//HS_3185_B1_B01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3185 Col=1 Row=D, genomic survey sequence7/3.5e-07:120:75//AQ 155720 
R-PLACE3000220//Homo sapiens chromosome 17, clone HRPC1096F1, complete sequence 7/2.4e-44:363:80// 
20 AC004167 

R-PLACE3000226//Caenorhabditis elegans cosmid M0lG57/0.88:95:77//AF078786 

R-PLACE3000230//Homo sapiens ccr2b (ccr2), ccr2a (ccr2), ccr5 (ccr5) and ccr6 (ccr6) genes, complete cds, and 
lactoferrin (lactoferrin) gene, partial cds. complete sequence.//5.3e-69:536:81//U95626 
R-PLACE3000242//Sequence 1 from patent US 559991 87/3.2e-62:546:78//l35489 
25 R-PLACE3000244//M.musculus mRNA for 200 kD protein7/1 .7e-45:404:75//X80169 

R-PLACE3000254//Human mRNA for KIAA0309 gene, partial cds.//7.5e-28:1 74:94//AB002307 
R-PLACE3000271 //Human DNA sequence SEQUENCING IN PROGRESS *" from clone 423B22, WORKING 
DRAFT SEQUENCE 7/3.9e-54:492:77//AL034379 

R-PLACE3000276//Homo sapiens PAC clone DJ0320J15 from Xq23, complete sequence7/5.4e-1 2: 176:69// 
30 AC004081 

R-PLACE3000304//Homo sapiens chromosome 19, cosmid R26660, complete sequence7/5.7e-l 14:555:97// 
AC005328 

R-PLACE3000310//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 467L1, WORKING 
DRAFT SEQUENCE7/6.2e-51:314:84//Z98884 
35 R-PLACE3000320//Homo sapiens elastin gene, exons 5-27 and alternatively spliced products, partial cds7/2.5e- 

44:289:90//U93037 

R-PLACE3000322//Human argininosuccinate lyase (ASL) gene, exon 37/5.9e-20:153:88//M21006 
R-PLACE3000331//Homo sapiens clone DJ0592G07, WORKING DRAFT SEQUENCE, 3 unordered pieces7/ 
1 . 1 e-43 :230 :84//AC005480 
40 R-PLACE3000339 

R-PLACE3000341//Homo sapiens 3p22Contig 7 PAC RPCI4-672N11 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence 7/2.5e-11i:550:97//AC006055 

R-PLACE3000350//Human DNA sequence from clone 243E7 on chromosome 22ql 2.1 . Contains ESTs. STSs and 
GSSs, complete sequence7/1.5e-44:314:78//AL022323 
45 R-PLACE3000352//HS_3095_B1_E09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3095 Cot=!7 Row=J, genomic survey sequence7/8.5e-73:356:99//AQi23l42 
R-PLACE3000353//Caenorhabditis elegans DNA SEQUENCING IN PROGRESS *" from clone Y22F5, 
WORKING DRAFT SEQUENCE7/0.21:194:63//Z99712 

R-PLACE3000362//Plasmodium falciparum coronin gene, isolate 3D77/0.26:360:60//AJ002197 

50 R-PLACE3000363 

R-PLACE3000365//Human BAC clone RG343P13 from 7q31. complete sequence.//4.6e-52:487:76//AC002465 
R-PLACE3000373//HS_320231_G05^T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3202 Col=9 Row=N, genomic survey sequence7/2.4e-75:437:90//AQ252699 
R-PLACE3000388//Human DNA sequence SEQUENCING IN PROGRESS from clone 732E4, WORKING 

55 DRAFT SEQUENCE7/6.4e-61 :51 5:81//AL008722 

R-PLACE3000399//Homo sapiens clone DJ1186P10, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
0.00098:444:60//AC005231 

R-PLACE3000400//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence. WORKING 
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DRAFT SEQUENCE, 7 unordered pieces 7/0. 78:1 55 :66//AC005506 

R-PLACE3000401//Homo sapiens clone DJ1147A01 , WORKING DRAFT SEQUENCE, 25 unordered pieces.// 
8.0e-47:223:81//AC006023 

R-PLACE3000402//Homo sapiens chromosome 17, clone 104H12, complete sequence 7/1 .0:179:63//AC000003 
5 R-PLACE3000405//Homo sapiens chromosome 7qtelo BAC F6, complete sequence7/2.4e-44:466:74//AFi 04455 

R-PLACE3000406//Human DNA sequence SEQUENCING IN PROGRESS from clone 268H5, WORKING 
DRAFTSEQUENCE.//7.7e-49:471:75//AL008718 
R-PLACE3000413 

R-PLACE3000416//Homo sapiens SEQUENCING IN PROGRESS — from PAC 1577, WORKING DRAFT SE- 
10 QUENCE7/5.4e-42:416:77//AJ009612 

R-PLACE3000425//Human DNA sequence from PAC 130G2 on chromosome 6p22.2-22.3. Contains ribosomal 
protein L29 pseudogene, ESTs and STSsV/1 .1 e-41 :366:78//AL008627 

R-PLACE3000455//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 469D22, WORKING 
DRAFT SEQUENCE.//3.8e-98:549:92//AL031 284 
is R-PLACE3000475//Human signal transducing adaptor molecule STAM mRNA, complete cdsV/1 .9e-82:440:92// 
U43899 

R-PLACE3000477 

R-PLACE4000009//R.norvegicus mRNA encoding 45kDa protein which binds to heymann nephritis antigen 
gp330.//6.6e-1 7:344:68//Z1 1 995 
20 R-PLACE4000014//Homo sapiens mRNA for KIAA0809 protein, partial cds7/2.7e-83:433:95//AB01 8352 

R-PLACE4000034//CSRL-51 C5-u cSRL flow sorted Chromosome 1 1 specific cosmid Homo sapiens genomic clone 
CSRL-51C5, genomic survey Sequence7/0.54:116:66//B04984 

R-PLACE4000049//Human BAC clone GS165I04 from 7q21 , complete sequence 7/0 .29:3 13:59//AC002379 
R-PLACE4000052//Plasmodium falciparum DNA '"SEQUENCING IN PROGRESS*** from MAL4P1, WORKING 
25 DRAFT SEQUENCEy/0.0058:466:57//AL034557 

R-PLACE4000063//Homo sapiens chromosome 7q22 sequence, complete sequence.//0.98:246:61//AF053356 
R-PLACE4000089//RPCI11-15I1.TUB RPC1-11 Homo sapiens genomic clone RPCI-11-1511 , genomic survey se- 
quence7/3.2e-07:284:60//B82414 

R-Pl_ACE4000093//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
30 DRAFT SEQUENCE, 7 unordered pieces.//2.4e-07:429:60//AC005506 

R-PLACE4000100 

R-PLACE4000105//Homo sapiens clone 24551 unknown mRNA, partial cds7/9.3e-100:419:91//AF055010 
R-PLACE4000128//Human Chromosome 16 BAC clone CIT987SK-A-61E3, complete sequence7/9.6e-45:284: 
90//AC003007 

35 R-Pl_ACE4000129//Homo sapiens mRNA, chromosome 1 specific transcript KIAA05007/1 .6e- 19: 118:100// 

AB007969 

R-PLACE4000147//Homo sapiens BAC clone NH0342K06 from 2, complete sequence7/8.9e-1 7:208:73// 
AC005034 

R-PL7\CE4000156//Homo sapiens DNA sequence from PAC 352A20 on chromosome 6q24.l-25.1. Contains a 
<o pseudogene similar to yeast, bacterial, worm and slime mold hypothetical genes, and a gene coding for an aldehyde 

dehydrogenase family protein. Contains ESTs, STSs and GSSs, complete sequence.//3.7e-43:28l :90//AL02l939 
R-PLACE4000192 

R-PLACE4000222//Homo sapiens clone DJ1129J21, WORKING DRAFT SEQUENCE, 25 unordered pieces7/ 
5.4e-44:280:82//AC005631 
45 R-PLACE4000233//Homo sapiens full-length insert cDNA YH59G067/1.8e-79:414:97//AF074981 

R-PLACE4000247//Homo sapiens chromosome 17, clone hRPK.l56_L_14, complete sequence7/5.7e-59:558: 
76//AC005821 

R-PLACE4000250//CIT-HSP-2335L20TR CIT-HSP Homo sapiens genomic clone 2335L20, genomic survey se- 
quence 7/1. 7e-44:3 13 :84//AQ037381 
so R-PLACE4000252//Homo sapiens chromosome 17, clone hRPK.700_H_6, complete sequence.//l .5e-39:311 :83// 

AC005920 

R-PLACE4000261//H.sapiens BFlP-g1H03np gene for immunoglobulin heavy chain variable region7/0.33:197: 
61//Z80410 

R-PLACE4000269//Homo sapiens chromosome 4 clone B368A9 map 4q25, complete sequence 7/1 .4e-3l:327: 
55 68//AC005510 

R-PLACE4000270//Homo sapiens DNA for amyloid precursor protein, complete cds.//2.3e-32:345:74//D87675 
R-PLACE4000300//Sequence 61 from patent US 57443007/0.001 7:51 :98//AR003339 

R-PI_ACE4000320//Human DNA sequence from clone 44U1 on chromosome 6p24 Contains STS. GSS. complete 
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sequence.//8.2e-41 :295:85//Z99495 

R-PLACE4000323//Human chromosome 11 I87a8 cosmid, complete sequence V/1.3e-32:404:75//U73640 
R-PLACE4000326 

R-PLACE4000344//Homo sapiens PAC clone DJ0988G15 from 7q33-q35, complete sequence 7/0. 32: 135:68// 
5 AC005587 

R-PLACE4000367//H.$apiens gene encoding RING finger protein7/0.61:146:67//Y07629 
R-PLACE4000369//HS_3181_A1_B02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3i8l Col=3 Row=C, genomic survey sequence7/7.ie-80:424:94//AQ 173222 
R-PLACE4000379//Human DNA sequence SEQUENCING IN PROGRESS from clone 11 04E1 5, WORKING 
10 DRAFT SEQUENCE.//1.7e-05:160:65//AL022312 

R«PLACE4000387//Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE. 6 unordered pieces 7/2. 4e- 
47:351 :81//AC00491 3 

R-PLACE4000392//Human DNA sequence from clone 751 H9 on chromosome 6q 1 3. Contains part of an unknown 
gene, ESTs, STSs and GSSs, complete sequence7/8.5e-88:54i :88//AL034377 
is R-PLACE4000401//Human Chromosome 11 overlapping pacs pDJ235kio and pDJ239b22, WORKING DRAFT 
SEQUENCE, 17 unordered pieces.//2.7e-17:143:83//AC000406 
R-PLACE4000411 

R-PLACE4000445//Homo sapiens clone DJ0613C23, WORKING DRAFT SEQUENCE, 4 unordered pieces7/ 
0.028:91 :78//AC005628 

20 R-PLACE4000465//Human DNA sequence '** SEQUENCING IN PROGRESS *" from clone 30A23, WORKING 

DRAFT SEQUENCE7/1 .6e-43:532:71//AL0221 56 

R-PLACE4000489//Plasmodium falciparum chromosome 2, section 64 of 73 of the complete sequence7/4.1 e-06: 
357:61//AE001427 

R-PLACE4000494//Homo sapiens I2pl3.3 PAC RPCI5-1063M23 (Roswell Park Cancer Institute Human PAC 
25 Library) complete sequence.//2.7e-37:41 6:74//AC005865 

R-PLACE4000522 

R-PLACE4000548//Homo sapiens I2p13.3 PAC RPCI5-1096D14 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence7/0.0020:383:60//AC005342 

R-PLACE4000558//Homo sapiens 12q24 BAC RPCM1-162P23 (Roswell Park Cancer Institute Human BAC li- 
30 brary) complete sequence7/2.9e-44:465:75//AC002996 

R-THYR01000026//Human DNA sequence — SEQUENCING IN PROGRESS *** from clone 37E1 6, WORKING 
DRAFT SEQUENCE.//2.2e-43:354:82//Z83844 

R-THYRO1000034//Plasmodium falciparum chromosome 2, section 59 of 73 of the complete sequence 7/0. 022: 
327:60//AE001422 

35 R-THYR01000035//HS_3018_B2_F10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=30i8 Col=20 Row=L, genomic survey sequence 7/2.3e-36:228:9l//AQ0923i 8 
R-THYR01000040//Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces.//1.0:367:56//AC004157 

R-THYR01000070//"*ALU WARNING: Human Alu-Sq subfamily consensus sequence.1/1e-44:284:89//U14573 
40 R-THYRO1000072//***ALU WARNING: Human Alu-J subfamily consensus sequence7/6.6e-33:150:83//U14567 

R-THYR01 000085 

R-THYR01 000092//Homo sapiens chromosome 7qtelo BAC F6, complete sequence7/3.3e-36:30l :78//AFl 04455 
R-THYR01000107//Human DNA sequence SEQUENCING IN PROGRESS from clone 12513, WORKING 
DRAFT SEQUENCE7/1 .4e-35:282:82//AL033528 
45 R-THYR01000111//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-279B10, complete sequence7/4.0e- 

32:351 :65//AC002300 

R-THYR01000121//Human chromosome 16 BAC clone CIT987SK-A-962B4, complete sequence7/6.6e-77:507: 
85//U91318 

R-THYRO1000124//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 
50 ordered pieces.//0.66:334:59//AC005840 

R-THYR01000129//Homo sapiens TED protein (TED) mRNA, complete cds7/2.3e-88:449:96//AF087142 
R-THYR01000132//Human DNA sequence *•• SEQUENCING IN PROGRESS *** from clone 212A2, WORKING 
DRAFT SEQUENCE7/1 .1e-40:298:84//Z95114 

R-THYR01000156//Homo sapiens chromosome 17, clone hRPK.849_N_l5, complete sequence7/3.4e-37:425: 
55 73//AC005703 

R-THYRO1000163//RPCI11-1B20.TVB RPCI-11 Homo sapiens genomic clone RPCI-11-1B20, genomic survey 
sequence.//8.4e-38:276:84//B63536 

R-THYR01 0001 73//Human DNA sequence from PAC 323B6 on chromosome X contains ESTs CpG island7/1 .1 e- 
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70:553:81//Z83841 

R-THYR01000186//Human DNA sequence SEQUENCING IN PROGRESS from clone 41018, WORKING 
DRAFT SEQUENCE.//6.7e-41 : 345:8 1//AL03 1732 

R-THYRO10001 87//Human thymopoietin (TMPO) gene, partial exon 6, complete exon 7, partial exon 8, and partial 
cds for thymopoietin beta.//l .3e-43:356:80//U 18271 

R-THYRO1000190//Homo sapiens chromosome 17, clone HRPC843B9, complete sequence7/2.6e-40:386:77// 
AC004139 

R-TH YR01 0001 97//Homo sapiens mRNA for poly (A) -specific ribonuclease.//1.le-108:535:97//AJ005698 
R-THYR01000199//Homo sapiens mRNA for KIAA0652 protein, complete cds7/1 .4e-113:559:97//AB014552 
R-THYRO1000206//Rat PMSG-induced ovarian mRNA, 3'sequence. N4.//4.0e-43:318:86//D84482 
R-THYR01000221//Human DNA from overlapping chromosome 19 cosmids R31396, F25451 , and R31076 con- 
taining COX6Band UPKA, genomic sequence, complete sequence 7/2.7e-44:452:76//AC002i 15 
R-TH YR0 1 000241 //Homo sapiens Cosmid Clone pi 29d1 1 unknown chromosomal location , complete sequence 7/ 
4.8e-58:447:81//AC000039 
R-TH YRO 1000242 

R-THYR01000253//Homo sapiens DNA sequence from PAC 179N16 on chromosome 6p2l .1-21.33. Contains 
the SAPK4 (MAPK p38delta) gene, and the alternatively spliced SAPK2 gene coding for CSaids binding protein 
CSBP2 and a MAPK p38beta LIKE protein. Contains ESTs, STSs and two predicted CpG islands, complete se- 
quence 7/3. 4e-56:300:84//Z951 52 
R-THYR01 000270 

R-TH YR0 1 000279//Hu man DNA sequence SEQUENCING IN PROGRESS ••• from clone 531 H1 6, WORKING 
DRAFT SEQUENCE.//4.8e-113:5B4:96//AL031664 

R-THYRO1000288//Homo sapiens mRNA for Hs Ste24p, complete cds.//1.1e-98:566:91//AB016068 
R-THYR01000320//HS_2033_B1_A07_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2033 Col=13 Row=B, genomic survey sequence.//0.97:211:63//AQ233366 
R-THYR01000327//Sequence 1 from patent US 5541 298 7/2. 8e-52:289:93//l24058 
R-THYR01000343//Homo sapiens mRNA for KIAA0790 protein, partial cds 7/1. le-11 1:559: 96//AB0 18333 
R-THYR01000358//Human selenium-binding protein (hSBP) mRNA, complete cds.//4.6e-47:3l7:87//U29091 
R-THYR01000368//HS_3049_A1_E12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3049 Col=23 Row=l, genomic survey sequence.//7.0e-l1:11l:83//AQ1 26777 
R-nnnnnnnnnnnn 

R-THYR01000387//Homo sapiens PAC clone DJ1048B16 from 7q34-q36, complete sequence7/2.4e-1 01:545: 
93//AC006019 

R-THYR01000394//Homo sapiens Chromosome Hql2.2 PAC clone pDJ688p12 containing uteroglobin gene, 
WORKING DRAFT SEQUENCE, 11 unordered pieces.//1 .6e-46:233:88//AC006078 
R-THYRO1000395//Mouse MIPP mRNA for a placenta-expressed gene7/2.3e-57:395:85//X58523 
R-TH YRO 1000401 
3.3e-111:546:97//AF051907 

R-THYR01000438//Homo sapiens clone DJ1186P10, WORKING DRAFT SEQUENCE, 6 unordered pieces7/ 
2.7e-44:289:89//AC005231 

R-THYR01000452//Homo sapiens chromosome 17, clone hRPK.243_K_12, complete sequence 7/6.7e-27:222: 
82//AC005668 

R-THYR01 000471//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 1 02D24, WORKING 
DRAFT SEQUENCE7/2.4e-36:369:76//AL021 391 

R-THYR01000484//Homo sapiens clone DJ1099N07, complete sequence.//1 .6e-43:288:8l//AC004962 
R-THYR01 000488//Homo sapiens chromosome 5p, BAC clone 50g2l (LBNL H1 54), complete sequence7/1 .6e- 
95:512:94//AC005740 

R-THYRO1000501//HS _2208_A1_G11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2208 Col=21 Row=M, genomic survey Sequence7/0.0063:189:63//AQ091586 
R-THYR01000502//Homo sapiens elF-1A, Y isoform (EIF1 AY) mRNA, complete cds.//0.19:468:60//AF000987 
R-THYR01000505//Homo sapiens chromosome 19, cosmid R31546, complete sequence.//0.20:2 14:58// 
AC004798 
R-TH YR01 000558 
R-THYRO 1000569 

R-THYR01000570//Homo sapiens full-length insert cDNA clone ZD76Gl07/4.3e-41:209:100//AF086408 
R-nmmmnnnnn//Homo sapiens protein associated with Myc mRNA, complete cds7/8.2e-l07:533:97//AF075587 
R-THYRO 000596//Mus musculus mitochondria! DNA polymerase accessory subunit (MtPolB) mRNA, nuclear 
gene encoding mitochondrial protein, partial cds7/0.36:170:67//AF006072 
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R-THYR01000602//Homo sapiens DNA for amyloid precursor protein, complete cds.//2.2e-53:289:92//D87675 
R-THYRO 1000605 

R-THYR0100Q625//Homo sapiens chromosome 19, cosmid R29425, complete sequence7/l .3e-3 1:261:82// 
AC005546 

5 R-THYR01000637//Human DNA sequence from clone 243E7 on chromosome 22ql2.l. Contains ESTs, STSs 

and GSSs, complete sequence7/4.0e-06:249:63//AL022323 

R-THYR01000641//P.falciparum glutamic acid-rich protein gnen, complete cds7/3.1e-08:244:68//J03998 
R-THYR01000658//* ## ALU WARNING: Human A!u-Sp subfamily consensus sequence 7/3. 9e-49:282:93//U 14572 
R-nnnnnnnnnnnn 

10 R-THYRO1000666//Homo sapiens DNA sequence from PAC 329E20 on chromosome Ip34.4-36.13. Contains 

endothelin-converting-enzyme 1 (ECE-1), EST, STS, CA repeat, complete sequenceV/1 .9e-20:215:77//AL03l005 
R-THYR01000676//Homo sapiens chromosome 4 clone B71M12 map 4q25, complete sequence7/1 .2e-06:227: 
64//AC004069 
R-THYR01 000684 

15 R-THYR01 000699 

R-THYRO1000712 

R-THYRO1000734//Human BAC clone RG191D16, complete sequence.//3.7e-14:468:64//AC002460 
R-THYR01000748//Homo sapiens cosmid 123E15, complete sequence7/2.6e-11:182:73//AF024533 
R-THYRO1000756//Sequence 21 from patent US 5552281 .//1.4e-1 5: 106:98//I25660 
20 R-THYR01000777//Plasmodium falciparum MAL3P2, complete sequencey/1 .0:175:66//AL034558 

R-THYRO1000783//CIT-HSP-2335P6.TF CIT-HSP Homo sapiens genomic clone 2335P6, genomic survey se- 
quenceV/1 .2e-81 :391 :99//AQ038226 

R-THYRO1000787//Homo sapiens chromosome Y, clone 264,M,20, complete sequence7/9.4e-07:494:58// 
AC004617 
25 R-THYR01 000793 

R-THYRO1000796//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 167P19, WORKING 
DRAFT SEQUENCE.//1 .7e-42:379:79//293014 

R-THYR01 000805//Human Chromosome 1 1 pac pDJ6l 0i20, WORKING DRAFT SEQUENCE, 1 8 unordered piec- 
es.//4.7e-40:362:76//AC002555 
30 R-THYRO100081 5//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 31 6D5, WORKING 

DRAFT SEQUENCE7/4.0e-58:295:92//Z821 99 

R-THYR01000829//Sequence 7 from patent US 57166227/0.97:362:61//I87788 

R-THYR01000843//Homo sapiens Chromosome 15q11-ql3 PAC clone pDJ351h23 from the Prader-Willi/An gel- 
man Syndrome region, complete sequence7/3.3e-57:522:76//AC004738 
35 R-THYR01000852//Homo sapiens chromosome 11 clone CIT-HSP-1337H24, WORKING DRAFT SEQUENCE, 

9 unordered pieces 7/4 .2 e-1 7:291 :69//AC005849 

R-THYR01000855//Human DNA sequence from clone 366B10 on chromosome 22q12.2-12.3. Contains GSSs, 
complete sequence 7/1 . 1 e-41 :41 9:75//AL03l 592 

R-THYR01000865//Human DNA sequence SEQUENCING IN PROGRESS "* from clone 1125A11, WORK- 
<0 ING DRAFT SEGUENCE7/9.0e-47:294:84//AL034549 

R-THYR01000895//Human DNA sequence *** SEQUENCING IN PROGRESS **• from clone 380F5, WORKING 
DRAFT SEQUENCE7/3.7e-111 :569:96//AL031719 

R-THYR01 00091 6//Homo sapiens clone DJ0965K10, WORKING DRAFT SEQUENCE, 6 unordered pieces7/ 
1 .0e-97:554:92//AC00601 5 

« R-THYR01000926//Homo sapiens CAMP-specific phosphodiesterase 8B(PDE8B)mRNA, partial cds7/9.6e-l09: 

566:94//AF079529 

R-THYRO1000934//Homo sapiens full-length insert cDNA clone ZD69A107/1.6e-104:539:95//AF086378 
R-THYR01000951//Homo sapiens Chromosome 1lql2 pac pDJ57H4, WORKING DRAFT SEQUENCE, 29 un- 
ordered pieces7/8.9e-61 :479:81//AC004229 
50 R-THYR01000952//Human autoimmune thyroid disease-related antigen mRNA7/5.3e-16:H6:93//M28639 

R-THYRO1000974//Homo sapiens ribosomal protein L33-like protein mRNA, complete cds7/3.2e-59:321:95// 
AF047440 

R-THYRO I000975//Homo sapiens chromosome 19, cosmid F18718, complete sequence7/l ,9e-44:396:79// 
AC006126 

55 R-THYR01000983//Homo sapiens chromosome 17, clone hRPK.271.K_11, complete sequence 7/0. 99:71:78// 

AC005562 

R-THYR01000984//Homo sapiens Chromosome 1lq12.2 PAC clone pDJ688pl2 containing uteroglobin gene, 
WORKING DRAFT SEQUENCE, 11 unordered pieces7/6.7e-42:320:84//AC006078 
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R-THYR01000988//Homo sapiens DNA sequence from PAC 230G1 on chromosome Xp11 .3. Contains EST, STS 
and GSS, complete sequencey/6.7e-39:292:78//Z84466 

R-THYR01001003//HS_3051_B1_H01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=305l Col=1 Row=P, genomic survey sequence.//2.5e-39:3l0:83//AQ253727 
R-THYR01001031//Homo sapiens DNA sequence from PAC 230G1 on chromosome Xpn .3. Contains EST, STS 
and GSS, complete sequencey/2.5e-50:300:88//Z84466 

R-THYRO1001033//CIT-HSP-2007J14.TF CIT-HSP Homo sapiens genomic clone 2007J14, genomic survey se- 
quence./^. 1 e-26: 1 43: 1 00//B56677 

R-THYRO1001062//CIT-HSP-2386P3.TF.1 CIT-HSP Homo sapiens genomic clone 2386P3, genomic survey se- 
quence.//! ,4e-48:31 6:87//AQ239882 
R-THYRO1001093 

R-THYR01001100//Homo sapiens BAC clone RG152G17 from 7q22-q3i.i, complete sequenceV/0.47: 102:73// 

AC005070 

R-THYRO1001120 

R-THYR01001121//Homo sapiens mRNA for beta-tubulin folding cofactor Dy/8.9e-81:429:94//AJ006417 
R-THYRO1001133//CIT-HSP-2381I10.TR CIT-HSP Homo sapiens genomic clone 2381110, genomic survey se- 
quence.//4.7e-12:237:67//AQH1077 
R-THYRO1001134 

R-TH YR01 001 1 42//H .sapiens CpG island DNA genomic Mse1 fragment, clone 81 d1 , reverse read cpg81 d1 .rt1 a7/ 
0.95:21 4:60//Z56037 

R-THYRO1001173//cSRL-27c11-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic 

clone CSRL-27C11 , genomic survey sequence 7/4. 6e-26:262:77//B041 45 

R-THYRO1001177 

R-THYR01001189//Homo sapiens DNA from chromosome 19, BAC 33152, complete sequencey/1 .0e-41:281: 

87//AC003973 

R-THYRO 1001204 

R-THYR01001213//Human Alu repeat sequence A6.//3.8e-38: 236 :88//U 12581 

R-THYR01001262//Homo sapiens, clone hRPK.i6_A_l, complete sequenceY/8.7e-53:442:79//AC006227 
R-THYRO1001271//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0224P12; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 13 unordered pieces.//0.53:330:61//AC004630 
R-THYRO 1001290 

R-THYR01 001 31 3//H. sapiens CpG island DNA genomic Msel fragment, clone I95h3, forward read 
cpgl 95h3.ft1 by/0.046: 1 26:66//Z57783 

R-THYR01 001 320//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 424J12, WORKING 
DRAFT SEQUENCE.//3.0e-58:476:80//Z82207 

R-TH YR01 001 32//Piasmodium falciparum MAL3P2, complete sequence.//l .Oe-08:408:62//AL034558 
R-nnnnnnnnnnnn 

R-THYR01001347//Homo sapiens mRNA for KIAA0745 protein, partial cds.//3.2e-08:266:64//AB0 18288 
R-THYR01 001 363//cSRL-72f5-u cSRL flow sorted Chromosome 1 1 specific cosmid Homo sapiens genomic clone 
cSRL-72f5. genomic survey sequencey/1 7e-85:471:92/B05884 

R-THYR01 001 365//Homo sapiens chromosome 1 0 clone CIT987SK-1 1 63G1 0 map 1 0q25, complete sequencey/ 

1 .8e-109:584:94//AC005660 

R-THYRO1001374 

R-THYR01001401//Human pigment epithelium-derived factor gene, complete cds.//4.2e-5l:333:88//U29953 
R-TH YR01 001 403//Human PAC clone DJ222H05 from Xq25-q26, complete sequencey/8.7e-38:307:82// 
AC002377 
R-THYRO1001405 

R-THYRO1001406//RPCI11-69F22.TK RPCI1 Homo sapiens genomic clone R-69F22, genomic survey se- 
quence.//1 .9e-67:400:90//AQ238297 

R-THYRO1001411//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 80N2, WORKING 
DRAFT SEQUENCE.//2.2e-06:349:63//AL03l123 

R-THYR01 001 426//*** SEQUENCING IN PROGRESS *** Homo sapiens genomic DNA (PAC 1118J22) from chro- 
mosome 11; HTGS phase 1, WORKING DRAFT SEQUENCE.//2.2e-89:506:86//AJ002553 
R-THYR01001434//Microcentus caryae 12S mitochondrial ribosomal RNA, small subunit, mitochondrial gene, 
partial sequencey/1 .0:176:61//U77877 

R-THYR01001458//Human DNA sequence from clone 453C12 on chromosome 20ql2-l3.l2 Contains SDC4 
(syndecan 4 (amphiglycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin- 
4) STS, GSS, CpG island, complete sequencey/3.3e-07:196:67//AL021578 
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R-TH YR01 001 480//Homo sapiens clone DJ0756H 1 1 , WORKING DRAFT SEQUENCE, 5 unordered piecey/1 .2e- 
99:51 7:95//AC006001 

R-THYRO1001487//Homo sapiens, WORKING DRAFT SEQUENCE, 97 unordered pieces .//8.5e- 14:221:70// 
AC004085 

5 R-THYR01 0001 534//HS_2242_B2_H04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2242 Col=8 Row=P, genomic survey sequence.//0.00012:141:68//AQl 82326 
R-THYR01001537//Human DNA sequence from clone 111F4 on chromosome Xq23 Contains GSSs, complete 
sequence.//0.42:323:60//AL023876 

R-THYR01 001 54l//Homo sapiens clone RG228D1 7, WORKING DRAFT SEQUENCE, 2 unordered piecesy/1 .7e- 
10 42:370:78//AC005077 

R-THYR01001559//Homo sapiens 12q24.2 PAC RPCI5-944M2 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence7/l .0:144:67//AC005868 

R-THYR0100I570//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.43:268:61//AC005308 
15 R-THYROl001573//M.aviumrpsLgene.//0.98:131:66//X80120 

R-THYR01001584//A.longa plastid genes for ribosomal proteins and tRNA$y/0.29:502:58//X75653 
R-THYR01 001 595//Human DNA sequence SEQUENCING IN PROGRESS *** from clone Y313F4, WORKING 
DRAFT SEQUENCE.//1 .5e-33:31 9:78//AL023808 

R-THYR01001602//Homo sapiens chromosome 17, clone hRPK.l42_H_19, complete sequencey/4.4e-1 3:320: 
20 67//AC005919 

R-THYR01001605//Human DNA sequence from PAC 358H7 on chromosome X.//1.9e-32:391:76//Z77249 
R-THYRO1001617//Homo sapiens cDNA for dihydroxyacetone phosphate acyltransferase (DAP-AT)y/1 .9e-81 : 
448:92//AJ002190 

R-THYRO1001637//Human DNA sequence SEQUENCING IN PROGRESS from clone 688G8, WORKING 
25 DRAFT SEQUENCEy/5.4e-41 :381 :78//AL031 671 

R-THYR01001656//HS_2201_B2_A08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2201 Col=16 Row=B, genomic survey seq u ence 7/0. 096:1 62 :63//AQ293 168 
R-THYR01001661//Human immunoglobulin-associated (B29) gene, promoter and exon 1, partial cdsy/1 .0:229: 
62//U22954 

30 R-THYR01 001 671//Homo sapiens mRNA for 2'-5' oligoadenylate synthetase 59 kDa isoform.//4.8e-1 1 0:562:95// 

AJ225089 

R-THYRO1001673//CIT-HSP-2327D12.TR CIT-HSP Homo sapiens genomic clone 2327D12, genomic survey se- 
quence.//! .5e- 1 7:224:68//AQ042426 

R-THYR01001703//Homo sapiens clone 198 unknown mRNA, partial seq uence .//1 .6e-44:251 :93//AF09 1072 
35 R-TH YR01 001 706//Homo sapiens Clone DJ0935K16. complete sequence.//1.8e-26:378:68//AC006011 

R-THYRO1001721//, complete sequence.//1 .3e-101 :571 :92//AC005500 
R-nnnnnnnnnnnn 

R-THYR01 001 745//Homo sapiens chromosome 5, PAC clone 247f3 (LBNL H85), complete sequencey/l.le-15: 
193:70//AC004777 

40 R-THYR01001746//Human inter-alpha-trypsin inhibitor light chain (ITI) gene, exon 3y/0.54:260:61//M88244 

R-THYR01001772//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 30A23, WORKING 

DRAFT SEQUENCE.//1.6e-12:285:64//AL0221 56 

R-THYRO1001793 

R-THYR01 001 809//Human DNA sequence *** SEQUENCING IN PROGRESS # " from clone 1 071 N3, WORKING 
45 DRAFT SEQUENCEy/2.5e-43:486:74//AL031728 

R-THYR01 001 854//Homo sapiens chromosome 1 7, clone hRPK.74_E_22, complete sequence.//5.0e-4l :245:87// 
AC005696 

R-THYR01001895//Human Chromosome I1pl4.3 PAC clone 6-106f23, complete sequence V/4.4e-1 2:41 9:61// 
AC005137 

so R-TH YR01 001 907//Homo sapiens Chromosome 22ql1.2 Cosmid Clone 24b In DGCR Region, complete se- 

• quence.//8.1e-35:340:78//AC000075 

R-VESEN1000122//Homo sapiens Luman mRNA, complete cds.//1.3e-23:138:98//AF009368 
R-Y79AA1000013 

R-Y79AA1000033//Homo sapiens BAC clone GS114I09 from 7pl4-pl5, complete sequencey/9.9e-l 12:551 :97// 
55 AC006027 

R-Y79AA1000037//CIT-HSP-2334F3.TR CIT-HSP Homo sapiens genomic clone 2334F3, genomic survey se- 
quence.//0.16:308:60//AQ036673 

R-Y79AA1000059//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-279B10, complete sequencey/6.le- 
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56:31 4:88//AC002300 

R-Y79AA1000065//Human carboxylesterase gene, exon 57/0.64 :203:63//D2i079 

R-Y79AA1000131//"* SEQUENCING IN PROGRESS •*• Homo sapiens chromosome 4, BAC clone C0548N01; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 31 unordered pieces .//7.0e- 18:1 69 79//AC004795 
5 R-Y79AA1000181//Human DNA sequence from clone 612B18 on chromosome lq24-25.3 Contains exon from 

gene similar to 40S ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Island, 
complete Sequence7/I.1e-106:474:98//AL031 864 

R-Y79AA1000202//CIT978SK-A-518G2.TP CIT978SK Homo sapiens genomic clone A-518G2, genomic survey 
sequence.//! .0e-l0:78:97//B68074 
io R-Y79AA1 00021 4//Homo sapiens clone DJ0673M15, WORKING DRAFT SEQUENCE, 33 unordered pieces.// 

6.5e-59:386:90//AC004854 

R-Y79AA1 000230//Cytauxzoon felis 1 8S ribosomal RNA.//1 .0:1 67:62//L1 9080 

R-Y79AA1000231//HS_3009_A1_H03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3009 Col=5 Row=0, genomic survey sequence.//6.4e-52:348:88//AQ090225 
is R-Y79AA1000258//Hepatitis C virus HCV-B9 gene for NS5, partial Cds7/0.65:127:65//D10558 

R-Y79AA1000268//Human DNA sequence from PAC 162H14 on chromosome 22. Contains 3' part of a FIBULIN 
1 like gene and ESTs, complete sequence .//4.7e-40:300:84//Z98047 

R-Y79AA1 00031 31//Human DNA sequence from PAC 179115, BRCA2 gene region chromosome 13q12-ql 3 con- 
tains Klotho ESTs and CpG island7/5.0e-14:136:83//Z92540 

20 R-Y79AA1 000328 

R-Y79AA1000342//S.clavuligerus linear plasmid pSCL (complete seq uence) 7/0.55: 189:65//X541 07 
R-Y79AA1000346//Human MEST mRNA, complete Cds7/0.0001 3:52:1 00//D78611 
R-Y79AA1000349//M.musculus Spnr mRNA for RNA binding protein. //8.8e-36:300:81//X84692 
R-Y79AA1 000355//Human DNA sequence from clone 551E13 on chromosome Xpi 1.2-11 .3 Contains farnesyl 

25 pyrophosphate synthetase pseudogene, VT4 protein pseudogene, EST, GSS, complete sequence7/5.7e-45:403: 
80//AL022163 
R-Y79AA1 000368 

R-Y79AA1000405//RPCI11-16B12.TPB RPCI-11 Homo sapiens genomic clone RPCI-11-16B12, genomic survey 
sequence7/0.10:171:65//B88000 
30 R-Y79AA1 00041 0//Human DNA sequence SEQUENCING IN PROGRESS from clone 92N15, WORKING 

DRAFT SEQUENCE.//4.1 e-50:361 :83//Z93097 

R-Y79AA1000420//Plasmodium falciparum merozoite surface protein 4, merozoite surface protein 5, merozoite 
surface protein 2, and adenylosuccinate lyase genes, complete Cds7/0.071 :474:57//AF033037 
R-Y79AA1 000469//Homo sapiens clone NH01 40K04, complete sequence7/1 .8e-86:221 :90//AC005033 
35 R-Y79AA1000480//Homo sapiens chromosome 4 clone B240N9 map 4q25, complete sequence7/2.le-14:179: 

72//AC004057 

R-Y79AA1000538//Homo sapiens clone DJ0826E18, WORKING DRAFT SEQUENCE, 4 unordered pieces7/4.5e- 
43:321 :83//AC005282 

R-Y79AA1000539//Homo sapiens PAC clone DJ0074M20 from X, complete sequence7/0.001 2:275:59// 
40 AC006143 

R-Y79AA1000540//Z.diploperemnis repetitive DNA (clone ZEAR 260)7/0.001 7:258: 62//X53609 
R-Y79AA1000560//Mouse mRNA for alpha-adaptin (C).//6.1e-32:390:70//Xl4972 

R-Y79AA1000574//Homo sapiens chromosome 9q34, clone 23B4, complete sequence7/0.96:224:61//AC002325 
R-Y79AA1000627//Homo sapiens full-length insert cDNA 2A77G027/6.3e-i00:533:94//AF075117 
45 R-Y79AA1000705//RPCI11-76G7.TV RPCI11 Homo sapiens genomic clone R-76G7, genomic survey sequence 7/ 

4.6e-88:429:98//AQ268433 

R-Y79AA1000734//Homo sapiens peroxisomal biogenesis factor (PEX11D) mRNA, complete cds7/2.7e- 11 2:586: 
95//AF093670 
R-Y79AA1 000748 
50 R-Y79AA1 000752 

R-Y79AA1000774//CIT-HSP-2288K24.TF CIT-HSP Homo sapiens genomic clone 2288K24, genomic survey se- 
quence.//5.3e-45:316:86//AQ005014 

R-Y79AA1000782//Human mRNA for KIAA0246 gene, partial Cds7/5.0e-17:107:100//D87433 
R-Y79AA1 000784//Plasmodium falciparum 3D7 chromosome 12 PFYAC1 81 genomic sequence, WORKING 
55 DRAFT SEQUENCE, 8 unordered pieces.//0.00034:520:55//AC005505 

R-Y79AA1 000794//Human DNA sequence SEQUENCING IN PROGRESS from clone 989H1 1 , WORKING 
DRAFT SEQUENCE.//0.015:322:60//Z83851 

R-Y79AA1000800//M.musculus tex264 mRNA (3Vegion)7/1 .1e-06:104:78//X80427 
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R-nnnnnnnnnnnn//CtT-HSP-2295G6.TF CIT-HSP Homo sapiens genomic clone 2295G6, genomic survey se- 
quence.//0.67:152:62//AQ007605 

R-Y79AA1000805//Human Chromosome 11 CosmidcSRL30h11, complete sequence 7/3.1 e-26:423:68//U73642 
R-Y79AA1000824//Human DNA sequence SEQUENCING IN PROGRESS * M from clone 329A5, WORKING 
5 DRAFT SEQUENCE7/1 .1 e-08:449:61//Z97832 

R-Y79AA1000827//Triticum aestivum heat shock protein 101 kDa (HSP101) mRNA, complete cds7/1 .0:101 :69// 
AF083344 

R-Y79AA1 000850//Homo sapiens small optic lobes homolog (SOLH) mRNA, complete cdsy/0.40:386:59//U85647 
R-Y79AA1 000962//CIT-HSP-2298N1 1 TR CIT-HSP Homo sapiens genomic clone 2298N11 , genomic survey se- 
10 quence.//0.00019:253:65//AQ013111 

R-Y79AA1 000968//Rattus norvegicus initiation factor elF-2B gamma subunit (elF-2B gamma) mRNA, complete 
CdS.//1 .7e-58:446:80//U38253 
R-Y79AA1 000969 

R-Y79AA1000976//CIT-HSP-2350C4.TF CIT-HSP Homo sapiens genomic clone 2350C4, genomic survey se- 
15 quence.//3.3e-60:295:100//AQ061422 

R-Y79AA1 000985//Mus musculus pericentrin mRNA, complete cds.//5.9e-38:348:76//U05823 

R-Y79AA1001023 

R-Y79AA1001041 

R-Y79AA1001048 

20 R-Y79AA1 001 06l//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-427H1 0, complete sequence7/l .2e- 

60:537:78//AC004626 

R-Y79AA1001068//Homo sapiens P1 clone GSP13996 from 5ql2, complete sequence 7/2. 3e-4l :405:77// 

AC005031 

R-Y79AA1001077 

25 R-Y79AA1001078//Homo sapiens 12q!3.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 

brary) complete sequence7/2.0e-09:534:59//AC00480l 

R-Y79AA1 001 1 05//StaphylocC0US epidermidis trimethoprim resistance plasmid pSK639//0.0072:309:63//U40259 
R-Y79AA1001145//RPCIH-59N12.TK RPCI11 Homo sapiens genomic clone R-59N12, genomic survey se- 
quence.//3.7e-07:256:64//AQ200068 
30 R-Y79AA1001167//Homo sapiens genomic DNA, chromosome 2lq22.2 (Down Syndrome region), segment 5/15, 

WORKING DRAFT SEQUENCE.//0.55:223:61//AP000012 

R-Y79AA1 0011 77//Hu man gene for Gi3 alpha protein, intron 7 through exon 9, variant U6 gene, and snRNP E 

protein pseudogene LH87.//7.0e-09:203:69//X54048 

R-Y79AA1001185 

35 R-Y79AA1001211//Homo sapiens I2pl3.3 BAC RPCI11-543P15 (Roswell Park Cancer Institute Human BAC Li- 

brary) complete sequence7/2.1e-32:277:81//AC005912 

R-Y79AA1001216//Human chromosome 12pl3 sequence, complete sequence7/0.98:325:59//U47924 
R-Y79AA1001228//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MAB16, complete sequenceV/ 
0.0034:378:59// AB01 81 1 2 

40 R-Y79AA1 001233//Homo sapiens clone DJ11 78G1 3, WORKING DRAFT SEQUENCE, 5 unordered piecesy/0.1 9: 

106:72//AC004988 

R-Y79AA1001236//Homo sapiens mRNA for JM23 protein, complete coding sequence (clone IMAGE 34581 and 
IMAGE 45355 and LLNLC110I133Q7 (RZPD Berlin))7/3.4e-109:549:95//AJ005892 
R-Y79AA1 001281 

45 R-Y79AA1001299//Homo sapiens SNF5/INI1 gene, exon 9.//6.3e-24:133:100//Yl7126 

R-Y79AA1 00131 2//Human immunodeficiency virus type 1 variant 43 polymerase pseudogene, partial cdsV/ 
0.0070:284:58//U45372 

R-Y79AA1001323//Fugu rubripes GSS sequence, clone 027L23aG3, genomic survey Sequence.//0.11:1 25:70// 
AL025355 

50 R-Y79AA1001384//W.makrii mitochondrial CYTB and tRNA genes.//0.070:209:65//X66594 

R-Y79AA1 001391//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P2, WORKING 
DRAFT SEQUENCE.//0.80:163:62//AL031745 

R-Y79AA1001394//Homo sapiens DNA from chromosome 19, cosmid R29144, complete sequence.//0.99:24l: 
63//AC004221 

55 R-Y79AA1001402//Homo sapiens Chr.14 PAC RPCI4-794B2 (Roswell Park Cancer Institute Human PAC Library) 

complete sequence 7/0 .25:81 :80//AC005924 
R-Y79AA1001493 

R-Y79AA1001511//Human DNA sequence from clone 931 K24 on chromosome 20pl2 Contains ESTs and GSSs, 
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complete sequenceV/1 .3e-35:207:95//AL034430 

R-Y79AA1001533//Mouse mRNA for RNA polymerase I associated factor (PAF53), complete cds7/2.7e-44:285: 
81//D14336 

R-nnnnnnnnnnnn//Human DNA sequence from clone 113J7 on chromosome Xpl 1.22-1 1.4. Contains part of a 
5 putative Homeobox (pseudo?) gene, ESTs and an STS, complete sequence 7/0. 70:365:60//AL023574 

R-Y79AA1001548//Homo sapiens phosphatidylinositol 4-kinase mRNA, complete cds7/5.9e-95:517:9l//L36151 

R-Y79AA1001555 

R-Y79AA1001585 

R-Y79AA1001594//Human DNA sequence from PAC 60G11 on chromosome X; contains STS 7/6. 6e- 19:241 :76// 
10 Z94722 

R-Y79AA1001603//H.sapiens CpG island DNA genomic Mse1 fragment, clone 72f8, forward read cpg72f8.ft1a7/ 

3.3e-21:131:96//Z62766 

R-Y79AA1001613 

R-Y79AA1001647//Human DNA sequence from PAC 36J3, between markers DXS1192 and DXS102 on chromo- 
15 some X7/6.3e-08:338:63//Z82975 

R-Y79AA1001665//Homo sapiens genomic DNA, chromosome 2lq22.2 (Down Syndrome region), segment 1/15, 
WORKING DRAFT SEQUENCE.//3.2e-11 :114:84//AP000008 

R-Y79AA1001679//O.cuniculus lambda-crystallin mRNA, complete cds7/3.9e-15:270:68//M22743 
R-nnnnnnnnnnnn//RPCI1 1 -42M5.TJ RPCI11 Homo sapiens genomic clone R-42M5, genomic survey sequence.// 
20 0.013:64:89//AQ052792 

R-Y79AA1001696//Apis mellifera ligustica complete mitochondrial genome7/9.3e-09:428:58//L06l78 
R-Y79AA1001705 

R-Y79AA1001711//Mus musculus 60 kDa ribonucleoprotein Ro gene, partial cds7/2.2e-45:554:75//AF042139 
R-Y79AA1 001 781 //Plasmodium falciparum chromosome 2, section 39 of 73 of the complete sequence7/l .0:414: 
25 57//AE001402 

R-nnnnnnnnnnnn//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 510011 , WORKING 
DRAFT SEQUENCE.//2.8e-05:329:61//Z98044 

R-Y79AA1001827//Oryctolagus cuniculus PiUS mRNA, complete cds.//2.3e-90:557:89//U74297 
R-Y79AA1001846//Homo sapiens DNA sequence from PAC 179N16 on chromosome 6p21 .1-21 .33. Contains the 
30 SAPK4 (MAPK p38delta) gene, and the alternatively spliced SAPK2 gene coding for CSaids binding protein CSBP2 

and a MAPK p3Bbeta LIKE protein. Contains ESTs, STSs and two predicted CpG islands, complete sequence.// 
2.1e-34:306:78//Z95152 

R-Y79AA1001848//Sequence 11 from patent US 54496 167/1 .0:221:59//! 14369 

R-Y79AA1 00 1 866//Arabidopsis thaliana genomic DNA, chromosome 5.TAC clone: K23L20, complete sequence.// 
35 0.0089:527 :58//AB01 6874 

R-Y79AA1001874 

R-Y79AA1 001 875//M. musculus mRNA for Rab7protein.//5.8e-45:170:92//X89650 

R-Y79AA1001923//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
40 subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 

complete sequence7/1 .0:138:68//AL022577 

R-Y79AA1002027//Liverwort Marchantia polymorpha chloroplast genome DNA.//0.71 :153:67//X04465 
R-Y79AA1002083//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 172B20, WORKING 
DRAFTSEQUENCE.//1.0:178:64//AL022319 
« R-Y79AA1 002089//Homo sapiens clone GS1 11 G14, WORKING DRAFT SEQUENCE, 5 unordered pieces7/6.3e- 

49:377:81//AC005011 

R-Y79AA1002093//Homo sapiens (clone SEL366) 17q YAC (368C7) RNA7/4.0e-32:174:99//L77612 
R-Y79AA1002103//CIT-HSP-2328I21.TR CIT-HSP Homo sapiens genomic clone 2328121, genomic survey se- 
quence.//1 .9e-44:245:96//AQ044502 
so R-Y79AA1 0021 15//CITBI-E1 -251 4F10.TF CITBI-E1 Homo sapiens genomic clone 2514F10, genomic survey se- 

quence7/1 .8e-24:249:78//AQ265752 

R-Y79AA1002125//RPCM1-15J6.TV RPCI-11 Homo sapiens genomic clone RPCI-11-15J6, genomic survey se- 
quence.//8.5e-21 :147:91//B75354 
R-Y79AA1002139 
55 R-Y79AA1 002204 

R-nnnnnnnnnnnn//Human ankyrin G (ANK-3) mRNA, complete cds.//0.040:319:59//U13616 
R-Y79AA1002209//Psilotum nudum RTgene for reverse transcriptase (PT4)7/0.99:106:65//X65415 
R-Y79AA1 002210 
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R-Y79AA1 00221 1//H.sapiens NGAL gene7/1 .0:311 :59//X99 133 

R-Y79AA1002220//Plasmodium falciparum DNA*** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING 
DRAFT SEQUENCE 7/5. 9e-07:535:57//AL034557 
R-Y79AA1 002229 

5 R-Y79AA1002234//Homo sapiens mRNA for KIAA0692 protein, partial cds.//6.le-117:564:9B//AB014592 

R-Y79AA1 002246 

R-Y79AAI002258//Homo sapiens mRNA for WP3, complete Cds7/1 3e-92:453:97//AB0 13384 
R-Y79AA1002298//HS_3071_B2_E08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3071 Col=16 Row=J, genomic survey sequence7/1 .9e-56:384:87//AQ 171 331 
10 R-Y79AA1002307//Homo sapiens mRNA for KIAA0634 protein, partial cds7/2.5e-1 08 :403:99//AB0 14534 

R-Y79AA1 00231 l//Homo sapiens chromosome 10 clone CIT987SK-11 73112 map I0q25, complete sequenceV/ 

1.le-07:368:61//AC005887 

R-Y79AA1 002351 

R-Y79AA1002361//H.sapiens CpG island DNA genomic Msel fragment, clone 65b9, reverse read cpg65b9.rtla7/ 
15 0.57:59:79//Z62206 

R-Y79AA1002399//Homo sapiens chromosome 17, clone hRPK.700_H_6, complete sequence7/2.0e-98:385:99// 
AC005920 

R-Y79AA1 002407//Homo sapiens chromosome 17, clone hRPC.842_A_23, complete sequence 7/5 .4e -59:490: 
76//AC004662 

20 R-Y79AA1 00241 6//Homo sapiens Xp22 GSHB-314C4 (Genome Systems Human BAC library) complete se- 

quence 7/6 . 3e-08 : 1 03 :80//AC00408 7 
R-Y79AA1 002431 

R-nnnnnnnnnnnn//Mouse transcriptional control element7/0.064:84:71//M 17284 

R-Y79AA1 002472//Homo sapiens chromosome 19, BAC CTY-B-393i15 (BC301323), complete sequence7/1 .6e- 
25 103:525:96//AC006116 

R-Y79AA1002482//Homo sapiens chromosome 18. clone hRPK.474_N_24, complete sequence7/9.7e-38:302: 
83//AC006238 

R-Y79AA1002487//P.falciparum complete gene map of plastid-like DNA (I R-B) 7/0.23:266 :61//X95276 

30 Homology Search Result Data 4. 

[0307J The result of the homology search of the Human Unigene using the clone sequence of 5'-end. 
[0308] Data include 

35 the name of clone, 

title of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and 
the Accession No. of the top hit data, as in the order separated by //. 

40 [0309] Data are not shown for the clones in which the P-value was higher than 1 . 

F-HEMBA1000005//EST//4.3e-87:422:97//Hs.147830:AI222069 

F-HEMBA1 00001 2//Human endosome-associated protein (EEA1) mRNA, complete cds//0.82:170:64//Hs.2864: 
L40157 

45 F-HEMBA1000020//Homo sapiens beta 2 gene//4.0e-74:529:83//Hs.150244:U83668 

F-HEMBA1 000030//ESTS//1 .1 e-91 :494:93//Hs.7958:W22078 
F-HEMBA1000042//ESTs//3.5e-22:228:77//Hs.145406:AI253247 

F-HEMBA1000046//ESTS, Highly similar to PRE-MRNA SPLICING FACTOR RNA HELICASE PRP22 [Saccharo- 
myces cerevisiae]//0.0001 9:1 92:65//Hs.7900:W2241 1 
50 F-HEMBA1000050//EST//0.81:74:72//HS.156298:AI336759 ' 4 

F-HEMBA1 000076//ESTS//0.1 1 :252:62//Hs.1 31 939:AI41 791 0 
F-HEMBAl000111//ESTs//8.5e-89:449:96//Hs.41105:N66734 

F-HEMBA1000129//Human phosphatidylinositol 3-kinase catalytic subunit pllOdelta mRNA, complete cds//0.27: 
342:61 //Hs. 1 4207: U86453 

55 F-HEMBA1000141//Homo sapiens mRNA for KIAA0797 protein, partial cds//6.8e-1 69:79 1:98//Hs.271 97: 

AB018340 

F-HEMBA1 0001 50//Homo sapiens mRNA for KIAA0788 protein, partial Cds//1 .4e-37:243:88//Hs.2397:Z70200 
F-HEMBA1000156//ESTS. Weakly similar to The KIAA0138 gene product is novel. [H.sapiens)//5.3e-80:383:98// 
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Hs.135552:AI215187 

F-HEMBA1000158//Homo sapiens OPA-containing protein mRNA, complete cds//2.le-07:265:63//Hs.853l3: 
AF071309 

F-HEMBAl000l68//ESTs//6.1e-35:257:85//Hs.13533:H23079 
5 F-HEMBA1000180//ESTS, Moderately Similar to RETROVIRUS-RELATED POL POLYPROTEIN [H.sapiensJ// 

1 .3e-1 8:111 :96//Hs. 1 63863:W28729 

F-HEMBA1000185//H.sapiens ERF-2 mRNA//1.0:125:68//Hs.78909:U07802 
F-HEMBAl000193//EST//1.5e-48:266:95//Hs.160642:AI240133 

F-HEMBA1000201//Human Ini1 mRNA, complete CdS//6. 5e-75: 440: 92//HS.1 55626: U04847 
10 F-HEMBA1 00021 3//ESTs//0.21 :239:62//Hs.2683B:AA527529 

F-HEMBA1 00021 6//Homo sapiens clone 23698 mRNA sequence/^. 1e-57:529:68//Hs.81 36:1181 984 

F-HEMBA1000227//Human RNA-binding protein CUG-BP/hNab50 (NAB50) mRNA, complete cds//1.3e-05:311: 

64//Hs.81248:U63289 

F-HEMBA1 000231 
15 F-HEMBA1000243//EST//5.9e-52:359:85//Hs.141433:N23377 

F-HEMBA1000244//H.sapiens mRNA for cytokine inducible nuclear protein//0.0022:350:60//Hs.74019:X83703 

F-HEMBAl000251//ESTs//3.2e-84:443:95//Hs.21068:N47460 

F-HEMBA1 000264//ESTs//0.76:227:61//Hs.51 59:AA588562 

F-HEMBA1000280//EST//1.7e-12:149:75//Hs.103418:AA035568 
20 F-HEMBAl000282//ESTs//1.7e-16:164:79//Hs.123111:AA813186 

F-HEMBAl000288//ESTs//5.4e-06:154:68//Hs.54174:N64406 

F-HEMBA1000290//Human novel homeobOxmRNAforaDNAbindingprotein//3.8e-07:412:61//Hs.37035:U07664 
F-HEMBAl000302//EST/1.2e-41:238:94//Hs.147245:AI206095 
F-HEMBA1 000303 
25 F-HEMBA1 000304//ESTs//3.5e-1 1 :96:87//Hs. 1 63057 :AA728946 

F-HEMBAl000307//EST//7.7e-05:280:62//Hs.146462:AI124898 
F-HEMBAl000327//ESTs//5.3e-92:435:99//Hs.100605:AA305965 

F-HEMBA1000333//Human mRNA for KIAA0206 gene, partial cds//0.84:395:56//Hs.79299:D86961 
F-HEMBA1000338//ESTS, Moderately similar to novel stromal cell protein [M.musculus]//2.4e-38:317:80//Hs. 
30 99189:X84712 

F-HEMBA1000351//Human Line-1 repeat mRNA with 2 open reading frames//0.020:334:59//Hs.23094:M 19503 
F-HEMBA1000355//Myosin, heavy polypeptide 11, smooth muscle//0.1 1 :336:61 //Hs. 78344: AF001 548 
F-HEMBA1000356//H.sapiens ERF-2 mRNA//0.031 :317:59//Hs.78909:U07802 

F-HEMBA1 000357//Human mRNA for KIAA011 8 gene, partial Cds//1 .2e-50:441 :78//Hs.1 54326 :D42087 
35 F-HEMBA1000366//ESTS//0.025 :56:87//Hs.141629:H74010 

F-HEMBA1000369//Homo sapiens PAC clone DJ0669B10 from 7q33-q35//0.99:433:58//Hs.159899:AO004853 
F-HEMBA1 000376//Oxytocin receptor//3.4e-43:569:70//Hs.2820:X6487B 
F-HEMBA1000387//ESTS//B.2e-104:535:94//HS.78110:AA741320 

F-HEMBA1000390//Homo sapiens BAC clone RG119C02 from 7p15//2.3e-141 :712:95//Hs.22900:AC004520 
40 F-HEMBA1000392//Homo sapiens clone 24619 mRNA sequence//1 .7e-47:461 :74//Hs.1 39088 :AF070533 

F-HEMBA1000396//ESTS. Weakly similar to hypothetical protein [H.sapiens]//1 .2e-26:351 :70//Hs.1 38992:01 4008 

F-HEMBA1000411//EST//2.8e-27:401:71//Hs.138719:N52915 

F-HEMBA1000418//ESTs//0.0094:375:61//Hs.40140:AI079253 

F-HEMBAl000422//EST//6.2e-23:225:78//Hs.132635:Al032875 
45 F-HEMBA1000428//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//7.6e-31:616:66//Hs. 

159897:AB007970 

F-HEMBA1000434//EST//0.0031:157:64//HS.162328:AA559034 
F-HEMBA1000442//EST//1 .0:201 :61//Hs.1 62434: AA577398 

F-HEMBA1000456//Fanconi anemia complementation group C//0.58:362:59//Hs.37953:X66893 
50 F-HEMBA1000459//EST//9.2e-21:l57:86//Hs.132635:AI032875 
F-HEMBA1000460//ESTs//2.9e-77:409:95//Hs.27135:W49590 
F-HEMBA1000464//ESTs//6.6e-17:365:65//Hs.150675:AA127853 
F-HEMBA1 000469 

F-HEMBA1000488//Homo sapiens HIV-1 inducer of short transcripts binding protein (FBM ) mRNA, complete cds// 
55 0.15:253:58//Hs.104640:AF000561 

F-HEMBA1000490//Homo sapiens kinecttn mRNA, complete cds//0.71:539:56//Hs.82709:Z22551 
F-HEMBA1000491//ESTs//2.0e-21:361:65//Hs.152453:AA864970 

F-HEMBA1 000501 //Homo sapiens tapasin (NGS-17) mRNA, complete cds//2.5e-39:312:77//Hs.5247:AF029750 
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F-HEMBA1 000504//Homo sapiens mRNA for osteoblast specific factor 2 (OSF-2os)//1 .3e-08:57: 1 00//HS.1 55095: 
D13666 

F-HEMBA1000505//Homo sapiens KECMp mRNA, complete Cds//1.0:197:62//Hs.131962:AF064093 
F«HEMBA1000508//EST//0.67:156:60//HS.162898:AA659646 
5 F-HEMBA1000518 

F-HEMBA1000519//EST//6.8e-52:300:91//Hs.149580:AI281881 

F-HEMBA1 000520//ESTs, Weakly similar to coded for by C. elegans cDNA CEESB82F [C.elegans]//2.9e-l 6:132: 
84//HS.1 55871 :AA533783 

F-HEMBA1000523//ESTS, Highly similar to TESTIS-SPECIFIC PROTEIN PBS 13 [Mus musculus]//2.1e-25:192: 
10 87//Hs.22383:R51067 

F-HEMBA1000531//ESTs, Weakly similar to heat shock protein [H.sapiens]//2.4e-57:288:97//Hs.116022: 
AA455706 

F-HEMBA1000534//Homo sapiens PYRIN (MEFV) mRNA, complete cds//2.8e-47:153:88//Hs.113283:AF018080 
F-HEMBAl000540//ESTs//8.6e-07:60:100//Hs.109755:AA180809 
is F-HEMBA1 000542//Human lysyl oxidase-like protein mRNA, complete cds//0.088:581 :57//Hs. 65436:1124389 

F-HEMBA1000545//Human kpni repeat mrna (cdna clone pcd-kpni-4), 3" end//7.8e-1 06:73 1:83//Hs. 1391 07: 
K00629 

F-HEMBA1000555//Human mRNA for KIAA0242 gene, partial cds//0.75:283:58//Hs. 77495 :D87684 
F-HEMBA1000557//ESTs//3.9e-27:389:71//Hs.125087:AA495729 
20 F-HEMBA1000561//Homo sapiens mRNA for KIAA0760 protein, partial cds//3.8e-64:665:72//Hs.137168: 

AB018303 

F-HEMBA1000563//ESTs//3.8e-51:257:98//Hs.47122:AI338977 
F-HEMBA1 000568//EST//0. 12:270: 61 //Hs.1 34833 :AI091 046 

F-HEMBA1000569//H.sapiens mRNA encoding GPI-anchored protein p137//3.8e-19:409:62//Hs.1 19283:248042 
25 F-HEMBA1000575//EST//0.060:156:64//HS.126277:AA826681 

F-HEMBA1000588//ESTS, Weakly similar to weakly similar to myosin heavy chain [C.elegans]//7.7e-41 :217:96// 
Hs.55084:AA479162 

F-HEMBA1000591//Homo sapiens mRNA for ElB-55kDa-associated protein//2.3e-44:228:97//H$.155218: 
AJ007509 

30 F-HEMBA1000592//ESTS, Weakly similar to sorting nexin 1 [H.sapiens]//1.7e-27:463:65//Hs.13794:AA203241 

F-HEMBA1000594//Human clone 230971 defective mariner transposon Hsmar2 mRNA sequence//4.0e-68:574: 
79//Hs.159176:U92019 

F-HEMBAl000604//ESTs//3.3e-21:158:74//Hs.142924:AI092535 

F-HEMBA1 000608//Homo sapiens mRNA forKIAA0456 protein, partial cds//3.7e-1 20:561 :99//Hs.5003:AB007925 
35 F-HEMBA1000622//Homo sapiens DEC-205 mRNA, complete CdS//5.2e-34:592:68//Hs.153563:AF011333 

F-HEMBA1000636//ESTS. Weakly similar to 50S RIBOSOMAL PROTEIN L20 [E.C0li)//7.4e-22:166:84//Hs.26252: 
AA643235 

F-HEMBA1000637//Homo sapiens mRNA for KIAA0690 protein, partial cds//2.1e-138:639:99//Hs.60103: 
AB014590 

40 F-HEMBA1 000655//ESTS//1 .2e-54:503:77//Hs. 1 40864: AA1 761 74 

F-HEMBA1000657//Mucin 1, transmembrane//0.99:219:61//Hs.89603:J05582 
F-HEMBA1000662//ESTs//2.2e-52:257:99//Hs.63243:AI123912 

F-HEMBA1000673//H.sapiens mRNA for translin associated protein X//1 .7e-47:366:79//Hs. 96247 :X95073 
F-HEMBA1000682//Oxytocin receptor//4.7e-59:673:72//Hs.2820:X64878 
45 F-HEMBA1 000686 

F-HEMBA1 000702 

F-HEMBAl000705//EST//0.047:363:60//Hs.136379:AA521309 
F-HEMBAl000719//ESTs//2.7e-68:333:98//Hs.146195:AI039850 
F-HEMBA1000722//ESTs//0.49:283:60//Hs.21108:N92630 
50 F-HEMBA1 000726//EST//1 . 1 e-45: 1 83:87//Hs.1 49580: AI281 881 

F-HEMBAl000727//ESTs//4.8e-95:442:100//Hs.22119:AA885491 
F-HEMBA1 000747 

F-HEMBA1000749//ESTs//80e-14:10B:77//Hs.154892:AI091588 
F-HEMBA1 000752//EST//1 .3e-25:344:69//Hs.1 60992:H5271 6 
55 F-HEMBAl000769//ESTs//0.0018:206:63//Hs.153268:AA887239 
F-HEMBA1000773//ESTs//0.56:336:58//Hs.105964:N35803 
F-HEMBA1 000774//EST//4.0e-38:31 2:79//Hs.1 621 97: AA53521 6 
F-HEMBA1000791//ESTs//2.8e-87:413:99//Hs.112050:AA431300 
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F-HEMBA1 00081 7//ESTs//5.6e-1 24:61 7:96//Hs. 1 01 366: AA1 67536 
F-HEMBA1000822//ESTs//0.94:347:58//Hs.23905:AA928542 
F-HEMBA1000827//EST//0.064:133:60//Hs.138738:N58367 
F-HEMBA1 000843 

F-HEMBA1 000851//Fragile X mental retardation 1//0.014:219:62//Hs.89764:X69962 
F-HEMBA1000852//ArylSUlfataseD//67e-38:244:75//Hs.43887:X83572 
F-HEMBA1 000867 

F-HEMBA1000869//ESTS//5.1 e-33:166:77//Hs.141186:R99609 
F-HEMBA1 000870//EST//0.032 : 1 30 :66//H$. 1 57351 :AI367237 
F-HEMBA1 000872//ESTs//2.4e-20: 1 34:92//Hs. 1 55982: AA406047 
F-HEMBA1000876//EST//5.3e-20:233:72//Hs.124339:AA829660 
F-HEMBAl000908//ESTs//5.4e-28:219:84//Hs.12247:AI203154 

F-HEMBA1 00091 0//Human DNA sequence from clone 1 409 on chromosome Xp1 1 . 1 -1 1 .4. Contains a Inter-Afpha- 
Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced Melanoma-Associated Antigen MAGE LIKE gene 
and a 6-Phosphofructo-2-kinase (Fructose-2,6-bisphosphatase) LIKE pseudogene. Contains ESTs, STSs and ge- 
nomic marker DXS8032//2.8e-11 : 309 :65//Hs. 4943 :Z98046 
F-HEMBA1000918//ESTS//0.11 :234:59//Hs.96499:AA252537 , 

F-HEMBA1 00091 9//Human mRNA for histone H1x, complete cds//0.18:221 :64//Hs.1 09804 :D64 142 
F-HEMBA1000934//Homo sapiens mRNA for KIAA0547 protein, complete cds//3.8e-09:360:62//Hs.36850: 
AB011119 

F-HEMBA1000942//ESTs, Highly similar to PMS4 homolog mismatch repair protein [H.sapiens]//9.4e- 10:77:93// 
Hs.111445:H00596 

F-HEMBA1 000943//ESTS, Highly similar to ZINC FINGER PROTEIN 1 0 (Homo sapiens]//0.0039:54:92//Hs.58338: 
AA609476 

F-HEMBAl000946//PhosphoribosyJglycinamideformyltransferase,phosphoribosylglycinamide-synthetase,phos- 
phoribosylaminoimidazole synthetase//0. 93 : 1 32:66//Hs. 82285 :X541 99 

F-HEMBA1000960//ESTS, Moderately similar to!!!! ALU SUBFAMILY SX WARNING ENTRY!!!! [H.sapiens]// 
0.080: 1 28:71 //Hs. 1 1 8972:AA761 369 

F-HEMBA1000968//Human transposon-like element mRNA//2.8e-95:352:87//Hs.84775:M23161 
F-HEMBA1 000971//ESTs//8.4e-88:41 7:98//Hs. 1 28631 : Al 1 27903 
F-HEMBA1000972//EST//0.75:134:64//Hs.117228:AA682775 
F-HEMBA1000974//ESTs//1.3e-103:497:98//Hs.126786:U74314 

F-HEMBA1000975//Homo sapiens diacylglycerol kinase iota (DGKi) mRNA, complete cds//1 .3e-05:424:59//Hs. 
1 59564: AF061 936 

F-HEMBA1000985//Homo sapiens mRNA, chromosome 1 specific transcript KiAA0492//0.0036:389:60//Hs. 
127338:AB007961 

F-HEMBAl000986//ESTs//0.00025272:64//Hs.12364:H09132 

F-HEMBA1000991//Homo sapiens mRNA tor Hrs, complete CdS//3.9e-24:193:84//Hs.24756:U43895 
F-HEMBA1001007//EST//0.96:70:71//HS.163258:AA828835 

F-HEMBA1001008//Human G protein-coupled receptor (STRL22) mRNA, complete cds//4.9e-43:472:74//Hs. 
46468:U45984 

F-HEMBA1001009//lmmunoglobulin mu//0.18:367:59//Hs.75758:X58529 
. F-HEMBA1001017//Homo sapiens mRNA for KIAA0468 protein, complete cds//1.4e-1 40:661 :98//Hs. 158287: 
AB007937 

F-HEMBA1001019//EST//4.1e-14:251:68//Hs.148769:AI239572 
F-HEMBA1001020//Von Hippel-Lindau syndrome//2.2e-28:253:69//Hs.78160:AF010238 
F-HEMBA1001022 

F-HEMBA1001024//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//6.8e-28:376:72//Hs. 
159897:AB007970 

F-HEMBA1001026//Homo sapiens klotho mRNA, complete cds//1 .3e-05:745:57//Hs.94592:AB005142 
F-H EMBA1 00 1 043//ESTs//2. 1 e-28:448:67//Hs. 1 1 2469 : AA59851 5 
F-HEMBAl001051//EST//3.1e-48:310:87//Hs.149580:AI281881 
F-HEMBA1001052//EST//0.94:149:67//HS.312I6:AI017971 

F-HEMBA1 001 059//N-ACETYLGALACTOSAMINE-6-SULFATASE PRECURSOR//4.6e-1 65: 777:98//Hs. 159479: 
U06088 

F-HEMBAl001060//ESTs//6.8e-14:150:78//Hs.24821:AA044813 
F-HEMBA1001071//Alpha-1 type 3 collagen//3.5e-32:181 :96//Hs. 11 9571 :X1 4420 

F-HEMBA1001077//ESTs, Moderately similar to transcription intermediary factor 1 [H.sapiens]//1.le-9 8:487: 97// 
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Hs.1 47802: R71 297 

F-HEMBA1001080//Human N-type calcium channel alpha-1 subunit mRNA, complete cds//0.013:385:58//Hs. 
69949:M94172 

F-HEMBA1001085//Human hSIAH2 mRNA, complete cdS//0.55:338:59//Hs.20191 :U76248 
5 F-HEMBA1001088//Human PINCH protein mRNA, complete CdS//7.3e-73:303:78//Hs.83987:U09284 

F-HEMBA1001094//lnterleukin 8//0.092:530:58//Hs.624:M17017 
F-HEMBA1001099 

F-HEMBA1001109//Homo sapiens tapasin (NGS-17) mRNA, complete CdS//2.4-61:341:85//Hs.5247:AF029750 
F-HEMBA1001121//EST//7.3e-13:265:64//Hs.142423:AA412497 
10 F-HEMBA1 00 1122//Homo sapiens mRNA for KIAA0471 protein, complete cds//0. 066: 649: 56//HS. 5347: AB007940 

F-HEMBA1001123//Homo sapiens mRNA for KIAA0448 protein, complete cds//1.5e-1 0:23 1:68//Hs. 27349: 
AB007917 

F-HEMBA1 00 1 1 33//EST//0.50:222:63//Hs. 1 31 01 8: AI01 5747 

F-HEMBA1001137//Homo sapiens mRNA for KIAA0798 protein, complete cds//2.2e-73:527:77//Hs. 159277: 
15 AB018341 

F-HEMBA1 00 1 1 40//Homo sapiens mRNA for KIAA0682 protein, complete cdS//0.020: 1 41 :65//Hs.7482:AB01 4582 

F-HEMBA1001172//EST//0.77:158:60//HS.158894:AI378457 

F-HEMBA1041174//ESTS//1 .4e-63:363:92//Hs.1 32798 :AA922226 

F-HEMBA1001197//ESTs. Weakly similar to Rap2 interacting protein 8 [M.musculus]//5.0e-54:555:71//Hs.55165: 
20 AA573499 

F-HEMBA1 00 1 208//EST//6.2e-26:21 3:77//Hs.1 46964: Al 1 83463 

P-HEMBA1001213//Human mRNA for KIAA0013 gene, complete cds//0.026:569:57//Hs.48824:D87717 
F-HEMBA1 001226//ESTS/1 .9e-1 1 :407:65//Hs.157977:AI369694 
F-HEMBAl001235//ESTs//0.0042:161:63//Hs.155170:AA167748 
25 F-HEMBA1001247//ESTs//1.2e-91:429:99//Hs.143304:AI084058 

F-HEMBA1001257//Human zinc finger protein (MAZ) mRNA//0.017:330:62//Hs.7647:M94046 

F-HEMBA1001265 

F-HEMBA1 001281 

F-HEMBA1001286//Natriuretic peptide precursor B//0.76:163:63//Hs.937:AL021155 
30 F-HEMBA1 00 1 289//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-69G1 2//5. 1 e-30:530:64//Hs.1 54050: 

AC004131 

F-HEMBA1001294//Homo sapiens mRNA for matrilin-3//0.00023:657:56//Hs.119534:AJ224741 
F-HEMBA1001299//Small inducible cytokine A5 (RANTES)//2.2e-27:271:77//Hs.155464:AF088219 
F-HEMBA1001302//ESTS. Moderately similar to Cab45a [M.musculus)//3.3e-53:272:97//Hs.1 54563: AM 29590 
35 F-HEMBA1001303//ESTS, Weakly similar to RNA splicing-related protein [R.norvegicusJ//2.6e-66:24l:99//Hs. 

1 20847: AA731 201 

F-HEMBA1 001 31 0//ESTs//2.0e-21 :1 33:93//Hs.1 591 1 6:W55873 

F-HEMBA1001319//Homo sapiens mRNA for KIAA0758 protein, partial cds//0. 23:562 :58//Hs. 22039 :AB01 8301 
F-HEMBA1001323//Wingless-type MMTV integration site 5A, human homolog//2.5e-31:165:99//Hs.152213: 
40 L20861 

F-HEMBA1001326//ESTS, Highly similar to HYPOTHETICAL 55.1 KD PROTEIN IN FAB1-PES4 INTERGENIC 
REGION [Saccharomyces cerevisiae)//8.9e-08:185:68//Hs.1 08734: Al 073427 
F-HEMBA1 00 1 327//ESTs//0.085:337:60//Hs.1 141 57: AA70301 3 
F-HEMBA1001330//EST//0.0018:225:63//Hs.127987:AA970569 
« F-HEMBA1 001 35l//Homo sapiens VAMP-associated protein of 33 kDa (VAP-33) mRNA, complete cds//3.6e-l 05: 

516:97//Hs.9006:AF057358 

F-HEMBA1001361//ESTS//1 .2e-62:317:97//Hs.6639:R39794 
F-HEMBA1 00 1 375//ESTs//0.93: 1 80:60//Hs. 1 48425 : AH 98074 
F-HEMBA1001377//ESTs//9.2e-87:414:99//Hs.48469:N62156 
50 F-HEMBAl001383//ESTs//0.0023:336:60//Hs.140622:AA844353 

F-HEMBA1001387//ESTS, Highly similar to RAS-LIKE PROTEIN TC10 (Homo sapiens]//1.0e-132:643:97//Hs. 

124217:AA020848 

F-HEMBA1001388 

F-HEMBA1001391//ESTS//S.6e-32:191:93//HS.71628:N41660 
55 F-HEMBA1001398 

F-HEMBA1001405//EST//1.0:135:63//Hs.146833:AI151117 
F-HEMBA1 001 407//ESTS/1 0.53:390:57//Hs. 1 50447: AI01 7798 
F-HEMBA1001411//EST//8.8e-06:270:62//Hs.145386:AI253108 
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F-HEMBA1001413 

F-HEMBA1001415//EST//1.3e-12:176:75//Hs.133172:AI051605 
F-HEMBA1001432//RING3 PROTEIN//0.57:345:59//Hs.75243:D42040 
F-HEMBA1001433//ESTs//1.3e-21:333:69//Hs.131648:AI025726 
s F-HEMBA1001435//Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2//1 .2e-74:469: 

80//Hs.1361:M55053 

F-HEMBA1 00 1 442//EST//0.29: 1 81 :64//Hs.1 1 6883: AA663031 

F-HEMBA1001446//ESTS, Weakly similarto Rap2 interacting protein 8 [M.musculus]//6.8e-47:550:71//Hs.55165: 
AA573499 

10 F-HEMBA1001450//Homo sapiens GTPase-activating protein (SIPA1) mRNA, complete cds//0.82:312:58//Hs. 

7019:AB005666 

F-HEMBA1 00 1 454//ESTs//1 .2e-46:297:80//Hs.1 52395: AA5331 07 
F-HEMBA1001455//ESTs//7.3e-103:502:97//Hs.112860:AA442412 

F-HEMBA1001463//Human mRNA for KIAA0392 gene, partial cds//8.7e-51:323:88//Hs.40100:AB002390 
15 F-HEMBA1001476//Homo sapiens mRNA for KIAA0572 protein, partial cds//6.2e-1 04:489 :99//Hs. 14409: 

AB011144 

F-HEMBA1001478//EST//0.013:205:61//Hs.157309:AI365451 

F-HEMBA1001497//Small inducible cytokine A5 (RANTES)//5.9e-45:307:84//Hs.155464:AF088219 
F-HEMBA1001510//H.sapiens mRNA forG13 protein//2.1e-71 :405:92//Hs.42853:X98054 
20 F-HEMBA1001515//Human Line-1 repeat mRNA with 2 open reading frames//4.5e-i05:773:82//Hs.23094: 

M 19503 

F-HEMBA1 00 1 51 7//EST//3.6e-09:271 :65//Hs.1 62347:AA564902 
F-HEMBAl001522//ESTs//4.3e-13:85:95//Hs.126707:AI376869 
F-HEMBA1001526 
25 F-HEMBA1001533//EST//1.0:75:73//Hs.145360:AI252476 

F-HEMBAl001557//EST//3.5e-13:261:64//Hs.161496:N66580 
F-HEMBAl001566//EST//3.7e-07:354:64//Hs.43830:N26652 • 

F-HEMBA1001569//Homo sapiens mRNA for vesicle associated membrane protein 2 (VAMP2)//8.0e-68:338:97// 
HS.91589:M36205 

30 F-HEMBAl001570//ESTs//1.5e-47:369:82//Hs.107657;AA126814 

F-HEMBA1001579//Homo sapiens mRNA for NSl-binding protein (NS1-BP)//7.0e-175:678:99//Hs.1 59597: 
AJ012449 

F-HEMBAl001581//ESTs//4.4e-07:237:67//Hs.152304:AA605184 

F-HEMBAl001585//ESTs//1.1e-11:81:100//Hs.16364:AI357228 
35 F-HEMBA1001589//Human mRNA for KIAA01 66 gene, complete Cds//0.82:210:64//Hs.115778:D79988 

F-HEMBA1001595//Human mRNA for KIAA0128 gene, partial cds//2.6e-110:855:78//Hs.90998:D50918 

F-HEMBA1001608//EST//1 .0:201 :60//Hs.136747:AA749210 

F-HEMBA1001620//ESTS//1 .5e-39:211 :98//Hs. 131 063:A101 6400 

F-HEMBA1 00 1 635//ESTs//4.0e-33: 1 68: 1 00//HS. 1 22655: AI361 870 
<0 F-HEMBA1001636//ESTS, Moderately similar to!!!! ALU SUBFAMILY SP WARNING ENTRY!!!! [H.sapiens]// 

0.038:1 98:64//Hs.34579:AI338536 

F-HEMBA1 001 640//ESTS//1 .1 e-24:31 5:71//Hs.341 1 4:AA776899 

F-HEMBA1001647//Human plectin (PLEC1) mRNA, complete cds//0.00049:629:61//Hs.79706:U53204 
F-HEMBA1001651//EST//3.6e-07:285:63//Hs.132558:AA948560 
« F-HEMBA1001655//ESTs//1.4e-95:497:96//Hs.59563:AA203283 
F-HEMBA1 00 1 658//EST//0. 1 8:251 :59//Hs.1 1 7724:H471 21 
F-HEMBA1001661 

F-HEMBA1001672//Homo sapiens methyl-CpG binding protein MBD3 (MBD3) mRNA, complete cds//7.9e-146: 
669:99//Hs.1 07254:AC005943 

50 F-HEMBA1001675//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//2.0e-57:447:79//Hs. 

1 58095: AB007953 

F-HEMBA1 00 1 678//ESTs//4.0e-50:360:83//Hs. 1 4681 1 :AA41 0788 
F-HEMBA1001681//EST//1.0:165:58//Hs.136790:AA776060 
F-HEMBA1 001 702//EST7/0.01 5:31 2:61//Hs.1 62839:AA648760 
55 F-HEMBA1001709//EST//0.85:131:65//HS.131451:AI023995 
F-HEMBA1001711//ESTS//0.084:425:56//HS.125346:AI302836 
F-HEMBA1 00 1 71 2//EST//0. 26:21 4:59//Hs.1 59088 :AI3831 1 4 

F-HEMBA1001714//ESTS. Highly simitar to ATPASE INHIBITOR, MITOCHONDRIAL PRECURSOR [Rattus nor- 
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vegiCUSj//3.0e-30:195:92//Hs.132948:AA194452 

F-HEMBA1 001 71 8//EST//0.0044:275:60//Hs.1 25969:AA889554 

F-HEMBA1 001 723//INTERLEUKIN ENHANCER-BINDING FACTOR//0 .24:501 :57//Hs. 101 524:11581 97 
F-HEMBA1 001 731//EST//1 .2e-06:261 :63//Hs.1 32331 : AI028363 
F-HEMBA1 001 734//ESTS//0.01 8:1 77:63//Hs.1 29631 :AI00041 5 
F-HEMBA1001744//EST//8.7e-77:420:92//Hs.133226:AI052250 

F-HEMBA1001745//Homo sapiens mRNA for TSC403 protein, complete cds//0.37:300:62//Hs.1 0887: AB01 3924 
F-HEMBA100t746//ESTs//0.31:168:66//Hs.27237:N68328 

F-HEMBA1001761//ESTS, Weakly similar to ZINC FINGER PROTEIN 91 [H.sapiens]//0.76:218:60//Hs.1 35553: 
N41598 

F-HEMBA1001781//Homo sapiens chromosome 19, cosmid R30953//0. 98:21 9 :60//Hs. 98776 :AC005622 
F-HEMBA1001784//Homo sapiens mRNA for KJAA0474 protein, complete cdS//6.4e-09:265:67//Hs. 158232: 
AB007943 
F-HEMBA1001791 

F-HEMBA1001800//EST//3.1e-41:331:81//Hs.127142:AA937570 
F-HEMBA1001803//EST//0.0062:269:59//HS.49075:N64817 

F-HEMBA1001804//Human POU domain protein (Brn-3b) mRNA, complete cds//1.8e-07:439:59//Hs.266:U06233 
F-HEMBA1001808//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0500//2.-5e-175:809:98//Hs. 
118164:AB007969 

F-HEMBAl001809//ESTs//6.0e-101:497:97//Hs.155127:AA625305 
F-HEMBA1001815 

F-HEMBA1001819//Human kruppel-related zinc finger protein (ZNF184) mRNA, partial cds//4.9e-80:842:70//Hs. 
158174:1166561 

F-HEMBA1001820//EST//0.057:214:62//HS.148715:A1223845 

F-HEMBA1001822//Homo sapiens intersectin short form mRNA, complete cds//6.7e-42:510:65//Hs.66392: 
AF064244 

F-HEMBA1001824//Homo sapiens OPA-containing protein mRNA, complete cds//5.2e-13:253:68//Hs.85313: 
AF071309 

F-HEMBA1001835//Human mRNA for KIAA0235 gene, partial cds//0.96:288:60//Hs.6151 :D87078 
F-HEMBA1 001 844//ESTS//1 .1e-29:197:80//Hs.l55243:N70293 

F-HEMBA1001847//Human mRNA for KIAA0326 gene, partial cds//2.0e-23:379:68//Hs.6833:AB002324 
F-HEMBA1001861//Homo sapiens mRNA for KIAA0617 protein, complete cds//2.8e-185:865:98//Hs.78946: 
AB014517 

F-HEMBA1001864//EST//0.27:145:63//Hs.162585:AA593121 

F-HEMBA1001866//ESTS. Weakly similar to UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE 
PRECURSOR [D.melanogasterl//3.2e-39:293:84//Hs.152332:AI141922 

F-HEMBA1001869//ESTS, Weakly similar to ASH1 [D.melanogaster3//8.le-70:367:95//Hs.15423:T84036 
F-HEMBA1001888//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//5.4e-86:835:76//Hs. 
1 58095: AB007953 
F-HEMBA1001896 

F-HEMBA1001910//Human calpain-like protease (htra-3) mRNA, complete cds//0.43:114:71//Hs.6133:U94346 
F-HEMBA1 001 91 2//ESTS//4. 1 e-79:398:97//Hs.26660:AI31 2633 

F-HEMBA1001913//Homo sapiens TNF-alpha stimulated ABC protein (ABC50) mRNA, complete cds//0.00031: 
200:62//Hs.9573:AF027302 

F-HEMBA1001915//EST//0.082:128:64//HS.126542:AA916511 

F-HEMBA1001918//Homo sapiens SEC63 (SEC63) mRNA, complete cds//0.46:374:59//Hs.31575:AFl00141 
F-HEMBA1 001 92l//Homo sapiens germinal center kinase related protein kinase mRNA, complete cds//6.7e-1 86: 
855:99//Hs.1 54934 :AF0001 45 

F-HEMBA1 001 939//ESTs//4.9e-34:342:77//Hs.1 3271 1 : AI377295 
F-HEMBA100l940//ESTs//8.6e-l5:149:81//Hs.141129:R86221 
F-HEMBAl001942//ESTs//0.0014:271:62//Hs.124514:AI219882 
F-HEMBA1 001 945//EST//0.98: 1 42:64//Hs.1 61 540:N85943 
F-HEMBA1001950//ESTS//0.99:188:64//HS.28639:R78360 

F-HEMBA1 001 960//Homo sapiens methyl-CpG binding protein MBD2 (MBD2) mRNA, complete cds//0. 30:85:69// 
Hs.25674:AF072242 

F-HEMBA1001962//ESTS//0.0012:289:59//HS.125492:AA938930 
F-HEMBA1 00 1 964//EST//0.73: 1 53:64//Hs.1 1 21 61 :AA477708 

F-HEMBA1001967//Human DNA sequence from clone 341 E18 on chromosome 6pn.2-l2.3. Contains a Serine/ 
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Threonine Protein Kinase gene (presumptive isolog of a Rat gene) and a novel alternatively spliced gene. Contains 
a putative CpG island, ESTs and GSSs//4.6e-156:720:99//Hs.11050:AL031178 
F-HEMBA1001979//ESTs//0.86:184:67//Hs.77208:AA044732 

F-HEMBA1001987//ESTS, Moderately similar to hTAFII68 [H.sapiens]//2.8e-29:151 :100//Hs.124106:AA948100 
5 F-HEMBA1 001 991//Homo sapiens clone 24540 mRNA sequence//0.049:1 21 :70//Hs.1 53529:AF070581 

F-HEMBA1 002003//Keratin 10 (epidermolytic hyperkeratosis; keratosis palmaris et plantaris)//9.8e-09:294:63// 
HS.99936:X14487 

F-HEMBA1002008//ESTs//0.12:299:59//Hs.1 32803 :W63582 

F-HEMBA1 00201 8//PROTEIN-TYROSINE PHOSPHATASE ZETA PRECURSOR//0.98:212:64//Hs.78867: 
10 M93426 

F-HEMBA1002022//Human p37NB mRNA, complete cds//0.00044:58:96//Hs.155545:U32907 

F-HEMBA1002035//EST//6.4e-07:145:68//Hs.135336:AI049827 

F-HEMBA1 002039//EST//0.99:79:67//Hs.98451 :AA426057 

F-HEMBA1002049//ESTs, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//4.5e-26: 
15 223:81//Hs.105292:AA504776 
F-HEMBA1 002084 
F-HEMBA1 002092 

F-HEMBA1002100//Homo sapiens zinc finger homeodomain protein (ATBF1-A) mRNA, complete cds//5.6e-2l : 
1 24:96//Hs. 1 0 1 842 132832 

20 F-HEMBA1002102//ESTS, Highly similar to ANKYRIN [Mus musculus]//5.9e-09:434:62//Hs.1 351 02:A1 190276 

F-HEMBA1002113//ESTs//0.049:255:63//Hs.106137:AI129973 
F-HEMBA1002119 

F-HEMBA1002125//H.sapiens ERF-2 mRNA//0.026:341:59//Hs.78909:U07802 
F-HEMBA1002139//ESTs//0.082:309:60//Hs.36383:W52393 
25 F-HEMBA1002144//Human mRNA for KIAA0227 gene, partial cds//5.6e-06:601 :60//Hs. 79 170: D86980 

F-HEMBA1 0021 507/Homosapiens mRNA for KIAA0720 p^ 
F-HEMBA1002151 

F-HEMBA1 0021 53//EST/1 0.01 4:328 :60//Hs.1 491 1 5:AI244695 

F-HEMBA1002160//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0507//5.6e-49:303:79//Hs. 

30 1 58241 :AB007976 ' 

F-HEMBA1002161//Myosin, heavy polypeptide 7, cardiac muscle, beta//l .2e-40:6l6:67//Hs.929:M57965 
F-HEMBA1002162//Homo sapiens mRNA for XPR2 protein//3.4e-48:749:67//Hs.44766:AJ007590 
F-HEMBA1002166//Small inducible cytokine A5 (RANTES)//2.le-60:485:79//Hs.155464:AF088219 
F-HEMBA1002177//Homo sapiens yotiao mRNA, complete cds//2.4e-1 9:151 :86//Hs.114808:AF026245 

35 F-HEMBA1002185//EST//0.00011:233:65//Hs.125552:AA884141 
F-HEMBA1002189//EST//5.1 e-24: 1 93:8 1//Hs. 1631 61 :AA778363 

F-HEMBA1002191//Homo sapiens mRNA for KIAA0689 protein, partial cdS//0.27:382:59//Hs.21 992: AB01 4589 
F-HEMBA1002199//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//1.2e-14:199:72//Hs. 
159897:AB007970 
40 F-HEMBA1 002204//ESTs//0.46:31 2:59//Hs.61 21 0: AA024696 

F-HEMBA1 00221 2//ESTS//1 .0:191 :63//Hs. 149752: AI285767 

F-HEMBA1 00221 5//ESTS, Highly similar to TESTIN 2 PRECURSOR [Mus musculus]//1 .6e-47:251 :96//Hs.59906: 
AA001281 

F-HEMBA1002226//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//2.4e-57:375:71//Hs. 
<5 67619:AB007957 

f-HEMBA1002229//Homo sapiens KIAA0395 mRNA, partial Cds//7.9e-47:377:80//Hs. 43681 :AL022394 

F-HEMBA1002237//EST//0.044:1 37:66//Hs.1 44448 :AA8 12455 

F-HEMBA1002241 

F-HEMBA1002253//EST//2.2e-41:219:96//Hs.137065:AA888887 
so F-HEMBA1 002257//Homo sapiens diacylglycerol kinase iota (DGKi) mRNA, complete cds//1 .1 e-1 52:731 :97//Hs. 

1 59564: AF061 936 

F-HEMBAl002265//ESTs//5.4e-11:337:65//Hs.112639:AI125420 

F-HEMBA1002267//Homo sapiens GDP-L-fucose pyrophosphorylase (GFPP) mRNA, complete Cds//1 .0:395:60// 
Hs.150926:AF017445 
55 F-HEMBA1 002270//ESTs//2.5e-87:504:89//Hs.1 24440:H95404 

F-HEMBA1002321//Homo sapiens oxidized low-density lipoprotein receptor mRNA, complete cds//0. 17:338:60// 
Hs.77729:AB010710 

F-HEMBA1 002328//ESTs//7.9e-1 03:480:99//Hs.1 2331 8:AI201 982 
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F-HEMBA1002337//Human mRNA for KIAA0118 gene, partial cds//0.93:220:61//Hs.154326:D42087 
F-HEMBA1 002341//Homo sapiens mRNA for KIAA0771 protein, partial cdS//7.8e-187:872:98//Hs.6162:AB01 831 4 
F-HEMBA10023481/EST//1.0e-19:285:70/Ms.121860:AA776692 
F-HEMBA1002349//EST//0.011:385:59//Hs.148533:AI200996 
5 F-HEMBA1002363//Homo sapiens chromosome-associated protein-E (hCAP-E) mRNA, complete cds//2.4e-l89: 

872:99//Hs.1 1 9023:AF092563 

F-HEMBA1002381//EST//7.9e-34:236:77//Hs.162197:AA535216 
F-HEMBAl002389//ESTs//4.3e-59:342:92//Hs.133391:AA535144 

F-HEMBA1 00241 7//Homo sapiens chromosome 19, cosmid R28784//2.2e-159:775:97//Hs.25527:AC005954 
10 F-HEMBA1 00241 9//EST, Moderately similar to ROD CGMP-SPECIFIC 3\5'-CYCLIC PHOSPHODIESTERASE 

BETA-SUBUNIT[H.sapiens]//1.0:144:65//Hs.136096:W27141 

F-HEMBA1002430//Human clone 23695 mRNA sequence//2.7e-06:563:59//Hs.90798:U79289 
F-HEMBA1002439//EST, Weakly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [H.sapiens]//0.11 : 
1 1 1 :67//Hs. 1 621 54: AA528561 

is F-HEMBA1 002458//ESTS, Weakly similar to hypothetical protein B, 6.8K [H.sapiens]//1 .3e-71 :346:98//Hs.1 361 21 : 

W26490 

F-HEMBA1 002460//ESTS//2.1 e-94:484:96//Hs. 1 06441 :R531 60 

F-HEMBA1 002462//Homo sapiens N-methyl-D-aspartate receptor 2D subunit precursor (NMDAR2D) mRNA, com- 
plete cds//0.00024:240:64//Hs.113286:U77783 

20 F-HEMBA1002469//Human mRNA for KIAA01 22 gene, partial cds//1.3e-1 09:603: 92//Hs.154583:D5091 2 

F-HEMBA1 002475//RYANODINE RECEPTOR, SKELETAL MUSCLE//0. 025:261 :63//Hs. 89631 :U48508 
F-HEMBA1002477//Homo sapiens mRNA for KIAA0561 protein, partial cdS//2.8e-45:331:83//Hs.6189:AB011133 
F-HEMBA1002486//EST//0.00039:174:67//Hs.96680:AA303235 
F-HEMBA1 002495 

25 F-HEMBA1002498//ESTs//1.2e-91:460:97//Hs.118327:W79161 

F-HEMBA1002503//H.sapiens mRNA for MACH-alpha-2 protein//4.8e-13:164:74//Hs.19949:X98173 
F-HEMBA1002508//Homo Sapiens PYRIN (MEFV) mRNA, complete cds//6.1 e-79:460:83//Hs. 11 3283 :AF0 18080 
F-HEMBA1 00251 3//Homo sapiens mRNA for histone deacetylase-like protein (JM2l)//9.0e-l59:738:98//Hs. 
6764:AJ011972 

30 F-HEMBA1 00251 5//ESTs//3.6e-08: 1 85 :69//Hs.1 18701 :AA420795 

F-HEMBA1002538//ESTs//0.97:68:73//Hs.134672:AI087951 

F-HEMBA1002542//Homo sapiens mRNA for chemokine LEC precursor, complete cds//6.le-46:238:87//Hs. 
10458:AF088219 

F-HEMBA1002547//Homo sapiens agrin precursor mRNA, partial cds//1 .1e-138:655:98//Hs.68900:AF016903 
35 F-HEMBA1002552//Human Hep27 protein mRNA, complete cds//2.8e-08:173:68//Hs.102137:U31875 

F-HEMBA1 002555//Homo sapiens mRNA for APC 2 protein, complete cds//0.00020:603:57//Hs.2091 2: AB01 21 62 
F-HEMBA1 002558//ESTs//6.0e-25:262:77//Hs. 1 36304: AA431 205 

F-HEMBA1002561//Humanclone 23574 mRNA sequence//4.7e-17:268:72//Hs. 79385: U90905 
F-HEMBA1002569//Homo sapiens protein associated with Myc mRNA, complete cds//4.3e-142:457:99//Hs. 
40 151411:AF075587 

F-HEMBA1002583//Homo sapiens UKLF mRNA for ubiquitous Kruppel like factor, complete cds//2.8e-30:156: 
100//HS.32170:AB015132 

F-HEMBA1002590//ESTs//1.0e-30:277:77//Hs.139158:AA226159 
F-HEMBA1002592//ESTs//2.4e-20:233:75//Hs.159329:Al378363 
45 F-HEMBA1002609//Homo sapiens ' mRNA for KIAA0597 protein, partial cds//1 -4e- 176:820 :99//Hs. 20 141 : 

AB011169 

F-HEMBAl002621//EST//0.99:208:60//Hs.159127:AI384013 

F-HEMBA1002624//Homo sapiens mRNA for KIAA0808 protein, complete cds//9.2e-189:632:97//Hs.91338: 
AB018351 

50 F-HEMBA1002628//Human mRNA for KIAA0336 gene, complete cds//0. 079:231 :65//Hs.125129:AB002334 

F-HEMBA1002629//Human density enhanced phosphatase 1 mRNA, complete cds//l.3e-07:473:61//Hs.1177: 
U10886 

F-HEMBAl002645//ESTs//2.6e-32:209:88//Hs.141323:N80390 
F-HEMBA1 002651 

55 F-HEMBA1002659//Human vascular endothelial growth factor related protein VRP mRNA, complete cds//0.74: 

223:60//Hs.791 41 :U431 42 

F-HEMBA1002661//Human Line-1 repeat mRNA with 2 open reading frames//l .4e-i 22:78 1 :85//Hs. 23094: 
M 19503 
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F-HEMBA1 002666//ESTS//0.39: 1 1 7:65//Hs.3794:T08497 
F-HEMBA1002678//EST//0.0081:148;64//Hs.15676B:AI351368 

F-HEMBA1 002679//Cyciic nucleotide gated channel (photoreceptor). cGMP gated 1 (alpha)//0. 00096:41 8:6 1//Hs. 
1323:S42457 

5 F-HEMBA1002688//Homo sapiens hyperpolarization -activated channel 1 (IH1) mRNA, partial Cds//L8e-1 1:541: 

601/Hs.124161:AF065164 

F-HEMBA10026961/Homo sapiens DNA from chromosome 19, cosmid R29144//1.9e-06:345:61//Hs. 155647: 
AC004221 

F-HEMBA1002703//Homo sapiens mRNA for KIAA0455 protein, complete CdS//6.0e-12:327:62//Hs. 13245: 
10 AB007924 

F-HEMBA1002712 

F-HEMBAl002716//EST//1.2e-56:284:97//Hs.131329:AA922800 

F-HEMBA1002728//Homo sapiens mRNA for KIAA0621 protein, partial cds//3.7e-127:614:97//Hs.132942: 
AB014521 

15 F-HEMBA1 002730//Homo sapiens microsomal glutathione S-transferase 3 (MGST3) mRNA, complete Cds//0.21 : 
157:66//Hs.111811 :AB007867 

F-HEMBA1 002742//EST//0.97: 1 38 :60//Hs.1 60545:71 596 

F-HEMBA1002746//Human HOX4C mRNA for a homeobox protein//0.72:347:58//Hs.74061 :X59372 
F-HEMBA1 002748//ESTS, Weakly similar to C27H6.5 [C.elegans]//0.24:83:74//Hs.40806:AA0 18786 
20 F-HEMBA1002750//ESTs//5.8e-37:185:76//Hs.140577:AA827817 

F-HEMBA1002768//Homo sapiens mRNA for KIAA0554 protein, partial CdS//2.9e-1 78 :834:98//Hs. 74750: 
AB011126 

F-HEMBA1002770//ESTS. Highly similar to TIP120 [R.norvegiCUS]//8.0e-98:492:96//Hs.11833:AI299947 

F-HEMBA1 002777//Homo sapiens prostate apoptosis response protein par-4 mRNA, complete cds//3.9e-05:528: 
25 59//Hs.128208:U63B09 

F-HEMBA1002779//ESTs//8,1e-134:662:96//Hs.107295:W80392 

F-HEMBA1 002780//ESTs//3.8e-41 :421 :74//Hs. 1 41 576:N90326 

F-HEMBA1002794//Protein kinase C, mu//4.8e-06:244:67//Hs.2891 :X75756 

F-HEMBA1002801//ESTs//2.1e-24:182:87//Hs.124633:AA856938 
30 F-HEMBA1 00281 0//Homo sapiens formin binding protein 21 mRNA, complete cds//3. 4e- 169: 82 0:97//Hs. 28307: 

AF071185 

F-HEMBA1 00281 6//ESTs//2.5e-91 :387:94//Hs.8008:R52744 

F-HEMBA1 00281 8//Homo sapiens UPH1 (UPH1) mRNA, complete cds//7.0e-122:733:89//Hs.6059:AF093119 
F-HEMBA1 002826//ESTS//0.0001 5:235:62//Hs.1 1 9383:M279904 
35 F-HEMBA1 002833 

F-HEMBA1002850//EST//0.0014:201:65//HS.156235:AA770550 
F-HEMBA1 002863//ESTS//1 .2e-50:295:91//Hs.57980:W68823 

F-HEMBA1002876//ESTS, Weakly similar to HYPOTHETICAL 26.4 KD PROTEIN EEED8.8 IN CHROMOSOME 
1 1 [C.elegans]//4.9e-1 8: 1 1 0:94//Hs.1 3322:AA1 51 730 
40 F-HEMBA1002886//EST//O.99:184:65//Hs.1 60684 :AE79429 

F-H EMBA1 002896//ESTS//2.1 e-1 1 :72: 1 007/Hs.l 4921 5:AI051 679 
F-HEMBA1 002921 

F-HEMBA1002924//EST//3.7e-05:291:64//Hs.1 34677: AI088001 
F-HEMBAl002934//ESTs//2.3e-42:324:80//Hs.141658:N77915 
45 F-HEMBA1002935//Homo sapiens mRNA for KIAA0576 protein, partial Cds//1 .6e- 174 :803:99//Hs. 14687: 

AB011148 

F-HEMBA1002937//ESTs, Weakly similar to homologous to mouse gene PC326:GenBank Accession Number 
M95564[H.sapiensl//8.1e-36:256:85//Hs.36899:AA130053 

F-HEMBA1002939//H.sapiens mRNA for cytokine inducible nuclear protein//1.1 e-05:479:59//Hs. 7401 9:X83703 
so F-HEMBA1002944//Human putative endothelin receptor type B-like protein mRNA, complete cds//0. 83:326:58// . 

Hs.27747:U87460 

F-HEMBAl002951//ESTs//6.1e-08:137:70//Hs.26762:AA913925 
F-HEMBA1002954//ESTs//9.3e-39:249:89//Hs.146185:Rl9099 
F-HEMBA1002968//ESTs//0.73:142:64//Hs.136371:AA506092 
55 F-HEMBA1002970//EST//2.9e-10:103:82//Hs.162580:AA593828 
F-HEMBA1002971//ESTs//3.5e-21:190:81//Hs.61170:AA454219 

F-HEMBA1002973//Phosphodiesterase 4B, cAMP-specific (dunce (Drosophita)-homolog phosphodiesterase E4) 
//1 .5e-37:247:89//Hs.188:L20971 
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F-HEMBA1 002997//Homo sapiens chromosome-associated protein-C (hCAP-C) mRNA, partial cds//l .7e-05:797: 
58//Hs.50758:AF092564 

F-HEMBAl002999//EST//9.9e-38:453:70//Hs.161635:W22525 

F-HEMBA1003021//Small inducible cytokine A5 (RANTES)//4.6e-49:373:81//Hs.155464:AF088219 
5 F-HEMBAl003033//EST$//5.0e-64:340:95//Hs.154270:N26486 

F-HEMBA1003034//Homo sapiens PYRIN (MEFV) mRNA, complete Cds//7.4e-70:330:78//H$. 11 3283 :AF0 18080 
F-HEMBA1003035//Homo sapiens mRNA for testican-3//0.041 :623:57//Hs.1 59425 :AJ001 454 
F-HEMBA1003037//EST//0.53:59:74//Hs. 148011 :M268003 

F-HEMBA1003041//ESTs, Weakly similar to F58G11.6 [C.e1egans)//1 7e-64:337:95//Hs.l05907:AA186514 
10 F-HEMBA1 003046//Homo sapiens mitochondrial processing peptidase beta-subunit mRNA, complete cds//3.2e- 

166:777:98//Hs.44097:AF054182 

F-HEMBAl003064//ESTs//3.2e-07:320:65//Hs.23466:AI223438 
F-HEMBA1 003067 

F-HEMBA1003071//Homo sapiens hyperpolarization-activated channel 1 (IH1) mRNA, partial cds//1.5e-l 5:611: 
15 59//HS.1 241 61 :AF0651 64 

F-HEMBA1003077//Homo sapiens KIAA0405 mRNA, complete Cds//2.2e-29:542:62//Hs.48998:AB007865 

F-HEMBA1003078//CYTOCHROME P450 IVF3//2.0e«29:452:67//Hs.106242:AB002454 

F-HEMBAl003079//EST//2.0e-20:273:73//Hs.1 38001 :AI034461 

F-HEMBAl003083//EST//2.0e-48:314:86//Hs.149580:AI281881 
20 F-HEMBAl003086//ESTs//2.6e-20:237:73//Hs.129331:AI090721 

F-HEMBA1003096//ESTS, Weakly similar to HMG-box transcription factor [M.musculus]//0.98:21 6:61 //Hs.97865: 

AA405872 

F-HEMBA1003098//EST//2.9e-19:239:73//Hs.1 52366: AA486721 
F-HEMBAl003117//H.sapiensERF-2 mRNA//0.0048:447:59//Hs.78909:U07802 
25 F-HEMBA1003129//Homo sapiens Clone 24407 mRNA sequence//1 .9e-06:507:58//Hs.12432:AF070575 

F-HEMBA1003133//Homo sapiens mRNA for KIAA0771 protein, partial cds//0.038:288:63//Hs.6162:AB018314 
F-HEMBA1003136 

F-HEMBAl003142//ESTs//3.6e-112:526:99//Hs.55982:AA284279 

F-HEMBA1003148//Homo sapiens mRNA for dachshund protein//2.2e-184:850:99//Hs.63931 :AJ005670 
30 F-HEMBA1003166//Homo sapiens mRNA for KIAA0688 protein, complete cds//1 .le-24:171 :83//Hs.I41874: 

AB014588 

F-HEMBA1003175//EST//0.91:168:60//HS.123335:AA810740 

F-HEMBA1003179//EST, Weakly similar to hypothetical protein in purB 5* region [E.coli]//4.7e-20:118:97//Hs. 
118831 :AA21 1895 

35 F-HEMBA1 0031 97//ESTs//0.049:265:58//Hs.1 5371 8:AI21 5523 

F-HEMBA1003199//SOX-3 PROTEIN//0.00034:383:60//Hs.157429:X71135 
F-HEMBA1003202//ESTs//7.1e-84:408:98//Hs.130134:AA905412 

F-HEMBA1003204//Homo sapiens PYRIN (MEFV) mRNA, complete CdS//4.6e-33:154:85//Hs. 11 3283: AF01 8080 
F-HEMBA1 00321 2//ESTS//1 .0e-31 :1 59:84//Hs. 1 34067:AI076765 
40 F-HEMBAl003220//EST//8.6e-29:317:73//Hs.1 50552: AI053784 

F-HEMBA1003222//ESTs//0.77:208:62//Hs.85451:AA1 81310 
F-HEMBA1003229//EST//0.084:233:60//HS.98176:AA417012 

F-HEMBA1003235//Homo sapiens antigen NY-CO-16 mRNA, complete cds//0. 00054: 432 :58//Hs.l32206: 
AF039694 
« F-HEMBA1 003250 

F-HEMBA1003257//Homo sapiens fibroblast growth factor 18 (FGF18) mRNA, complete cds//4.3e-08:426:64//Hs. 
49585:AF075292 

F-HEMBA1003273//EST//0.00078:195:65//HS.158019:AA867991 
F-HEMBAl003276//EST//6.6e-09:159:74//Hs.162664:AA605020 
50 F-HEMBAl003278//ESTs//0.89:257:63//Hs.23207:R42864 

F-HEMBAl003281//ESTs//2.6e-33:175:98//Hs.122278:AA781867 

F-HEMBA1 003286//Horno sapiens chromosome 3q1 3 beta-1 ,4-galactosyltransferase mRNA, complete cds//2.9e- 
146:539:97//HS.13225:AF038662 

F-HEMBA1003291//Homo sapiens mRNA for KIAA0537 protein, complete CdS//1.6e-167:799:98//Hs.12836: 
55 AB011109 

F-HEMBA1003296//EST//0.0013:49:97//HS.137157:R44912 

F-HEMBA1003304//ESTs//0.047:164:64//Hs.94448:AA770160 

F-HEMBA1003309//ESTs//7.8e-123:589:98//Hs.l05486:AA521012 
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F-HEMBA1 00331 4//Homo sapiens mRNA for leucine zipper bearing kinase, complete Cds//1 .5e-189:865:99//Hs. 
1 24224: AB001 872 

F-HEMBA1003322//H.sapiens mRNA forsigma 3B protein//4.5e-49:399:80//Hs.154782:X99459 
F-HEMBAl003327//EST//7.7e-10:165:72//Hs.114826:AA056254 
5 F-HEMBA1 003328//EST//0.00023:1 28:67//Hs. 1 26467 :AA91 3328 

F-HEMBA1 003330 

F-HEMBA1003348//Human mRNA for KIAA0331 gene, complete cds//4.8e-26:256:78//Hs.1 46395: AB002329 
F-HEMBA1003369//Homo sapiens DNA from chromosome 19p13.2 cosmids R31240, R30272 and R28549 con- 
taining the EKLF, GCDH. CRTC. and RAD23A genes, genomic sequence//0.37:187:65//Hs.80265:AD000092 
10 F-HEMBA1003370//ESTs//8.2e-36:196:79//Hs.139158:AA226159 
F-HEMBA1003373//ESTs//1.0:195:61//Hs.127307:AI263819 

F-HEMBA1003376//Clathrin, light polypeptide (Lcb)//2.3e-29:606:64//Hs.73919:X81637 
F-HEMBAl003380//ESTs//2.5e-21:303:70//Hs.37528:H58017 
F-HEMBAl003384//ESTs//0.14:281:61//Hs.159650:N95552 
15 F-HEMBA1003395//ESTs//0.53:121:70//Hs.144873:AI202488 
F-HEMBA1003402//EST//0.029:148:66//Hs.116798:AA633813 

F-HEMBA1003403//Adducin 2 (beta) {alternative products }//5.0e-05:445:61//Hs.90951 :U43959 
F-HEMBA1003408//ESTs//9.0e-12:87:98//Hs.70266:Z78309 

F-HEMBA1 00341 7//Glutamate-cysteine ligase (gamma-glutamylcysteine synthetase), regulatory (30.8kD)//9.5e- 
20 05:541 :58//Hs.89709:L35546 

F-HEMBA1 00341 8//ESTs//3.5e-85:399: 1 00//HS.1 54489: AA564962 

F-HEMBA1003433//Homo sapiens nibrin (NBS) mRNA, complete cds//2.0e-149:686:99//Hs.25812:AF058696 
F-HEMBA1 003447//Human mRNA for KIAA0380 gene, complete cds//0.43:271 :60//Hs. 47822 :AB002378 
F-HEMBA1003461//Glycoprotein lb (platelet), beta polypeptide//4.8e-08:775:58//Hs. 3847:1)59632 
25 F-H EM BA1 003463//ESTS//3 .38-22 : 1 2 1 :99I/Hs . 1 30847: AA058578 

F-HEMBA1003480//Homo sapiens mRNA for KJAA0700 protein; partial cds//0.1 6:321 : 60//HS.1 3999 :AB01 4600 
F-HEMBAl003528//ESTs//3.8e-53:315:91//Hs.129688:AA057443 

F-HEMBA1003531//Human mRNA for KIAA0033 gene, partial cds//4.9e-51 :451 : 78//HS. 22271 :D26067 
F-HEMBAl003538//ESTs//1.2e-82:415:96//Hs.162075:AI392811 
30 F-HEMBA1003545//ISL1 transcription factor, LIM/homeodomain, (islet-1)//5.0e-75:736:73//Hs.505:U07559 

F-HEMBA1003548//ESTs//8.7e-77:411 :95//Hs.1 63443 :R233 11 . 

F-HEMBA1003555//Human nucleotide-binding protein mRNA, complete cds//3.6e-33:562:64//Hs.8l 469:1)01833 
F-H EM BA1 003556 

F-HEMBAl003560//EST//3.7e-29:202:86//Hs.1 36858: AA7671 22 
35 F-HEMBA1003568//ESTs//2.4e-06:214:65//Hs.143371:AI342327 

F-HEMBA1003569//Human metastasis-associated mtal mRNA, complete cds//2.0e-58:455:66//Hs.10l448: 
U35113 

F-HEMBA1003571//ESTs//0.0025:198:63//Hs.116448:AA648972 
F-HEMBA1 003579//ESTS//6.08-1 1 0:51 3 :99//Hs. 97372 :AA398546 
40 F-H EM BA1 00358 1//ESTS, Highly similar to TALIN [Mus muscuius)//3.6e-19:108:99//Hs.18420:AA599232 

F-HEMBA1003591//ESTS, Weakly similarto R74.5 [C.elegans]//5.2e-85:487:92//Hs.57937:W68285 
F-HEMBA1003595//Membrane cofactor protein (CD46, trophoblast-lymphocyte cross- reactive antigen)//2.8e-06: 
439:62//Hs.83532:X59405 

F-HEMBA1003597//ESTs//0.0025:200:64//Hs.8473:T40827 
45 F-HEMBA1 003598//ESTS//0.1 8: 1 87 :63//Hs. 98641 :AA42991 6 

F-HEMBA1 00361 5//ESTS, Highly similar to phosphorylation regulatory protein HP-10 [H.sapiens)//2.4e-1 33:644: 
97//Hs.3566:AA314782 

F-H EM BA1 00361 7//Homa sapiens mRNA for HRIHFB2157, partial cds//7.9e-171:501:97//Hs.124956:AB015344 
F-HEMBA1 00362l//Homo sapiens protein inhibitor of activated STAT protein PIASx-alpha mRNA, complete cds// 
50 4.4e-16:161:78/IHs.111323:AF077954 

F-HEMBA1 003622//EST//0.0085:251 :62//Hs.97343:AA401750 
F-HEMBA1 003630//ESTs//7.5e-05:304:61//Hs.871 31 :AA2331 59 

F-HEMBA1 003637//Homo sapiens homolog of the Aspergillus nidulans sudD gene product mRNA, complete cds// 
7.9e-26:546:63//Hs.1 09901 :AF01 3591 
55 F-HEMBAl003640//ESTs//1.1e-11:267:661/Hs.34359:AI122791 
F-HEMBA1 003645 
F-HEMBA1 003646 
F-HEMBA1 003656 
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F-HEMBA1 003662 

F-HEMBA1003667//ESTS//1 -5e-27:235:81//Hs.55855:AA621381 
F-HEMBA1 003679//ESTs//4.3e-49:251 :97//Hs.1 5281 1 :AA630906 

F-HEMBA1003680//Human plectin (PLEC1) mRNA, complete Cds//3.4e-06:464:61//Hs.79706:U53204 
5 F-HEMBA1003684//ESTS, Weakly similar to zinc finger protein C2H2-171 [H.sapiens]//i,6e-100:478:98//Hs. 

118866:AI017072 

F-HEMBA1003690//Homo sapiens mRNA for KIAA0600 protein, partial cds//9.5e-74:606:77//Hs.9028:AF039691 
F-HEMBA1 003692//ESTs//4.2e-43:252:92//Hs.39748:AA4871 87 

F-HEMBA1 00371 1//Homo sapiens mRNA for KIAA0544 protein, partial Cds//0 81:254:62//Hs.32316:AB011116 
10 F-HEMBA1 00371 4//ESTs//6.4e-98:495:95//Hs.43846:N49995 

F-H EM BA 1 0037 1 5//ESTs//1 .3e- 1 1 :228 : 69//HS , 1 0 1 237: AA708760 

F-HEMBA1003720//Homo sapiens Clone 23892 mRNA sequence//5.5e-45:692:68//Hs.91916:AF035317 
F-HEMBA1003725//EST//2.5e-46:228:100//Hs.160069:AA926921 
F-HEMBAl003729//ESTs//4.1e-48:253:96//Hs.26270:AA258839 
is F-HEMBA1003733//Human Line-1 repeat mRNA with 2 open reading frames//8.6e-l 02:753:81 //Hs.23094: 

M 19503 

F-HEMBA1003742//Homo sapiens chromosome 19, cosmid 
R31 1 80//0. 1 6:242:62//Hs. 1 53325: AC005390 
F-HEMBAl003758//ESTs//9.3e-12:408:61//Hs.148459:AI1 98946 
20 F-HEMBA1003760//Homo sapiens clone 23698 mRNA sequence//9.7e-35:430:69//Hs.81 36:1181984 

F-HEMBA1 003773//EST//0.76:1 91 :61//Hs.1 27020:AA934920 

F-HEMBA1 003783//ESTS, Weakly similar to C01 H6.7 [C.elegans]//1 .7e-24:224:81//Hs.1 81 71 :AA524327 
F-HEMBAl003784//ESTs//0.13:120:67//Hs.161993:AA503172 
F-HEMBA1 003799//lnterleukin 9 receptor//2.0e-1 7:263:70//Hs.1 702:L39064 
25 F-HEMBA1003803//Homo sapiens calcium-activated potassium channel (KCNN3) mRNA, complete cds//0.13: 

222:61//Hs.89230:AF031815 

F-HEMBA1 003804//ESTS//1 .4e-1 1 2:275:98//Hs.721 32:AF039239 

F-HEMBA1 003B05//Human p62 mRNA, complete Cds//1.1e-11:523:60//Hs.119537:M88108 
F-HEMBA1003807//ESTs//4.1e-08:279:68//Hs.115679:AI379721 
30 F-HEMBA1 003827//Homo sapiens mRNA for KIAA061 6 protein, partial cds//3.3e-85: 586 :87//Hs. 6051 :AB01 451 6 

F-HEMBAl003836//EST//6.8e-06:98:74//Hs.l45447:AI204220 

F-HEMBA1 003838//ESTS, Moderately Similar to !!!! ALU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//3.8e- 
40: 1 51 :88//Hs. 1 39007:H7431 4 

F-HEMBA1003856//ESTs//8.6e-53286:95//Hs.116645:AI005167 
35 F-HEMBA1003864//Human mRNA for KIAA0369 gene, complete cds//0.11:144:66//Hs.21355:AB002367 

F-HEMBA1003866//Homo sapiens semaphorin F homolog mRNA, complete cds//4.3e-30:580:63//Hs. 27621 : 
U52840 

F-HEMBA1003879//Nuclear cap binding protein, 80kD//6.7e-10:87:95//Hs.89563:D32002 
F-HEMBA1 003880 

40 F-HEMBA1 003885//Homo sapiens mRNA for Kl AA0752 protein , partial cds//4.2e-1 8:302:67//Hs.2371 1 :AB01 8295 

F-HEMBA1003893//ESTS, Weakly similar to HYPOTHETICAL 27.8 KD PROTEIN IN VMA7-RPS31 A INTERGEN- 

IC REGION [S.cerevisiaeJ//1.2e-49:295:92//Hs.114673:W72675 
. F-HEMBA!003902//ESTs//1.1e-11:165:74//Hs.54632:AA976236 

F-HEMBA1003908//Homo sapiens mRNA for KIAA0525 protein, partial cds//0.081 :345:58//Hs.78494:AB011097 
45 F-HEMBA1003926/IEST//2.5e-32:253 :83//Hs.1 32635: AI032875 

F-HEMBA1003937//Human mRNA for KIAA0391 gene, complete cds//2.9e-38:313:69//Hs.1 54668: AB002389 

F-HEMBAl003939//ESTs//3.4e-07:150:71//Hs.148926:R59562 

F-HEMBA1003942//EST, Weakly similarto 24 KD PROTEIN [Xenopus laevis)//0.0029:222:61//HsJ44236:W52380 
F-HEMBA1003950//ESTS//0.98:200:62//HS.163912:W20055 
50 F-HEMBA1003953//Zinc finger protein 7 (KOX 4, clone HF.16)//0. 0001 4:271 :66//Hs.2076:M29580 

F-HEMBA1003958//ESTS, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiensJ//2.1e- 
44:243:76//Hs.91146:N73230 

F-HEMBA1003959//ESTS//0.067:251:59//HS.39915:H78567 
F-HEMBA1003976//EST//6.7e-09:109:81//Hs.154635:AI138965 
55 F-HEMBA1 003978 

F-HEMBA1 003985//EST//0.32: 1 1 5:69//Hs. 1 0261 7:N47009 
F-HEMBA1003987//ESTs//7.8e-07:60:100//Hs.66058:AA424456 

F-HEMBA1 003989//Homo sapiens HIV-1 inducer of short transcripts binding protein (FB1 1 ) mRNA, complete cds// 
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0.022:349:58//Hs.104640:AF000561 

F-HEMBA1004000//EST//7.2e-07:200:66//Hs.119082:AA358468 
F-HEMBA1004011//EST//0.019:241:62//HS.116989:AA676493 
F-HEMBA1004012//ESTs//3.6e-09:177:68//Hs.106132:AA812573 ' 
5 F-HEMBA1 00401 5//ESTs//3.0e-86:407:99//Hs. 1 1 5679: AI379721 

F-HEMBA1004024//Homo sapiens mRNA for KIAA0772 protein, complete cds//5.2e-51 :359:84//Hs.l5519: 
AB018315 

F-HEMBA1004038//ESTS//1 .2e-58:324:94//Hs.61658:AI239930 
F-HEMBA1004042//EST//0.00088:272:6l//Hs.155763:AI312281 
70 F-HEMBAl004045//EST//2.7e-20:408:66//Hs.l62529:AA584160 

F-HEMBA1004048//Transforming growth factor beta//0.026:462:57//Hs.61 01 :M60315 
F-HEMBA1 004049//ESTS//8.1 e-68:430:86/JHs.1 46307 :AA584638 

F-HEMBA1004055//Human chromosome 3p21.1 gene sequence//l.5e-l0:457:56//Hs.82837:L1 3435 
F-HEMBA1004056//Homo sapiens mRNA for alpha(1 ,2)fucosyltransferase, complete cds//1.5e-46:l99:80//Hs. 
15 46328:D87942 

F-HEMBA1004074//ESTs//3.0e-23:219:74//Hs.70279:AA757426 
F-HEMBAl004086//EST//0.36:189:62//Hs.156218:AA770107 

F-HEMBA1004097//NADH-CYTOCHROME B5 REDUCTASE//1 .0:302:57//Hs.75666:M28713 
F-HEMBA1004111//Human G protein-coupled receptor (STRL22) mRNA, complete cds//4.3e-39:335:79//Hs. 
20 46468:U45984 

F-HEMBA1 0041 31//Human mRNA for KIAA0202 gene, partial cds//1 .9e-24:61 0:61//Hs.8071 2:D86957 

F-HEMBA1004132//EST//3.5e-06:143:70//Hs.l36799:AA780064 

F-HEMBA1 0041 33//ESTS//1 .0:1 57:6B//Hs. 1 61 226: AI41 9759 

F-HEMBA1004138//H.sapiens mRNA for RanGTPase activating protein 1//0.00055:343:62//Hs.5923:X82260 
25 F-HEMBA1 004143 

F-HEMBA1004146 

F-HEMBA1 0041 50//EST//0.0046:402:57//Hs.147027:AI1 86056 

F-HEMBA1004164//H0m0 sapiens mRNA for KIAA0798 protein, complete Cds//1.8e-1 5:591 :60//Hs.1 59277: 
AB018341 

30 F-HEMBA1004168//Homo sapiens geminin mRNA, complete cds//1.5e-134:649:97//Hs.59988:AF067855 

F-HEMBA1004199 

F-HEMBA1004200//ESTS//0 .0083:1 50:66//Hs.116424:AI375427 

F-HEMBA1004202//ESTS. Weakly similar to GTP-BINDING PROTEIN YPTM1 [Zea mays)//1 .2e-35:205:94//Hs. 
10092:A1189282 

35 F-HEMBAl004203//ESTs//3.9e-14:237:70//Hs.118273:AA626040 

F-HEMBA1004207//Leptin receptor//1.1e-1 67:791 :98//Hs.5451 5 :U50748 
F-HEMBAl004225//ESTs//0.00087:231:64//Hs.13109:AA192514 

F-HEMBA1004227//ESTS, Weakly similar to F55A11 .4 [C.elegans]//0.012:156:67//Hs.l63588:Al073878 
F-HEMBA1 004238 
40 F-HEMBAl004241//ESTs//87e-05:51:96//Hs.162826:AA679571 
F-HEMBAl004246//EST//1.2e-36:198:96//Hs.121343:AA758522 

F-HEMBA1004248//Homo sapiens insulin induced protein 1 (INSIG1) gene, complete cds//l.le-28:295:72//Hs. 
56205:1)96876 

F-HEMBA1004264//Human HCF1 gene related mRNA sequence/ft. le-07:553:60//Hs.83634:U521 12 
45 F-HEMBA1004267//Homo sapiens mRNA for KIAA0688 protein, complete cds//4.9e-73:490:77//Hs.1 41874: 

AB014588 
F-HEMBA1 004272 

F-HEMBA1004274//EST//0.43:154:61//Hs.125347:AA876444 

F-HEMBA1 004275//Human mRNA for Kl AA0333 gene, partial Cds//0.71 : 1 1 8:65//Hs. 1 5531 3: AB002331 
50 F-HEMBA1 004276//Homo sapiens mRNA for KIAA0800 protein, complete Cds//1 .0:364:56//Hs. 1 1 8738:AB01 8343 

F-HEMBA1004286//Homo sapiens TGF beta receptor associated protein-1 mRNA, complete cds//6.9e- 187:868: 
99//Hs.101766:AF022795 
F-HEMBA1 004289 

F-HEMBA1 004295//EST//0.20:1 49:62//Hs.1 6241 5:AA573484 
55 F-HEMBA1004306//ESTs//0.041:177:64//Hs.1 58234 :AI270047 

F-HEMBA1004312//ESTS//0.83:253:59//HS.121898:AI336314 

F-HEMBA1004321//Zinc finger protein 136 (clone pHZ-20)//2.3e-40:452:65//Hs. 69740:1109367 
F-HEMBA1004323//EST//0.44:134:64//Hs.145464:AI204532 
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F-HEMBA1004327//Homo sapiens SOX22 protein (SOX22) mRNA, complete cds//0.01 7:209 :64//Hs. 43627: 
U35612 

F-HEM BA1 004330//ESTs//4.5e-27: 1 71 :91 //Hs. 1 1 2838: AA61 4062 
F-HEMBA1 004334//EST//2.4e-53:556:75//Hs.1 39093:AA1 66888 
5 F-HEMBA1 004335//Homo sapiens mRNA for KIAA0706 protein, complete cds//0.49:80:73//Hs. 139648: AB01 4606 

F-HEM BA1 004341 

F-HEM BA1004353//Homo sapiens mRNA for c-myc binding protein, complete cds//2.7e-39:270:86//Hs. 80686: 
D89667 

F-HEMBA1004354//Human CHL1 potential helicase (CHLR1), complete cds//1.3e-46:l90:92//Hs.27424:U75968 
10 F-HEMBA1004356//Thyrotropin-releasing hormone receptor//0.15:296:62//Hs. 3022:085376 

F-HEMBA1004366//ESTS, Weakly similar to transposon LRE2 reverse transcriptase homolog [H.sapiens]//7.8e- 
10:396:61//HS.33688:AA020928 

F-HEMBA1 004372//ESTs//0.90:1 72:62//Hs.1 45611 :R68800 

F-HEMBA1004389//Zinc finger protein 148 (pHZ-52)//8.0e-28:359:67//Hs.112180:AF039019 
is F-HEMBA1004394//ESTs//0.023:357:58//Hs.47212:N51250 

F-HEMBA1004396//EST//3.4e-22:244:74//Hs.162554:AA584818 
F-HEMBAl004405//EST//4.0e-43:214:100//Hs.33100:H42199 

F-HEMBA1004408//ESTS, Weakly similar to The hal539 protein is related to cyclophilin. [H.sapiens]/1 .4e-20:l44: 
88//HS.121076:AI246426 

20 F-HEMBA1004429//Fucosyltransferase 1 (galactoside 2-alpha-L-fucosyltransferase, Bombay phenotype includ- 
ed)//4.8e-1 8:248:72//Hs.69747:M35531 

F-HEMBA1004433//Small inducible Cytokine A5 (RANTES)//8.2e-39:248:81//Hs.155464:AF068219 
F-HEMBA1004460//Homo sapiens PYRIN (MEFV) mRNA, complete cds//5.6e-87:650:81//Hs. 11 3283: AF01 8080 
F-HEMBA1004461//ESTs//0.057:217:61//Hs.26989:Z41606 
25 F-HEMBA1004479//Homo sapiens Clone 23698 mRNA sequence//4.9e-17:223:71//Hs.81 36:1181 984 

F-HEMBA1004482//EST//0.0056:261:59//Hs.45012:N39450 
F-HEMBAl004499//ESTs//4.1e-68:340:97//Hs.134266:AA992600 
F-HEMBA1004502//ESTs//7.7e-32:195:91//Hs.134906:H93431 

F-HEMBA1004506//Human Line-1 repeat mRNA with 2 open reading frames//9.0e-89:758:76//Hs.23094:M 19503 
30 F-HEMBA1004507//ESTS, Weakly similar to T19B10.6 [C.elegans]//1 .4e-61:296:99//Hs.114622:AA693492 

F-HEMBA1004509//Homo sapiens suppressor of white apricot homolog 2 (SWAP2) mRNA, complete cds//0.014: 
265:61//Hs.43543:AF042800 

F-HEMBA1 0045347/Filamin 1 (actin-binding protein-280)//5.0e-74:678:74//Hs.76279:X53416 
F-HEMBA1004538//EST//0.00047:268:58//HS.136870:AA805381 
35 F-HEMBA1004542//Human butyrophilin protein (BT3.3) mRNA, partial cdS//0.74:74:75//Hs.87497:U90552 

F-HEMBA1 004554 

F-HEMBA1 004560//ESTS//3.1 e-1 9:240:73//Hs. 1 1 2637: AA805331 
F-HEMBA1 004573//EST//2.4e-59:290:99//Hs.1 1 2908:AA620802 

F-HEMBA1004577//ESTS, Weakly similar to UTR1 PROTEIN [S.cerevisiaeJ//1 .2e-17:334:67//Hs.24536: 
40 AA479825 

F-HEMBA1004586//Von Hippel-Lindau syndrome//5.1 e-35:337:78//Hs.781 60: AF0 10238 
F-HEMBAl004596//ESTs//3.3e-32:189:94//HS-42530:N41661 

F-HEMBA1004604//Human hindlimb expressed homeobox protein backfoot (Bft) mRNA, complete cds//0.42: 186: 
66//HS.841 36:1 170370 

45 F-HEMBA1 00461 0//ESTS, Moderately Similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//2.3e- 

16:297:68//Hs.106008:AA147606 

F-HEMBA1 00461 7//EST//0. 027:1 88 :61//Hs.l59094:AI3831 98 

F-HEMBA!004629//ESTs//7.8e-09:348:63//Hs.138358:T66178 

F-HEMBA1004631//EST//0.0012:268:60//Hs.150685:AA923416 
50 F-HEMBA1004632//ESTs//0.82:125:67//Hs.143619:AI360891 . 

F-HEMBA1 004637//ESTs//0.0034:229:64//Hs.1 571 78:AI346780 

F-HEMBAl004638//ESTs//2.0e-11:166:71//Hs.128657:Al017522 

F-HEMBA1004666//EST//0.44:294:58//Hs.44780:N36083 

F-HEMBA1004669//ESTs//1.7e-28:200:86//Hs.8084:W22796 
55 F-HEMBA1004670//Mucin 1, transmembrane//0.060:416:57//Hs.89603:J05582 

F-HEMBA1004672//ESTS//0.27:44:95//HS.86237:AA206141 

F-HEMBA1004693//ESTs//5.3e-55:301:95//Hs.l59066:AI093252 

F-HEMBA1004697//H.sapiens mRNA for ribosomal protein L18a homologue//0.64:313:61//Hs.118578:X80821 



2071 



EP1 074 617 A2 



F-HEMBA1004705//Homo sapiens KIAA0432 mRNA, complete cds//4.5e-19:230:73//Hs.155174:AB007892 
F-HEMBA1 004709//ESTS//3.1 e-31 :1 76:88//Hs. 1 5241 3: AA78051 5 

F-HEMBA1 00471 1 //Cholinergic receptor, nicotinic, delta polypeptide/^ .0 :244:57//Hs. 99975 :X550 19 
F-HEMBA1004725//Homo sapiens agrin precursor mRNA, partial cds//0.24:328:60//Hs.68900:AF016903 
5 F-HEMBA1004730//ESTS, Weakly similar to ORF2-like protein [H.sapiens]//5.9e-32:476:70//Hs.1 16874: 

AA524909 

F-HEMBAl004733//ESTs//3.8e-16:96:79//Hs.152413:AA780515 

F-HEMBA1004734//Human epidermoid carcinoma mRNA for ubiquitin-conjugating enzyme E2similarto Drosophi- 
la bendless gene product, complete cds//O.I6:329:58//Hs.75355:D83004 
io F-HEMBA1 004736//Human Line-1 repeat mRNA with 2 open reading frames//2.0e-61 :663:71//Hs.23094:M1 9503 

F-HEMBA1 004748//ESTS//1 .5e -05: 343 :63//Hs. 42241 :H96813 
F-HEMBA1004751//ESTs//37e-32:147:80//H$.13878B:N54504 

F-HEMBA1004752//Homo sapiens mRNA for KIAA0288 gene, complete cds//0.00020:521:59//Hs.91400: 
AB006626 

is F-HEMBA1004753//Homo sapiens DEC-205 mRNA, complete cds//5.le-46:337:84//Hs.l53563:AF011333 

F-HEMBA1004756//Human transporter protein (gl7) mRNA, complete cds//3.1e-24:4l6:65//Hs.76460:U49082 
F-HEMBA1004758//Homosapiens transcription factor SL1 mRNA, complete cds//1.2e-1 36:769 :91//Hs. 153088: 
L39060 

F-HEMBA1004763//Loricrin//0.0018:227:62//Hs.l55657:M61120 
20 F-HEMBA1004768//Human Line-1 repeat mRNA with.2 open reading frames//4.5e-H5:909:78//Hs.23094: 

M 19503 

F-HEMBA1004770//Human Rad50 (Rad50) mRNA, complete cds//0.020:728:57//Hs.41587:U63139 
F-HEMBA1 004771 

F-HEMBA1004776//ESTS, Weakly similar to progesterone receptor-related protein p23 [H.sapiens]//1 .0:158:63// 
25 Hs.62004:AF039235 

F-HEMBAl004778//ESTs//1.2e-70:336:99//Hs.113052:AI222106 
F-HEMBA1 004795 

F-HEMBA1004803//ESTs//5.0e-75:454:88//Hs.138632:H97952 
F-HEMBA1004806//EST//0.080:142:65//Hs.160268:AI1 48971 
30 F-HEMBA1 004807//Human HIV1 tata element modulatory factor mRNA sequence from chromosome 3//4.5e-48: 

171:92//HS.134510:L01042 

F-HEMBA1 00481 6//EST//1 .0e-17:175:71//Hs.140680:AA873646 
F-HEMBA1004820//ESTs//1.3e-136:629:99//Hs.160726:AI300481 
F-HEMBA1004847//ESTS//2.1 e-09:66:98//Hs.158161 :AA312511 
35 F-HEMBA1004850//EST//0.033:253:64//Hs.158782:A376601 

F-HEMBA1004863//Homo sapiens mRNA for KIAA0578 protein, partial cds//0.83:179:62//Hs.22998:AB011150 
F-HEMBA1 004864//ESTS, Weakly similar to ANON-66Db [D.melanogaster]//1 .7e-13:81 :100//Hs.75884: 
AA446987 

F-HEMBA1004865//ESTS//0.92:148:65//HS.126980:AA934077 
*o F-HEMBA1 004880//H.sapiens mRNA for retrotransposon//1 .2e-30:264:79//Hs.6940:Z48633 

F-HEMBA1004889//Growth arrest-specific l//0.20:146:68/Hs.65029:L 13698 

F-HEM BA1 004900//ESTS//1 .6e-32: 1 96:93//Hs. 1 32032: R85304 

F-HEMBA1 004909//ESTs//3.4e-1 3:1 54:75//Hs.1 51467:N51 1 06 

F-HEMBA1 00491 8//EST//0. 78:1 22:61 //Hs.145491 :AI254348 
45 F-HEMBA1 004923//ELK1 , member of ETS oncogene family//1 .6e-40:340:79//Hs.1 1 6549:AL0091 72 

F-HEMBA1004929//Cardiac gap junction protein//0.0048:588:57//HsJ4471 :X52947 

F-HEMBA1 004930//ESTS//1 .5e-1 7:227:74//Hs. 148739: AI224959 

F-HEMBA1004933//Human pseudoautosomal homeodomain-containing protein (PHOG) mRNA, complete cds// 

0.11:1 82:65//Hs. 1 05932:1/89331 
50 F-HEMBA1 004934 

F-HEMBA1 004944//EST//1 .2e-67:349:96//Hs.1 62261 :AA553981 

F-HEMBA1004954//ESTs//O.Oi4:404:60//Hs.11177:AA417813 

F-HEMBA1004956//EST//2.3e-05:208:64//Hs.146958:AI174478 

F-HEMBA1004960//ESTs//0.79:169:62//Hs.11637:W03274 
55 F-HEMBA1 004972 

F-HEMBA1004973//Homo sapiens mRNA for KIAA0445 protein, complete Cds//0. 073: 574 :58//Hs. 154139: 

AB007914 

F-HEMBA1 004977//EST//4.4e-1 2:86:94//Hs. 1 5781 9:AI361 946 
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F-HEMBA1004978//ESTs//0.097:337:60//Hs.114157:AA703013 
F-HEMBA1004980//EST//3.2e-10:169:65//Hs.149l23:AI244750 
F-HEMBA1004983//EST//0.93:85:71//Hs.162267:AA553589 
F-HEMBAl004995//ESTs//0.46:296:61//Hs.135168:AI394026 
F-HEM BA1 005008//ESTS//1 .5e-20: 1 56:85//Hs. 1 1 41 40: U35429 

F-HEMBA1005009//Homo sapiens chromosome 7q22 sequence//l .5e-52:379:72//Hs.l5l887:AF053356 
F-HEMBA1 00501 9//Homo sapiens mRNA for KIAA0648 protein, partial cds//4.5e-i48:693:98//Hs.31921: 
AB014548 

F-HEMBA1005029//Horno sapiens mRNA for KIAA0660 protein, complete cds//1 .0:21 5:65//Hs.6727:AB01 4560 
F-HEMBA1005035//ESTS. Weakly similar to HYPOTHETICAL 82.8 KD PROTEIN B0303.4 IN CHROMOSOME III 
[C.elegans]//9.4e-106:503:98//Hs.21362:AF039237 

F-HEMBA1 005039//Human kpni repeat mma (cdna clone pcd-kpni-8), 3' end//5.8e-60:272:89//Hs.1 03948: K00627 
F-HEMBA1005047//Homo sapiens MAD-related gene SMAD7 (SMAD7) mRNA, complete cds//0.078:442:59//Hs. 
100602:AF010193 

F-HEMBA1005050//H.sapiens ERF-2 mRNA//0. 0025:251 :63//Hs.78909:U07802 
F-HEMBA1005062//ESTs//0.020:268:59//Hs.146181:AI264462 

F-HEMBA1005066//Homo sapiens X-ray repair cross-complementing protein 2 (XRCC2) mRNA, complete cds// 
1 .5e-59:411 :85//Hs.1 29727: AF035587 

F-HEMBA1005075//Human mRNA for KIAA0383 gene, partial cds//0.00010:395:57//Hs.27590:AB002381 
F-HEMBA1005079//Dihydrolipoamide branched chain transacylase (E2 component of branched chain keto acid 
dehydrogenase complex)//3.5e-26:344:72//Hs.89479:X66785 

F-HEMBA1005083//Homo sapiens centrosomal Nek2-associated protein 1 (C-NAP1) mRNA, complete cds//0.59: 
631 :59//Hs.2791 0:AF0491 05 

F-HEMBA1 0051 01//Homo sapiens SYT interacting protein SIP mRNA, complete cds//4.1 e-1 63:762:98//Hs.l 1 1 70: 
AF080561 

F-HEMBA1005113//ESTS//0.52:109:68//HS.106330:AI031916 

F-HEMBAl005123//HomosapiensmRNAforKIAA0761 protein, partial cdS//1.3e-52:468:78//Hs.931 21 :AB0 18304 

F-HEMBA1 0051 33//ESTS//1 .6e-27:366:73//Hs. 1 51 467:N51 1 06 

F-HEMBA1005149//EST//3.3e-37:304:80//Hs.132635:AI032875 

F-HEMBAl005l52//ESTs//3.9e-09:285:62//Hs.155876:AA593021 

F-HEMBA1005159//EST//8.4e-05:289:64//Hs.125563:AA884216 

F-HEMBA1005185//ESTS//1 .4e-22:129:96//Hs.14920:AA910914 

F-HEMBA1005201//EST//4.0e-16:96:98//Hs.89002:AA282197 

F-HEMBA1 005202 

F-HEMBA1005206//Homo sapiens SOX1 gene//0.0079:431 :58//Hs. 144029: Y1 3436 
F-HEMBA1 00521 9//ESTs//4.3e-47:299:88//Hs.5019:W26547 
F-HEMBA1 005223//ESTs//0.00030:1 68:66//Hs.76487:N37081 
F-HEMBA1005232//EST//0.0078:209:61//HS.46852:N46302 

F-HEMBA1 00524l//Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds//6.0e-54:399:79//Hs. 
129735:AF010144 

F-HEMBA1 005244//ESTs//2.5e-1 4:85: 1 001 1 Hs.1 28744:AI1 91 922 
F-HEMBAl005251//ESTs//0.012:49:95//Hs.161554:AA393896 

F-HEMBA1005252//Homo sapiens mRNA for KIAA0585 protein, partial cds//4.7e-151:705:98//Hs.72660: 
AB011157 

F-HEMBAl005274//ESTs//7.1e-09:298:64//Hs.145522:AI261380 
F-HEMBA1 005275//ESTs//7.9e-1 3:375:63//Hs.1 48974: AA001 777 

F-HEMBA1005293//Homo sapiens clone 23662 mRNA sequence//7.7e-22:338:65//Hs. 12451:119701 8 
F-HEMBA1005296//ESTs//0.055:299:60//Hs.86320:AI149232 

F-HEMBA1005304//Small inducible cytokine A5 (RANTES)//1.7e-45:322:85//Hs.1 55464: AF0882 19 
F-HEMBA1 005311 

F-HEMBAl005314//ESTs//8.1e-39:199:9B//Hs.119974:AI2795i6 
F-HEMBA1 00531 5//ESTs//1 .9e-07:266:64//Hs. 1 41 440:N21 615' 
F-HEMBA1 00531 8//ESTs//5.3e-06:1 61 :72//Hs. 1 1 941 1 :AA9371 1 7 

F-HEMBA1005331//Human checkpoint suppressor 1 mRNA, complete cds//0.00075:310:63//Hs.111597:U68723 
F-HEMBA1005338//Homo sapiens mRNA for matrilin-4, partial//4.4e-153:740:97//Hs.29361:AJ007581 
F-HEMBAl005353//EST//5.4e-09:2-22:68//Hs.119508:AA485732 

F-HEMBA1005359//Zinc finger protein 137 (clone pHZ-30)//5.7e-100:500:88//Hs.151689:U09414 
F-HEMBA1005367//Homo sapiens melastatin 1 (MLSN1) mRNA, complete cds//2.5e-70:572:73//Hs.43265: 
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AF071787 

F-HEMBA1005372//ESTs//0.00045:163:66//Hs.164058:A1417905 

F-HEMBA1005374//Human melanoma antigen recognized by T-cells (MART-1) mRNA//6.1e-43:34l:81//Hs. 
154069:U06452 

5 F-HEMBA1005382//EST//2.4e-32:167:99//Hs.147186:AI93053 

F-HEMBA1 005389//ESTS//0.0021 :245:59//Hs.1 04463: AA804448 

F-HEMBA1005394//ESTs, Weakly similar to No definition line found [C.elegans]//1.0e-130:620:98//Hs.1 08990: 
N25951 

F-HEMBA1005403//ESTS, Weakly similar to No definition line found [C.elegans]//7.7e-151:727:97//Hs.17118: 
w AI033807 

F-HEMBA1005408//ESTs//3.2e-70:426:89//Hs.158078:H24513 
F-HEMBA1005410//EST//2.5e-25:460:67//Hs.138765:N70347 
F-H EM BA1 005411 

F-HEMBA1005423//Homo sapiens cyclin-dependent kinase inhibitor (CDKN2C) mRNA, complete cds//3.3e-l 71 : 
15 537:99//Hs.4854:AF041248 

F-HEMBA1005426//EST//1 .0:148:64//Hs.44469:N33323 

F-HEMBA1005443//Zinc finger protein 157 (HZF22)//9.0e-34:259:72//Hs. 89897: U286B7 
F-HEMBA1005447//EST//3.9e-10:211:70//Hs.145960:AI276783 
F-HEMBA1005468//ESTs//8.4e-53:390:81//Hs.152395:AA533107 
20 F-HEMBA1005469//Human (clone E5.1) RNA-binding protein mRNA, complete cds//3.1e-29:l55:99//Hs.75104: 

L37368 

F-HEMBA1 005472//Human Line-1 repeat mRNA with 2 open reading frames//1 .4e-88:481 :92//Hs.23094:M1 9503 
F-HEMBA1005474//Small inducible cytokine A5 (RANTES)//4.2e-29:257:78//Hs.155464:AF088219 
F-HEMBA1005475//Homo sapiens antigen NY-CO-16 mRNA, complete cds//5.3e-09:414:60//Hs.1 32206: 
25 AF039694 

F-HEMBA1005497//Glucocorticoid receptor alpha { alternative prod ucts}//8.7e-41:588:69//Hs. 102761:1125029 
F-HEMBA1005500//Homo sapiens PAC clone DJ1093017 from 7q 1 1. 23-q2 1 //1.le-28:31 8 :73//Hs. 159530: 
AC004957 

F-HEMBA1005506//Human mRNA for KIAA0010 gene, complete cds//0.67:351:58//Hs.155287:D13635 
30 F-HEMBA1005508//ESTS//0.45:326:59//HS.102756:AA526911 

F-HEMBA1005511//Human mRNA for KIAA0355 gene, complete cds//4.2e-49:400:79//Hs.153014:AB002353 
F-HEMBA1 00551 3//ESTs, Weakly similar to males-absent on the first [D.melanogaster]//5.3e-76:378:97//Hs. 
22767:N99220 

F-HEMBA1 00551 7//Homo sapiens transcription factor forkhead-like 7 (FKHL7) gene, complete cds//0.54:623:56// 
35 Hs. 1 43551 :AF048693 

F-HEMBA1 00551 8//ESTs//0.1 0:207: 60//Hs.72447:AA1 60575 

F-HEMBA1005520//Human mRNA for tryptophan hydroxylase (EC 1 .14.1 6.4)//3.1e-55:288:85//Hs.1 44563: 
AF057280 

F-HEMBA1005526//Small inducible cytokine A5 (RANTES)//5.4e-48:176:76//Hs.155464:AF088219 
<o F-HEMBA1005528//ESTS, Highly similar to POP2 PROTEIN [Saccharomyces cerevisiae)//1.2e-30:166:96//Hs. 

17035:AI080471 
F-HEMBA1005530 

F-HEMBA1005548//Homo sapiens short form transcription factor C-MAF (c-maf) mRNA, complete cds//4.6e-18: 
391 :64//Hs.30250:AF055376 
45 F-HEMBA1005552//ESTs//1.8e-46:238:88//Hs.138856:H47461 

F-HEMBA1005558//Human involucrin mRNA//3.0e-07:501 :60//Hs. 157091 :M13903 

F-HEMBA1005568//ESTs//0.013:259:63//Hs.13669:H47257 

F-HEMBA1005570//ESTS//0.0084:442:59//HS.125384:AI346507. 

F-HEMBA1005576//Homo sapiens mRNA for KIAA0463 protein, partial cds//1.9e-1 28:61 0:98//Hs. 77738: 
50 AB007932 

F-HEMBAl005577//ESTs//0.98:199:61//Hs.146226:AI312873 

F-HEMBA1005581//Homo sapiens mRNA for MEGF5, partial cds//9.1e-53:830:64//Hs.57929:AB011538 
F-HEMBA1 005582 
F-HEMBA1 005583 
55 F-HEMBA1005588//ESTs//1.3e-35:386:70//Hs.55855:AA621381 

F-HEMBA1005593//S-ADENOSYLMETHIONINE SYNTHETASE ALPHA AND BETA 
FORMS//0.54:439:591/Hs.2137:D49357 

F-HEMBA1005595//Human mRNA for KIAA0325 gene, partial cds//5.5e-06:378:57//Hs.7720:AB002323 
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F-HEMBA1005606//EST//2.0e-60:324:94//H$,5062:D19609 
F-HEMBA1005609//ESTs//6.0e-39:378:76//Hs.142242:H06982 

F-HEMBA1 00561 6//Human mRNA for tryptophan hydroxylase (EC 1.14.16.4)//8.2e-22:721 :61//Hs. 144563: 
AF057280 

5 F-HEMBA1 005621//ESTS, Weakly similar to MITOTIC MAD2 PROTEIN [S.cerevisiae]//1 .8e-89:454:96//Hs.1 9400: 

AA662845 

F-HEMBAl005627//EST//1.0:161:60//Hs.162765:AA622535 
F-HEMBA1005631//EST//0.74:124:62//Hs.156185:AA723734 
F-HEMBA1005632//ESTs//1.0:96:70//Hs.141321:N70199 
10 F-HEMBA1005634//EST//6.6e-10:105:73//Hs.1 59692: AI41 6956 

F-HEMBA1 005666 

F-HEMBA1005670//Homo sapiens mRNA for KIAA0570 protein, complete cds//2.7e-45:255:79//Hs.1 14293: 
AB011142 

F-HEMBA1 005679//Human kpni repeat mma (cdna clone pcd-kpni-4), 3' end//1 .2e-37:356:77//Hs.139107:K00629 
15 F-HEMBA1 005680 

F-HEMBA1 005685 

F-HEMBA1 005699//Human putative EPH-related PTK receptor ligand LERK-8 (EpIgB) mRNA, complete cds//3.3e- 
71 :497:85//Hs.26988:U66406 

F-HEMBA1 005705//ESTs//0.00093:149:65//Hs.1 63564:R43678 
20 F-H EMBA1 00571 7//EST//0.01 8:11 5:66//Hs. 1 60541 : AI2701 43 

F-HEMBA1005732//Farnesyl diphosphate synthase (famesyl pyrophosphate synthetase, dimethylallyltranstrans- 

ferase. geranyltranstransferase)//2.6e-20:l5l :88//Hs.77393:DU697 

F-HEMBAl005737//ESTs//9.5e-34:235:88//Hs.160197:AA393754 

F-HEMBAl005746//ESTs//0.20:260:59//Hs.112451:AI264024 
25 F-HEMBA1 005755//Human kpni repeat mrna (cdna clone pcd-kpni-8), 3' end//1 .8e-48:425:78//Hs.1 03948: K00627 

F-HEMBA1005765//Small inducible cytokine A5 (RANTES)//1,3e-36:280:81//Hs.155464:AF0882l9 

F-HEMBAl005780//ESTs//1.0:139:67//Hs.86684:AA885141 

F-HEMBAI0058131/ESTs//0.012:209:63//H$.113365:R77747 

F-HEMBA1 00581 5//Human calpain-like protease (htra-3) mRNA, complete cds//2.0e-07:439:62//Hs.61 33:1194346 
30 F-HEMBA1005822//ESTs//9.3e-06:444:59//Hs.124344:Tl0577 

F-HEMBAl005829//ESTs//1.1e-47:394:80//Hs.146811:AA410788 

F-HEMBA1 005834//Human Line-1 repeat mRNA with 2 open reading frames//7.9e-42:690:66//Hs.23094:M1 9503 
F-HEMBA1005852//Human plectin (PLEC1) mRNA, complete cds//0.1 7:470 :56//Hs. 79706 :U 53204 
F-HEMBA1 005853//EST//0.01 3:21 1 :60//Hs.1 62604:AA5951 50 " 
35 F-HEMBA1005884//Homosapiens mRNA, chromosome 1 specific transcript KIAA0484//1 .4e-53:332:83//Hs. 

158095:AB007953 

F>HEMBAl005891//ESTs//1.1e-77:393:97//Hs.28545:AI268097 

F-HEMBA1005894//Human G protein-coupled receptor (STRL22) mRNA, complete cds//7.2e-45:411:77//Hs. 
46468:U45984 

40 F-HEMBA1 005909//Human neuropeptide y2 receptor mRNA, complete cds//0.00054:477:59//Hs.37125:U42766 

F-HEMBA1005911//Thromboxane A2 receptor//4.1e-45:419:75//Hs.89887:D38081 

F-HEMBA1005921//Homo sapiens haemopoietic progenitor homeoboxHPX42B (HPX42B) mRNA, complete cds// 
2.0e-46:434:78//Hs.125231 :AF068006 

F-HEMBA1005931//ESTS, Weakly similar to kruppel-related zinc finger protein [H.sapiensJ//1.2e-46:228:100//Hs. 
45 152178:AI224880 

F-HEMBA1005934//EST//3.1e-14:121:85//Hs.l50003:AI29l588 
F-HEMBA1 005962//EST//0.001 0:21 2:62//Hs. 1 631 97:AA767883 
F-HEMBA1 005963 

F-HEMBA1005990//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//4.2e-151:697:99//Hs. 
so 26285:AF082516 

F-HEMBA!005991//EST//3.0e-07:361:59//Hs.146442:A1127530 
F-HEMBA1005999//EST//I.2e-14:350:66//Hs.1 22326: AA782526 
F-HEMBA1 006002 

F-HEMBA1006005//ESTS, Weakly similar to TH1 protein [D.melanogaster]//0.98:197:61//Hs.51 84: AA7091 51 
55 F-HEMBA1 006031 

F-HEMBA1 006035 

F-HEMBA1006036//Homo sapiens PYRIN (MEFV) mRNA, complete cds//5.4e-92:617:84//Hs.11 3283: AF01 8080 
F-HEMBA1006042//ESTs//6.3e-41:161:81//Hs.41186:R99609 
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F-HEMBAl006067//ESTs//2.0e-74:354:99//Hs.43321:AM 39422 
F-HEMBA1 006081 

F-HEMBA1006090//EST//1.2e^12:340:62//Hs.61195:Al418788 
F-HEMBA1006091//ESTs//4Je-98:473:98//Hs.9658:AA506313 
5 F-HEMBA1006100//ESTS//7.1 e-22:273:73//Hs.1 44407: AA737799 

F-HEMBA1006108//ESTS, Weakly similar to ZK792.1 [C.elegans)//2.1e-26:273:66//Hs.8763:W30741 

F-HEMBA1006121//EST//0.00012:232:59//HS.117096:AA677968 

F-HEMBA1006124//EST//0.047:251:62//Hs.132257:AI027222 

F-HEMBA1006130//Human HOX4C mRNA for a homeobox protein//1 .0:150:62//Hs.74061:X59372 
10 F-HEMBA1 0061 38//ESTS//1 .8e-27: 1 32:84//Hs. 1 41 575:AA21 1 734 

F-HEMBA1006142//EST//2.5e-47:310:87//Hs.149580:AI281881 
F-HEMBA1006155 

F-HEMBA1 0061 58//ESTS//5.1 e-1 05:506:98//Hs.9346B:N40575 
F-HEMBA1006173//ESTs//2.5e-24:195:84//Hs.79092:H29627 
15 F-HEMBAl006182//ESTs//2.5e-19:237:72//Hs.141840:AA028117 
F-HEMBA1 0061 98//ESTS//0.01 7:1 33 :67//Hs.1 421 68:AA292540 

F-HEMBA1006235//Homo sapiens clone 24422 mRNA sequence//8.6e-177:836:98//Hs.1 09268: AF070557 
F-HEMBA1006248//Human zinc finger protein (MAZ) mRNA//0.001 4:221 :67//Hs.7647:M94046 
F-HEMBA1 006252 

20 F.HEMBA1006253//EST//1.3e-100:467:100//Hs.146619:AI140706 

F-HEMBA1006259//Homo sapiens mRNA for KIAA0798 protein, complete cds//0.00037:158:69//Hs. 159277: 
AB018341 

F-HEMBA1006268//ESTs//1.1e-20:376:67//Hs.72814:AA706631 
F-HEMBA1 006272//EST//4.8e-20:252:69//Hs. 1 62992:AA6881 40 
25 F-HEMBA1006278//H.sapiens PAP mRNA//6.5e-57:610:71//Hs.49007:X76770 

F-HEMBA1 006283 

F-HEMBA1006284//ESTs//0.00017:248:63//Hs.143840:AI189964' 
F-HEMBA1 006291 . . 

F-HEMBA1 006293 

30 F-HEMBA1006309//Homo sapiens T cell immune response CDNA7 (TIRC7) mRNA, complete cds//0 .76:416:58// 

HS.46465:U45285 

F-HEMBA1 00631 0//Homo sapiens mRNA for KIAA0602 protein, partial cdS//9.3e-49:637:68//Hs.37656:AB01 11 74 
F-HEMBA1006328//ESTS//1 .8e-71 :429:88//Hs. 139922: AA281 350 
F-HEMBA1006334//EST//0.082:267:57//Hs.1 36449: AA572789 
35 F-HEMBAl006344//ESTs//6.2e-08:67:94//Hs.42302:AI032142 

F-HEMBA1006347//ESTS, Weakly similar to males-absent on the first [D.melanogaster)//5.3e-76:378:97//Hs. 
22767:N99220 

F-HEMBA1006349//ESTs//0.87:276:60//Hs.23628:H03287 

F-HEMBA1006359//Zinc finger protein 43 (HTF6)//4.4e-1 17:823: 81 //Hs.74107:X59244 
40 F-HEMBA1 006364//EST//0.001 2:1 68:66//Hs. 1 56756:AI351 026 

F-HEMBA1006377//Homo sapiens RalBPI -interacting protein (POB1) mRNA, complete cds//0.0028:422:59//Hs. 
80667: AF01 0233 

F-HEMBA1006380//Homo sapiens syntaxin 4 binding protein UNC-18C (UNC-18C) mRNA, complete cds//0.41: 
265:61//Hs.8813:AF032922 
45 F-HEMBAl006381//ESTs//3.8e-78:382:98//Hs.132171:AI042531 

F-HEMBA1006398//Human Line-1 repeat mRNA with 2 open reading frames//2.le-49:395:80//Hs.23094:M19503 

F-HEMBAl006416//EST//7.3e-12:154:77//Hs.134086:AI077477 

F-HEMBA1 00641 9//EST//4.6e-51 : 1 79:86//Hs.1 49580: AI281 881 . 

F-HEMBA1006421//ISLET AMYLOID POLYPEPTIDE PRECURSOR//4.9e-46:517:72//Hs.51048:X68830 
50 F-HEMBA1006424//ESTs//2.7e-08:380:60//Hs.44369:AI206835 
F-HEMBA1006426//ESTs//3.0e-98:465:99//Hs.129251:AA993264 
F-HEMBA1006438//EST//1 .3e-29:183:93//Hs.147412:AI209194 
F-HEMBA1 006445 

F-HEMBA1006446//EST//0.14:200:59//Hs.160695:AI282889 
55 F-HEMBA1006461//Thiopurine S-methyltransferase//1 .4e-29:21 0:72//Hs. 511 24:AF01 9369 

F-HEMBA1 006467 

F-HEMBAl006471//ESTs//1.4e-05:391:60//Hs.121282:AI091453 

F-HEMBA1006474//ESTS. Highly similar to 40 KD PROTEIN [Borna disease virus]//1.1e-13:346:63//Hs.31257: 
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AA875998 

F-HEMBA1006483//Thromboxane A2 receptor//2.2e-51 :386:82//Hs.89887:D38081 
F-HEMBA1 006485//EST//5.4e-1 1 1 :51 6:99//Hs.61 925: AA039532 
F-HEMBA1006486//EST//4.7e-23:286:72//Hs.1 37800: AA886897 
5 F-HEMBA1006489//ESTs//2.5e-06:137:71//Hs.28621:AA910431 
F-HEMBA1 006492 

F-HEMBA1006494//ESTs//8.5e -24:299:72//Hs.153413:AI248625 
F-HEMBA1 006497//EST//0. 00034:431 :61//H$.1 30057 :AA903389 
F-HEMBA1006502//ESTs//2.6e-11:131:80//Hs.141267:H22072 
10 F-HEMBA1006507//Homo sapiens mRNA for KIAA0666 protein, partial cds//7.3e-141:470:98//Hs.1 53858: 

AB014566 

F-HEMBA1006521//ESTS, Weakly similar to 3-oxoacyl-[acy I -carrier protein] reductase [E.coli]//3.9e-98:483:97// 
HS.94811:AA011185 

F-HEMBA1006530//EST//1.7e-42:530:71//Hs.1 63207: AA808002 
is F-HEMBA1006535//ESTs//2.9e*84:404:98//Hs.128679:AI1 60081 

F-HEMBA1006540//Homo sapiens multi PDZ domain protein MUPP1 (MUPP1) mRNA, complete cds//4.4e-173: 
654:98//Hs21 301 :AF09341 9 

F-HEMBAl006546//ESTs//2.8e-45:391:78//Hs.146307:AA584638 

F-HEMBA1006559//Homo sapiens KIAA0438 mRNA, complete cds//2.1e-47:363:79//Hs.21490:AB007898 
20 F-HEMBA1006562//ESTs//4.5e-09:116:75//Hs.142368:AI198425 
F-HEMBA1006566//EST//0.85:100:68//Hs.13052:T67136 
F-HEMBA1006569//ESTs//2.7e-06:213:64//Hs.44372:AJ346522 
F-HEMBA1006579//EST//0.064:160:62//HS.126244:AA873479 

F-HEMBA1006583//Homo sapiens Jagged 2 mRNA, complete Cds//1.7e-07: 533 :60//Hs.1 06387: AF029778 
25 F-HEMBA1006595//Small inducible cytokine A5 (RANTES)//6.8e-69:328:81//Hs.155464:AF068219 

F-HEMBA1 006597//Homo sapiens mRNA for Kl AA0752 protein, partial cds//2.6e-38:441 :69//Hs.2371 1 :AB01 8295 
F-HEMBA1 00661 2//ESTs//8.8e-135:668:97//Hs.7942:AA205862 
F-HEMBA1 00661 7//EST//4.6e-31 :254:81//Hs.1 32635: Al 032875 

F-HEMBA1006624//ESTS, Weakly similar to HYPOTHETICAL 41.9 KD PROTEIN IN SDS3-THS1 INTERGENIC 
30 REGION [S.cerevisiae)//2.5e-75:379:97//H$.4091 1 :AI391 502 

F-HEMBAl006631//ESTs//1.4e-1 26:61 2:98//Hs.1 31 737: AI343331 
F-HEMBA1006635//EST//0.65:145:63//HS.104560:AA340589 

F-HEMBA1006639//ESTS, Highly similar to POLYADENYLATE-BINDING PROTEIN [Homo sapiens]//9.1e-27:1 70: 
92//Hs.109818:AA411185 

35 F-HEMBA1006643//ESTS, Moderately similar to putative p150 [H.sapiens]//9.7e-05:259:65//Hs.1 05747: 

AA505003 

F-HEMBA1006648//Homo sapiens integrin-linked kinase (ILK) mRNA, complete cds//3.9e-28:l08:93//Hs.6196: 
U40282 

F-HEMBA1006652//ESTS, Highly similar to 60S RIBOSOMAL PROTEIN L7 [Drosophila me!anogasterJ//3.0e-87: 
40 452:96//Hs.1 59574:AA1 9061 5 

F-HEMBA1 006653 

F-HEMBA1006659//Homo sapiens PAC clone DJ0905J08 from 7pl2-p14//2.9e-92:438:98//Hs.8173:AC005189 

F-HEMBA1006665//Homo sapiens clone 23892 mRNA sequence//2.8e-18:180:80//Hs.9l916:AF035317 

F-HEMBA1 006674//Homo sapiens mRNA for nucleolar protein hNop56//1 .6e-1 6:1 22:90//Hs.5092:Y1 2065 
45 F-HEMBA1 006676 

F-HEMBA1006682//EST//0.12:193:61//Hs.128367:AA974575 . 

F-HEMBAl006695//ESTs//5.6e-27:110:80//Hs.159510:AA297145 

F-HEMBAl006696//EST//3.2e-12:160:75//Hs.146472:AI128198 

F-HEMBA1 006708 
50 F-HEMBA1006709//ESTs//0.69:60:80//Hs.1 52752: AA643545 

F-HEMBA1 00671 7//ESTs/12.6e-31:286:78//Hs.55573:W37226 

F-HEMBA1006737//ESTs//1.6e-37:189:99//Hs.97490:AA394105 

F-HEMBA1006744//Human mRNA for KIAA01 18 gene, partial CdS//1.9e-52:360:84//Hs.1 54326: D42087 
F-HEMBA1006754//Homo sapiens X-ray repair cross-complementing protein 2 (XRCC2) mRNA, complete cds// 
55 2.0e-92:817:78//Hs.129727:AF0355B7 

F-HEMBA1006758//Human mRNA for KIAA0327 protein, complete CdS//4.0e-1 0: 576 :56//Hs.1 49323: AB002325 

F-HEMBA1006767//ESTs//1.7e-18:252:72//Hs141073:W72720 

F-HEMBA1006779//EST//9.1e-26:395:69//Hs.145366:AI252657 



2077 



EP1 074 617 A2 



F-HEMBA1006780//EST//1 .0:93:69//Hs.116946:AA680250 
F-HEMBA1006789//ESTs//0.0060:276:59//Hs.144121:AI369798 

F-HEMBA1006795//Human Line-1 repeat mRNA with 2 open reading frames//4.le-37:781 :64//Hs.23094:M 19503 
F-HEMBA1006796//Human clone 23803 mRNA, partial Cds//1 .4e-07:202:68//Hs.34054:U79298 

5 F-HEMBA1006B07//ESTS, Moderately Similar to HYPOTHETICAL 46.4 KD PROTEIN T16H12.5 IN CHROMO- 

SOME III [C.elegansl//4.8e-110:523:98/IHs.1 25790: AA287723 
F-HEMBAl006821//EST//5.1e«ll:246:66//Hs.150542:AI051551 
F-HEMBA1 006824//ESTS//1 .4e-29: 1 58:98//Hs. 1 2771 2: AA961 624 
F-HEMBA1006832//EST//3.1e-24:277:74//Hs.139357:AA420970 

10 F-HEMBA1006849//ESTs//0.99:332:57//Hs.128993:AA985327 
F-HEMBA1 006865 

F-HEMBA1006877//ESTS, Highly Similar to HYPOTHETICAL 113.8 KD PROTEIN IN ERG7-NMD2 INTERGENIC 
REGION [Saccharomyces cerevisiae]//2.4e-61:311:97//Hs.127793:W25938 

F-HEMBA1006885//ESTS, Highly similar to HYPOTHETICAL 29.1 KD PROTEIN IN URA7-POL12 INTERGENIC 
15 REGION [Saccharomyces cerevisiae)//9.le-128:805:87//Hs.32376:AA758214 

F-HEMBA1006900//EST//6.8e-05:255:63//Hs.163173:AA781592 
F-HEMBA1 00691 4//EST//0. 065 :366:6211Hs.162914:AA666199 
F-HEMBA1006921//ESTs//2.9e-42:347:82//Hs.159266:AI376989 

F-HEMBA1006926//Human I kappa BR mRNA, complete cds//0.90:545:59//Hs.154764:U 16258 
20 F-HEMBA1006929//EST//0.00013:403:61//HS.162642:AA602539 
F-HEMBA1006936//ESTs//0.00014:60:93//Hs.8737:W22712 
F-HEMBA1006938//ESTs//4.7e-51:256:98//Hs.143651:AI150382 

F-HEMBA1006941//Homo sapiens mRNA for putative thioredoxin-like protein//4.4e-92:437:98//Hs.42644: 
AJ010841 

25 F-HEMBA1006949//H.sapiens mRNA for retrotransposon//6.9e-43:385:76//Hs.6940:Z48633 

F-HEMBA1006973//Homo sapiens rab3-GAP regulatory domain mRNA, complete Cds//I.8e-144:740:94//Hs. 
14934:AF004828 

F-HEMBA1006976//H.sapiens mRNA for Gal-beta(l-3/l-4)GlcNAc alpha-2.3-sialyltransferase//l .9e-79:447:89// 
Hs.75268:X74570 

30 F-HEMBAl006993//ESTs//5.4e-19:380:66//Hs.1 52635: AA600968 

F-HEMBA1006996//ESTs//0.17:242:59//H$.1 06879: AA054723 
F-H EM BA1 007002 

F-HEMBA1 00701 7//EST//1 .0:59:72//Hs.113400:R39282 

F-HEMBA1 00701 8//Homo sapiens dynein light intermediate chain 2 (LIC2) mRNA, complete cds//2.5e-78:827: 
35 70//Hs.43003:AF035812 
F-HEMBA1 007045 

F-HEMBA1 00705 V/EST//0.85:65:73//Hs.15fl641 :AI370659 
F-HEMBA1 007052 
F-HEMBA1 007062 
40 F-HEMBAl007066//ESTs//0.94:160:63//Hs.56071:W52212 

F-HEMBA1007073//ESTs//3.6e-50:246:807/Hs.142678:H37845 

F-HEMBA1007078//Human arginine-rich nuclear protein mRNA, complete cds//6.7e-75:417:91//Hs.80510: 
M74002 

F-HEMBA1 007080 

« F-HEMBA1 007085//Guanylate cyclase 2D, membrane (retina-specific)//l.3e-06:568:61//Hs.l974:M92432 

F-HEMBA1007087//Human mevalonate pyrophosphate decarboxylase (MPD) mRNA, complete Cds//0.95:541: 
57//Hs.3828:U49260 

F-HEMBA1 0071 1 2//ESTs//3.4e-1 04:494:98//Hs. 1 9207:AA039595 
F-HEMBA1 0071 1 3//ESTs//0.71 :246:62//Hs. 96235 :AA1 96354 
50 F-HEMBAl007121//ESTs/l3.Se-69:335:98//Hs.140519:AA643l82 
F-HEMBA1007129 

F-HEMBAl007147//ESTs//3.2e-07:235:641/Hs.124813:W46172 
F-HEMBA1 0071 49//ESTs//7.2e-08: 1 61 :68//H$. 1 21 1 79: AA7571 36 
F-HEMBA1007151 

55 F-HEMBA1007174//Homo sapiens epsin 2b mRNA, complete cds//6.6e-64:318:97//Hs.22396:AF062085 

F-HEMBA1007178//ESTS, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//4.2e- 
39:248:90//Hs. 1 571 48: AA31 1 921 

F-HEMBA1 0071 94//ESTs//2.3e-1 07:503:99//Hs. 1 00605: AA305965 
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F-HEMBA1007203//Homo sapiens mRNA for KIAA0214 protein, complete Cds//5.6e-158:478:98//Hs.3363: 
D86987 

F-HEMBA1 007206//EST//0.23: 1 1 9:66//Hs. 1 44402: AA609252 

F-HEMBA1007224//Homo sapiens mRNA for KIAA0797 protein, partial cds//1.6e-177:839:98//Hs.27197: 
5 AB018340 

F-HEMBA1007243//Hypoxanthine phosphoribosyltransf erase 1 (Lesch-Nyhan syndrome)//2.7e-56:647:69//Hs. 
82314:M31642 

F-HEMBA1007251//Human plectin (PLEC1) mRNA, complete cds//0. 1 9 :210:67//Hs. 79706 :U 53204 
F«HEMBA1007256//Homo sapiens clone 24407 mRNA sequence//1 .0:1 44:641 1Hs.1 2432: AF070575 
10 F-HEMBA1007267//Human homolog of yeast mutL (hPMSl) gene, complete cds//0.99:239:60//Hs.m749: 

U13695 

F-HEMBAl007273//ESTs//5.6e-24:271 :73//Hs. 144951 :N34836 

F-HEMBA1007279//ESTs//6. Ie-36:1 85:78//Hs.141022:H06475 

F-HEMBA1007281//ESTS//0.74:94:65//HS.162533:AA584529 
is F-HEMBAl007288//EST//0.83:99:67//H$.127878:AA968637 

F-HEMBA1007300//EST//3.6e-62:355:91//Hs.150139:AI300062 

F-HEMBA1007301//Collagen, type I, alpha 1//1.5e-09:406:61//Hs.111913:Z74615 

F-HEMBA1 00731 9//EST//0.0068:50:96//Hs.163362:AA890506 

F-HEMBA1007320//ESTS//1 .0:1 33 :66//Hs. 38032: N63634 
20 F-HEMBA1007322//ESTS//0.0077:187:66//HS.4852:R84241 

F-HEMBA1007327//ESTS, Weakly similar to HOST CELL FACTOR C1 [H.sapiens]//3.5e-09:144:76//Hs.20597: 

W58370 

F-HEMBAl007341//ESTs//7.5e-61:302:98//Hs.154944:AA494130 
F-HEMBA1 007342//ESTs//2.9e-1 2:289:64//Hs. 1 35555: AA91 1 006 
25 F-HEMBA1 007347//EST//0.44:89:70//Hs.65949:Z40561 

F-HEMBB1000005//ESTS//1 .6e-07:337:60//Hs. 12671 8: AA9 16568 

F-HEMBB1000008//H.sapiens mRNA for translin associated protein X//1 .1 e-43:370:78//Hs.96247:X95073 
F-HEMBB1 00001 8//Nuciear factor of kappa light polypeptide gene enhancer in B-cells 1 (p105)//1.0:108:70//Hs. 
83428 :M58603 

30 F-HEMBBl000024//EST//5.4e-07:137:70//Hs.125389:AA878307. 
F-HEMBB1 000025//EST//0.99:362:58//Hs.1 21 221 :AA757392 
F-HEMBB1000030//H.sapiens mRNA for cylicin ll//1.3e-10:525:62//Hs.3232:Z46788 
F-HEMBB1000036 

F-HEMBB1000037//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds//6.2e- 102:450: 
35 98//HS.2081 5: AF084928 

F-HEMBB1000039//EST//0.0034:97:73//Hs.141684:W35358 

F-HEMBB1000044//ESTs//0.0048:218:63//Hs.123161:AA807319 

F-HEMBB1000048//EST//0.00025:222:62//Hs.122474:AA765131 

F-HEMBBlO00050//ESTs//5.6e-28:293:75//Hs.136839:H93717 
40 F-HEMBB1 000054//Human Line-1 repeat mRNA with 2 open reading frames//3.3e-54: 259 :88//Hs. 23094: M1 9503 

F-HEMBBl000055//ESTs//0.0017:289:62//Hs.125755:AA286923 

F-HEMBB1000059//Homo sapiens mRNA forKIAA0761 protein, partial cds//5.9e-59:286:84//Hs.931 21 :AB01 8304 
F-HEMBB1 000083 

F-HEMBB1000089//EST//0.0016:192:661/HS.137093:AA917621 
« F-HEMBBl000099//ESTs//5.7e-20:213:76//Hs.57883:AA218645 

F-HEMBB1 0001 03//Human kpni repeat mrna (cdna clone pcd-kpni-8), 3' end//4.9e-43:41 8:74//Hs. 1 03948:K00627 

F-HEMBB1 0001 13//EST//4.6e-23:221:76//Hs.142065:AA1 73763 

F-HEMBB1000119//Homo sapiens ASMTL gene//2.5e- 132:621 :98//Hs.6315:Y 15521 

F-HEMBB1 0001 36//ESTs1 1 2.3e-1 01 :507:96//Hs. 1 2659:AA1 95207 
SO F-HEMBB1000141//ESTs//2.le-15:283:69//Hs.126257:AI279044 

F-HEMBBl000144//EST//4.5e-52:298:91//Hs.149580:AI281881 

F-HEMBB1000173//Zinc finger protein 74 (Cos52)//2.4e«63:285:82//Hs.3057:X92715 

F-HEMBB1000175//EST//1.0:101:65//HS.162898:AA659646 

F-HEMBB1 0001 98//EST//0.99:179:56//Hs.11 6880: AA662457 
55 F-HEMBB1 00021 5//Homo sapiens mRNA for KIAA0557 protein, partial cds//l.4e-15:139:82//Hs.101414: 

AB011129 

F-HEMBB1 00021 7//ESTs//3.4e-06:81 :88//Hs, 1 21 1 51 :T66277 
F-HEMBB1 0002 1 8//EST//0. 11:1 36:63//Hs. 1 34683: AI09201 3 
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F-HEMBB1 000226//Fragile X mental retardation 1 //0. 99:1 26 :65//Hs. 89764 :X69962 
F-HEMBB1000240//H.sapiens mRNA for Nup88 protein//! .0:334:57//Hs.90734:Y0861 2 
F-HEMBB1000244//ESTs//3.2e-15:139:81//HS.134549:Al078483 

F-HEMBB1000250//Homo sapiens protein associated with Myc mRNA, complete cds//2.le-i 56:735: 98 1/Hs. 
151411:AF075587 

F-HEMBB1 000258//EST//0.0091 :325:60//Hs.97533:AA435884 

F-HEM BB1 000264//Human CHL1 potential helicase (CH LR1), complete Cds//1 .4e-33: 100:1 00//Hs.27424:U75968 
F-HEMBB1000266//Homo sapiens mRNA for myosin phosphatase target subunit 1 (MYPT1)//0.0019:373:60//Hs. 
16533:087930 

F-HEMBB1000272//ESTS//1 .3e-93:440:99//Hs.l09224:N46684 
F-HEMBB1000274//ESTS//0.41:221:65//HS.71990:AA151796 
F-HEMBB1000284//EST//0.00024:108:73//HS.100725:F13689 
F-HEMBB1 000307//EST//3.6e-1 0:1 49:73//Hs.1 4041 5:AA778574 

F-HEMBB1 00031 2//Homo sapiens mRNA for KIAA0783 protein, complete cds//0.00092:252:65//Hs.41153: 
AB018326 

F-HEMBB1 00031 7//Thrombospondin 1//7.1e-05:342:59//Hs.87409:X14787 

F-HEMBB1 00031 8//EST//0.01 4:1 84:6 1//HS.1 55758 :A 131 1 870 

F-HEMBB1000335//EST//0.99:187:63//Hs.137424:AA243729 

F-HEMBB1000336//EST7/1.0:209:63//Hs.150410:AI003611 

F-HEMBB1000337//EST//0.086:133:66//Hs.128207:AA972330 

F-HEMBBl000338//EST//7.1e-07:129:72//Hs.140488:AA767127 

F-HEMBB1000339//Small inducible cytokine A5 (RANTES)//1.2e-36:336:76l1Hs.155464:AF088219 
F-HEMBB1 000341 

F-HEMBB1 000343//EST//0.66: 1 63:63//Hs.1 50822:AI302729 
F-HEMBB1000354//ESTs//7.e-61:292:100//Hs.152266:AA926874 

F-HEMBB1000369//ESTS, Highly similar to t-BOP [M.musculus]/10.013:157:64//Hs.129982:AI420970 
F-HEMBBl000374//ESTs//8.7e-53:454:79//Hs.133518:R69934 
F-HEMB3l000376//ESTs//5.9e-14:87:97//Hs.163973:AA744348 
F-HEMBB1000391//ESTS//0.033:237:64//HS.135289:AI092963 

F-HEMBB1 000399//Homo sapiens mRNA for cell cycle checkpoint protein//9.4e-1 65:762:98//Hs.1 61 84:AJ001 642 
F-HEMBB1000402//EST//0.013:291:59//HS.149191:AI246155 
F-HEMBB1000404//ESTs//3.0e-69:353:96//Hs.135857:AA947194 
F-HEMBBl000420//EST//6.3e-52:25B:98//Hs.136434:AA557925 

F-HEMBB1000434//Homo sapiens neuronal thread protein AD7C-NTP mRNA, complete cds//9.4e-73:364:83//Hs. 
129735AF010144 

F-HEMBB1000438//ESTS//0.073:446:58//HS.134632:AI223429 
F-HEMBB1000441//lnterleukin 10//1.7e-38:336:77//Hs.2180:M57627 
F-HEMBBl000449//EST//5.5e-21:356:671/Hs.157848:AI362501 
F-HEMBB1000455//ESTs//0.092:147:65//Hs.106446:N93227 
F-HEMBB1 000472 

F-HEMBB1000480//EST//0.98:83:71//HS.146462:AI124898 
-F-HEMBB1000487//ESTS//I.4e-59:341:92//HS.48561:N79206 
F-HEMBBl000490//ESTs//2.5e-27:200:79//Hs.56825:AI057560 
F-HEMBB1 000491 

F-HEMBB1000493//ESTS//0.019:103:69//HS.138358:T66178 

F-HEMBB1 00051 0//Glucocorticoid receptor alpha {alternative products}//1 .6e-46:409:77//Hs. 102761 :U25029 
F-HEMBB1000518//ESTs//3.7e-06:187:64//Hs.140989:R68413 
F-HEMBBl000523//ESTs//0.69:332:59//Hg.106845:W19543 ' 

F-HEMBB1000530//H.sapiens mRNA for extracellular matrix protein collagen type XIV, C-terminus//2.1e-38:l38: 
96//Hs.36131:Y11710 

F-HEMBB1 000550//ESTS. Weakly similar to !!!! ALU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiensJ//7.7e-31 : 
554:67//Hs.157142:U85996 

F-HEMBB1000554//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//4.0e-27:282:75//Hs. 
1 58095: AB007953 

F-HEMBB1000556//Homo sapiens mRNA for KIAA0750 protein, complete cds//2.0e-33:537:65//Hs.5444: 

AB018293 

F-HEMBB1 000564 

F-HEMBB1000573//H.sapiens HCG II mRNA/tf.5e-27:197:76//Hs.l46333:X81001 
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F-HEMBB1000575//Von Hippel-Lindau syndrome//2.7e-72:255:79//Hs.78160:AF010238 
F-HEMBB1000586//Dystrophin (muscular dystrophy, Duchenne and Becker types), includes DXS142, DXS164, 
DXS206. DXS230, DXS239. DXS268, DXS269, DXS270, DXS272//0.011 :338:59//Hs.79012:M 18533 
F-HEMBB1 0005891/PLATELET GLYCOPROTEIN V PRECURSOR//2.4e-22:228:79//Hs,73734:Z23091 
5 F-HEMBB1 00059 1//ESTS//1 .Oe-1 7:370:64//Hs,581 56: W71 990 

F-HEMBB1000592//EST//0.0038:51:88//Hs.148022:AI269323 

F-HEMBB1000593//Homo sapiens chromosome 7q22 sequence//4.7e-109:503:99//Hs.3386:AF053356 
F-HEMBB1 000598//Ribosomal protein L5//3.5e-29:537:66//Hs.1 1 8781 :U66589 
F-HEMBB1000623//H.sapiens mRNA for GAIP protein//0.89:376:59//Hs.22698:X91809 
10 F-HEMBB1000630//Homo sapiens KIAA0404 mRNA, partial cds//0.074:168:61//Hs.105850:AB007864 

F-HEMBBl000631//ESTs//1.7e-06:247:64//Hs.156864:AI346481 

F-HEMBB1 000532//Human mRNA for KIAA0351 gene, complete cds//5.1 e-50:811 :65//Hs.29963:AB002349 
F-HEMBB1000637//Sialophorin (gpL115, leukosialin, CD43)//2.4e-79:304:85//Hs.80738:X52075 
F-HEMBB1000638//EST//0.0076:92:75//HS.125496:AA883735 
15 F-HEMBB1000543//ISLET AMYLOID POLYPEPTIDE PRECURSOR//3.5e-45:477:74//Hs.51048:X68830 

F-HEMBB1000649//Homo sapiens histone H2A.1b mRNA, complete cds//7.4e-52:533:75//Hs.51 011 :L1 9778 

F-HEMBBl000652//ESTs//1.6e-49:345:84//Hs.132722:AA618531 

F-HEMBB1000665//EST//0.44:152:63//HS.149534:AI280924 

F-HEMBB1000671//Human Line-1 repeat mRNA with 2 open reading frames//2.2e-79:280:85//Hs.23094:M 19503 
20 F-HEMBB1000673//ESTS//0.99:177:59//HS.149864:N80474 

F-HEMBB1000684//Protein kinase, interferon-inducible double stranded RNA dependent//2.6e-3l:220:87//Hs. 
73821 :M35663 

F-HEMBB1000693//Homo sapiens neuroanl mRNA, complete cds//5.3e-120:575:97//Hs.1 58300: AF040723 
F-HEMBB1000705//ESTs//4.7e-65:350:94//Hs.24610:R33125 
25 F-HEMBBl000706//EST//8.6e-14:373:61//Hs.1 38281 :RS5703 

F-HEMBB1000709//EST//0.99:110:651/Hs.162437:AA577510 

F-HEMBB1 000725//RAS- RELATED PROTEIN RAB-8//1 .7e-77:635:77//Hs.123109:X56741 
F-HEMBB1000726//EST//1.3e-43:257:84//Hs.162197:AA535216 
F-HEMBB1000738//EST//5.9e-13:259:64//Hs.159699:AI417328 
30 F-HEMBBl000749//EST//3.le-42:271:871/Hs.162197:AA535216 
F-HEMBB1 000763 * 

F-HEMBB1000770//ESTS, Weakly similar to MOESIN/EZRIN/RADIXIN HOMOLOG [D.melanogaster]//0.021:111 : 
72//Hs.38178:AA921830 

F-HEMBB1000774//ESTS, Weakly similar to mTERF [H.sapiens)//2.5 e-1 1 6:580:97//Hs. 5009: AA081 390 
35 F-HEMBB1000781//Human MEK kinase 3 mRNA, complete Cds//5.3e-47:426:74//Hs.86201:U78876 

F-HEMBB1000789//Homosapiens mRNA for KIAA0677 protein, complete cds//3.0e-65:672:71//Hs.1 55983: 
ABO 14577 

F-HEMBB1000790//ESTS//1 .2e-52:344:86//Hs.35254:A1 133727 

F-HEMBB1000794//ESTS//0.00098:289:59//HS.138782:N73572 
40 F-HEMBB1 000807//ESTS//2.1 e-91 :434:99//Hs.61 334:AI298375 

F-HEMBB1000810//ESTS//0.038:92:71//HS.148763:AA66887 

F-HEMBB1000821//EST//0.94:129:62//HS.162299:AA555154 

F-HEMBB1 000822//ESTs//7.5e-05: 1 99:63//Hs. 1 1 701 8:AA83242 1 

F-HEMBB1 000826//ESTs//4.8e-1 3:343:65//Hs. 1 53429: AI283069 
« F-HEMBB1 000827 

F-HEMBB1 000831 

F-HEMBBl000835//EST//4.3e-27:201:851/Hs.141451:N29915 
F-HEMBBl000840//EST//6.3e-75:380:96//Hs.142557:AA464948 

F-HEMBB1000848//Human Line-1 repeat mRNA with 2 open reading frames//1.4e-135:875:85//Hs.23094: 
50 M 19503 

F-HEMBB1000852//Phosphoribosyl pyrophosphate amidotransferase//0.12:292:61//Hs.311 :U00238 
F-HEMBB1000870//EST//0.00091:246:62//HS.126502:AA913831 

F-HEMBB1000876//Homo sapiens ELISC-1 mRNA, partial CdS//4.9e-34:200:94//Hs.1 28434: AF085351 
F-HEMBBl000883//ESTs//0.42:107:67//Hs.154173:AI379823 \' 
55 F-HEMBB1 000887 

F-HEMBB1000888//ESTS//1.0:137:67//HS.8121:AA521290 
F-HEMBB1000890//ESTs//1.0:116:65//Hs.7105:T23433 
F-HEMBB1000893//EST//0.0079:408:58//Hs.1 46504 :AI129834 
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F-HEMBB1000908//EST//9.2e-21:205:79//H$.132635:AI032875 

F-HEMBB1 00091 0//Human mRNA for KIAA0231 gene, partial cds//0.16:327:60//Hs.7938:D86984 
F-HEMBB1000913//ESTS//I.0e-12:233:68//HS.137545:AA487049 
F-HEMBB1 00091 5//ESTs//2.5e-90:423:99//Hs. 1 35254:AI095468 
5 F-HEMBBl000917//EST//2.8e-49:241:100//Hs.162216:AA548089 
F-HEMBB1 000927//Hippocalcin//1 .2e-31 :528:65//Hs.89692:D 16593 
F-HEMBB1 000947 

F-HEMBB1000959//Cytochrome P450, 51 (lanosterol 14-alpha-demethylase)//9.3e-48:572:72//Hs.2379:U23942 
F-HEMBBl000973//ESTs//4.5e-26:286:76//Hs.137393:AA142938 
10 F-HEMBB1000975//ESTs//0.78:180:66//Hs.104789:AA417124 
F-HEMBB1 000981 

F-HEMBB1000985//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//6.7e-07:308:62//Hs. 
122967:AF059569 

F-HEMBB1000991//EST//0.12:125:66//HS.22945:R43713 
15 F-HEMBBl000996//ESTs//6.9e-05:273:63//Hs.133116:AI054055 

F-HEMBB1001004//Homo sapiens mRNA for KIAA0665 protein, complete Cds//0.62:193:62//Hs.1 19004: 
AB014565 

F-HEMBB1 001 008//EST//4.7e-09:203:65//Hs.1 05221 :AA489025 

F-HEMBB1001011//Human Chromosome 16 BAG clone CIT987SK-A-635H12//2.4e-17:384:67//Hs. 108604: 
20 AC002310 

F-HEMBB1001014//EST, Weakly similar to putative pl50 [H.sapiensJ//0.21 :284:60//Hs.161547:W04991 
F-HEMBB1001020//EST$//9.7e-37:186:76//Hs.138852:AA284247 

F-HEMBB1001024//ESTS. Highly similar to t-BOP [M.musculus]//0.11:242:61//Hs.129982:AI420970 
F-HEMBB1001037//EST//0.0057:192:66//HS.149987:AI291177 
25 F-HEMBBl001047//ESTs//1.6e-22:360:70//Hs.120734:W58721 

F-HEMBB1001051//H.sapiens mRNA for FAN protein//3.8e-29:1 60: 98//Hs. 78687: X96586 
F-HEMBB1001056//Homo sapiens mRNA for KIAA0618 protein, complete cds//1.0e-42:1 49 :96//Hs. 15832: 
AB014518 

F-HEMBB1001058//Small inducible cytokine A5 (RANTES)//1.1e-45:349:82//Hs.155464:AF088219 
30 F-HEMBB1001060//ESTS//I.6e-62:464:81//HS.138663:N24942 
F-HEMBB1001063 

F-HEMBB1001068//Homo sapiens Iiprin-beta2 mRNA, partial cds//9.9e-148:736:95//Hs.12953:AF034803 
F-HEMBB1001096//EST//0.017:154:66//Hs.130403:AA909272 
F-HEMBBl001102//ESTs//2.1e-18:120:95//Hs.163767:R06293 
35 F-HEMBB1001105//Human BRCA2 region, mRNA sequence 

CG01 6//0.30:84:75//Hs. 1 1 2434:U50529 

F-HEMBB1001112//ESTs, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 
famiIiaris]//9.3e-38:341:77//Hs.14038:R06800 
F-HEMBB1 00 1 1 1 4//EST//6.4e-07:296:62//Hs. 1 28420: AA975062 
40 F-HEMBB1 001 1 1 7//EST//1 .6e-99:464:99//Hs.1 30493: AA9281 39 

F-HEMBB1001119 
F-HEMBB1001126 

F-HEMBB1001133//H.sapiens mRNA fortranslin associated protein X//1 .2e-28:739:61//Hs.96247:X95073 
F-HEMBB1001137 

45 F-HEMBB1001142//Human mRNA for KIAA0331 gene, complete CdS//2.1e-23:340:69//Hs.1 46395: AB002329 

F-HEMBBl001151//ESTs//2.6e-30:252:79//Hs.6880:W26854 
F-HEMBB1001153//ESTs//7.6e-16:97:96//Hs.113307:Hl6716 
F-HEMBB1 001 1 69//ESTs//1 .4e-32:374:71//Hs.1 61 682:AA206863 

F-HEMBB1 001175//Human mRNA for ankyrin motif, complete cds//7.1 e-36:509:66//Hs.73073:D78334 
50 F-HEMBB1001177//ESTS, Weakly similar to HYPOTHETICAL TRP-ASP REPEATS CONTAINING PROTEIN IN 

HXT14-PHA2 INTERGENIC REGION [S.cerevisiae]//1 .5e-65:312:100//Hs.86878:AA599183 
F-HEMBBl001182//E!ectron-transfer-flavoprotein, beta polypeptide//0.94:i99:64//Hs.74047:X71129 
F-HEMBB1001199 

F-HEMBB1001208//ESTs//0.12:120:69//Hs.130093:AA928802 
55 F-HEMBB1001209//EST//0.00028:215:65//HS.118276:W15258 
F-HEMBB1001210//EST//2.9e-05:297:60//Hs.88840:AA281452 

F-HEMBB1 001 21 8//Homo sapiens mRNA for Kl AA0585 protein, partial CdS//8. 5e-37:260:76//Hs. 72660: AB0 1 1 1 57 
F-HEMBB1001221//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0507//0.00046:650:58//Hs. 
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158241 :AB007976 

F-HEMBB1001234//ESTS, Highly similar to 65 KD YES-ASSOCIATED PROTEIN [Mus musculus]//6.7e- 103:477: 
100//Hs.127835:AI378790 

F-HEMBB1001242//Homo sapiens mRNA for LAK-1 , complete cds//1 .2e-31 :458:67//Hs.129918:AB005754 
5 F-HEMBBl001249//EST//0.26:203:63//Hs.140791:AA935909 

F-HEMBB1001253//ESTs//4.0e-91:433:98//Hs.120636:AA325219 
F-HEMBB1 00 1 254//ESTs//2.0e-24: 1 80:85//Hs. 1 36391 :H04977 

F-HEMBB1001267//Ataxia telangiectasia mutated (includes complementation groups A, C and D)//6.le-24:l46: 
78//HS.51 187:1182828 
10 F-HEMBBl001271//ESTs//2.5e-05:686:58//Hs.115423:AI359248 

F-HEMBB1 00 1 282//GA-binding protein transcription factor, beta subunit 2 (47kD)//0.39:531:57//Hs.78915: 
U13045 

F-HEMBB1001288//ESTs, Highly similar to HYPOTHETICAL 27.3 KD PROTEIN ZK353.7 IN CHROMOSOME III 
[Caenorhabditis elegans]//4.9e- 10:91 :89//Hs.16606:W81021 
15 F-HEMBB1001289//ESTs//6.4e-100:467:99//Hs.151720:AI287890 

F-HEMBB1001294//ESTS, Highly similar to RAS-LIKE PROTEIN TC10 [Homo sapiens)//1 .3e-135:654:98//Hs. 

124217:AA020B48 

F-HEMBB1 001302 

F-HEMBB1 001 304//ESTs//0.98:1 09:68//Hs.1 38972: AA047725 
20 F-HEMBBl001314//ESTs//7.4e*39:285:77//Hs.144749:AI217339 

F-HEMBB1001315//Small inducible cytokine A5 (RANTES)//1.9e-40:355:78//Hs.1 55464: AF0882 19 
F-HEMBB1001317//Human Une-1 repeat mRNA with 2 open reading frames//4.7e-98:625:85//Hs.23094:M 19503 
F-HEMBBl001326//ESTs//0.00030:257:63//Hs.62208:H12380 

F-HEMBB1001331//ESTS, Weakly similar to DFS70 [H.sapiens]//1.0e-48:332:87//Hs.43071:AA206222 
25 F-HEMBB1 001335 

F-HEMBB1001337//Homo sapiens mRNA for KIAA0563 protein, complete cds//8.5e-56:282:87//Hs. 15731 : 
AB011135 

F-HEMBB1 00 1 339//Homo sapiens antigen NY-CO-1 6 mRNA, complete cds//0.039: 1 61 :65//Hs. 1 32206: AF039694 
F-HEMBB1 001 346//0xyt0Cin receptor//4.2e-42:456:73//Hs.2820:X64878 
30 F-HEMBB1001348//Homo sapiens mRNA for KIAA0570 protein, complete cds//1.2e-45:176:77//Hs.114293: 

AB011142 

F-HEMBB1001356//EST//0.32:292:59//Hs.135771:AI005648 
F-HEMBB1 001364 

F-HEMBBl001366//EST//7.8e-24:367:69//Hs.l38765:N70347 
35 F-HEMBB1001367//Small inducible cytokine A5 (RANTES)//8.7e-50:326:86//H$.155464:AF088219 

F-HEMBB1 001369//EST//0.1 7:21 1 :63//Hs. 120066: AA707973 

F-HEMBB1001380//Homo sapiens mRNA for KIAA0527 protein, partial cds//8.2e-36:225:79//Hs.1 29748: 
AB011099 
F-HEMBB1001384 
40 F-HEMBB1001387//ESTS//0.61:215:60//HS.145915:AI342230 

F-HEMBB1001394//Human Line-1 repeat mRNA with 2 open reading frames//3.8e-94:568:83//Hs.23094:Ml 9503 
F-HEMBB1 00l4l0//Homo sapiens keratan sulfate proteoglycan mRNA, complete Cds//0.021 :373:58//Hs. 125750: 
AF065988 

F-HEMBB1001424//EST//0.20:307:58//HS.135336:AI049827 
45 F-HEMBB1001426//Homo sapiens clone 23579 mRNA sequence//8.3e-17:205:72//Hs.83466:AF038174 

F-HEMBB1001429//ESTS, Highly similar to CYTOSOL AMINOPEPTIDASE [Bos taurusl//5.5e-153:729:96//Hs. 
21679:AF034175 

F-HEMBB1001436//Human mRNA for KIAA0347 gene, complete cds//1 .2e-44:316:85//Hs.101996:AB002345 
F-HEMBB1 001443 

50 F-HEMBB1 001 449//Homo sapiens sodium bicarbonate cotransporter (HNBC1 ) mRNA, complete cds//0. 033:478: 

58//Hs.5462:AF007216 

F-HEMBB1001454//ESTS//1 .4e-46:279:93//HS.1 04866 :AA426038 
F-HEMBB1001458//EST//I.7e-09:106:83//HS.141422:N20920 

F-HEMBB1001463//Homo sapiens mRNA for semaphorin E. complete cds//0.18:387:59//Hs.62705:AB000220 
55 F-HEMBB1001464//Homo sapiens Coch-5B2 mRNA, complete cds//0.26:189:67//Hs.21016:AF006740 

F-HEMBB1001482//Homo sapiens mRNA for KIAA0760 protein, partial cds//1 .2e-27:292:74//Hs.137168: 
AB018303 

F-HEMBB1001500//ESTs//8.1e-28:312:74//Hs.18498:N52088 
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F-HEMBB1001521//Homo sapiens mRNA for alpha(1 ,2)fucosyltransferase, complete cds//8.8e-54:359:74//Hs. 
46328 :D87942 

F-HEMBB1001527//Protein tyrosine phosphatase, receptor type, f polypeptide//! .0:1 98:63//Hs.75216:Y0081 5 
F-HEMBBl001531//ESTs//4.3e-33:403:75//Hs.44862:N38735 
5 F-HEMBB1 001 535//ESTs//0.0029:47:93//Hs.1 24864 :AA663093 

F-HEMBB1001536//ESTS//0.0047:120:68//HS.144858:R67746 

F-HEMBB1001537//ESTS, Weakly similarto eukaryotic initiation factor elF-2 alpha kinase [D.melanogaster]//3.7e- 
20:297:73//Hs.42457:AA523306 

F-HEMBB1001555//Human ring zinc-finger protein (ZNF127-Xp) gene and 5' flanking sequence//1 .1e-35:1 88:77// 
JO Hs. 102877:1141 31 5 

F-HEM BB1 00 1 562//ESTs//0.95: 1 61 :61 //Hs. 1 45075: AI208240 

F-HEMBB1001564//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//3.4e-49:526:73//Hs. 
1 58095 :AB007953 

F-HEMBB1001565//Homo sapiens PYRIN (MEFV) mRNA, complete cds//1.9e-44:324:84//Hs.11 3283: AF01 8080 
15 F-HEMBB1001585 

F-HEMBB1001586//EST//0.84:132:64//Hs.145264:AI218708 

F-HEMBB1001588//Human clone 23695 mRNA sequence//6.6e-20:327:67//Hs.90798:U79289 
F-HEMBB1001603//ESTS//1 .3e-12:84:96//Hs.13380:R60414 
F-HEMBBl001618//ESTs//4.4e-11:349:63//Hs.132046:AA693680 
20 F-HEMBBl001619//ESTs//2.1e-06:246:63//Hs.63428:AA058314 
F-HEMBBl001630//EST//1.4e-07:334:62//Hs.145698:AI266713 
F-HEMBB1001635//ESTs//0.92:282:60//Hs.126980:AA934077 

F-HEMBB1001637//ELK1, member of ETS oncogene family//1.le-27:395:64//Hs.116549:AL009172 
F-HEMBB1001641//EST//0.11:53:81//Hs.112445:AA594279 
25 F-HEMBB1001653//EST//0.91:124:64//Hs.144213:T40480 

F-HEMBB1001665//Human mRNA for apolipoprotein E receptor 2, complete cds//7.0e-13:473:63//Hs.54481: 
D86407 

F-HEMBBl001668//ESTs//0.94:83:69//Hs.146202:AI252519 

F-HEMBB1001673//Homo sapiens mRNA for KIAA0646 protein, complete cds//2.3e-172:803:98//Hs.24439: 
30 AB014546 

F-HEMBB1001684//ESTS, Highly similar to Tbc1 [M.musculus]//5.4e-20:110:100//Hs.106104:AA599496 
F-HEMBB1 001 685//EST//2.2e-05: 1 1 2:73//Hs. 1 30984: AI01 5430 

F-HEMBB1 001 695//Human novel homeobox mRNA for a DNA binding protein//1 .6e-08:425:62//Hs.37035:U07664 
F-HEMBBl001704//EST//5.8e-20:295:69//Hs.140231:AI054398 
35 F-HEMBB1001706 

F-HEMBB1001707//EST//0.091 :241 :60//Hs.136830:AA769219 
F-HEMBB1001717//ESTs//2.9e-06:325:60//Hs.150063:AI298064 

F-HEMBB1001735//Small inducible cytokine A5 (RANTES)//3.2e-46:326:83//Hs.155464:AF088219 
F-HEMBB1001736//ESTS, Weakly similarto E04D5.1 [C.elegansJ//5.4e-99:485:97//Hs.1 20581 :W25578 
40 F-HEMBBl001747//ESTs//8.3e-87:421:98//Hs.137051:AA884244 

F-HEMBB1 001 749//Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds//3.5e-75:31 5:83//Hs. 
129735:AF010144 

F-HEMBB1001753//ESTS//0.00013:35:100//HS.139643:H06263 
F-HEMBB1001756//ESTs//2.3e-89:433:98//Hs.128868:AA931077 
45 F-HEMBBl001760//ESTs//6.5e-06:503:58//Hs.21766:AI357639 

F-HEMBB1001762//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0507//2.9e-13:498:60//Hs. 
1 58241 :AB007976 

F-HEMBB1 001 785//EST//0. 1 6:262 :60//Hs.1 62526: A A5841 02 • 
F-HEMBB1001797//ESTs//0.37:201:63//Hs.91559:AA806370 
50 F-HEMBB1001802//ESTs//1.6e-06:447:58//Hs.134672:AI087951 

F-HEMBB1001B12//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//1.3e-54:311:81//Hs. 
92381 :AB007956 

F-HEMBB1001816//ESTs//2.2e-39:302:84//Hs.35985:AA783017 

F-HEMBB1001831//Homo sapiens PAM COOH-termina! interactor protein 1 (PCIP1) mRNA, complete cds//7.6e- 
55 1 64:763:98//Hs.1 59396:AF056209 

F-HEMBBl001834//TRICHOHYALIN//7.1e-05:548:60//Hs.82276:L09190 

F-HEMBB1001836//Human mRNA for KIAA0033 gene, partial cds//4.0e-34:272:86//Hs.22271:D26067 
F-HEMBB1 001 839//Pyruvate carboxylase//0.050:686:59//Hs.89890:S72370 
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F-HEMBB1001850//EST//0.0035:204:61//Hs.7311:T23858 

F-HEMBB1001863//Small inducible cytokine A5 (RANTES)//3.0e-48:357:82//Hs.155464:AFOB8219 
F-HEMBB1001867//ESTs//2.2e-40:265:88//Hs.146323:AI251752 
F-HEMBB1001868//ESTs//5.2e-06:131:73//Hs.123362:AA811371 
5 F-HEMBBl001869//ESTs//1.0e-86:429:96//Hs.141208:AA825503 
F-HEMBB1001872 

F-HEMBB1 001 874//H. sapiens mRNA forCHDS protein//0.0033:388:60//Hs.19923:Y 12478 
F-HEMBB1001875//H.sapiens mRNA for RNA helicase (Myc-regulated dead box protein)//0.32:346:60//Hs. 
100555:X98743 

10 F-HEMBB1 001 880//EST//4.0e-28: 1 71 :92//Hs.1 51 1 94:A1 1 25868 

F-HEMBB1 00 1 899//ESTS//0.1 7:242:62//Hs. 1 36969: AA83091 8 
F-HEMBB1001905 

F-HEMBB1001906//ESTs//5.6e-49:290:92//Hs.127298:H09155 

F-HEMBB1001908//Human monocytic leukaemia zinc finger protein (MOZ) mRNA, complete cds//1 .2e-83:672: 
15 81//Hs.82210:U47742 

F-HEMBB1 001 91 0//EST, Weakly similar to albumin [H.sapiens]//0.047:206:62//Hs.159777:Z19955 
F-HEMBB1 001911 

F-HEMBB1001915//ESTS//0.92:136:71//HS.144465:R68882 
F-HEMBB1001921//EST//2.0e-19:398:67//Hs.44789:N36113 
20 F-HEMBBl001922//ESTs//4.3e-05:370:59//Hs.123669:AA805245 
F-HEMBB1 00 1 925//ESTs//5.7e-27:329:71//Hs. 1 41 071 :H1 6398 
F-HEMBB1001930//EST//0.043:157:63//HS.161927:AA483904 

F-HEMBB1001944//Human mRNA for KIAA0118 gene, partial cds//5.7e-55:444:80//Hs.154326:D42087 
F-HEMBBl001945//ESTs//1.1e-19:142:88//Hs.7341:N57875 
25 F-HEMBB1001947//Human mRNA for KIAA0392 gene, partial cds//1.8e-21 :333:66//Hs.401 00: AB002390 

F-HEMBB1001950//Homo sapiens Notch3 (NOTCH3) mRNA, complete cds//0.020:384:60//Hs.8546:U97669 
F-HEMBBl001952//EST//7.0e-13:302:63//Hs.120089:AA708101 

F-HEMBB1 001 953//ATL-derived PMA-responsive (APR) peptide//0.97:252:60//Hs.96:D90070 
F-HEMBBl001957//ESTs//6.1e-32:446:67//Hs.51305:T47418 
30 F-HEMBB1001962//Cytochrome P450, subfamily I (aromatic compound-inducible). polypeptide 2//2.3e-31:390: 

70//Hs.1361:M55053 

F-HEMBB1001967//H.sapiens mRNA for urea transporter/^ 7e-52:322:88//Hs.66710:X96969 
F-HEMBB1001973//Myelin oligodendrocyte glycoprotein {alternative products}//2.1e-48:426:78//Hs.53217: 
Z48051 

35 F-HEMBB1 001983 

F-HEMBB1001988//ESTs//6.5e-05:237:63//Hs.49760:AA741051 

F-HEMBB1001990//ESTS//0.25:171:64//HS.7961:AA401205 

F-HEMBB1001996//ESTS//I.8e-19:436:65//HS.125539:AI339103 

F-HEMBB1 001 997//EST//5.3e-33:294:76//Hs.1 61 041 :H82636 
<0 F-HEMBBl002002//ESTs//1.9e-06:224:67//Hs.110915:AAl32964 

F-HEMBB1 002005//ESTs//5.8e-1 7: 1 70:78//Hs. 1 41 825:AA01 7093 

F-HEMBB1002009//ESTS//0.066:441:58//HS.125313:AI201685 

F-HEMBB1 00201 5//EST//2.3e-1 8:31 0:68//Hs.1 45899:AI274951 

F-HEMBB1 002042//CYTOCHROME P450 IVBl//2.9e-11:446:62//Hs.687:X 16699 
« F-HEMBB1002043//ESTS, Weakly similar to T06E6.d [CelegansJ//1 .0:217:60//Hs.3487:AA425553 

F-HEMBB1 002044 

F-HEMBB1 002045 

F-HEMBB1 002049//Homo sapiens mRNA for KIAA0713 protein, partial cds//0.082:201 :61//Hs.88756:AB018256 
F-HEMBB1002050//Breakpoint cluster region protein BCR//0.84:267:59//Hs.2557:Y00661 
so F-HEMBB1002068//Homo sapiens mRNA for KIAA0612 protein, partial cds//8.le-07:402:61//Hs.1 12499: 

AB014512 
F-HEMBB1 002069 

F-HEMBBl002092//EST//5.1e-15:180:75/^S.127928:AA969239 
F-HEMBBl002094//EST//2.0e-52:264:98//Hs.71763:AA146625 
55 F-HEMBB1 0021 15//EST//0.0083:244:64//Hs.1 25353: AA877080 

F-HEMBB1002134//ESTS//1 .7e-69:398:91//Hs.1 57492: AI361 027 
F-HEMBB1002139//ESTS//0.64:145:71//HS.157821:AI362013 
F-HEMBB1002142//ESTS//0.013:311:59//HS.150037:AI292214 
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F-H EM BB1 0021 52//ESTs//8.4e-1 2:121 :82//Hs. 1 1 9540:T95254 
F-HEMBB1002189//EST//0.26:81 :70//Hs.147726:AI220208 

F-HEMBB1002190//Alcohol dehydrogenase 2 (class I), beta polypeptide/^. 1 6 :608:58//Hs.4:X03350 
F-HEMBB1002193//Human sky mRNA for Sky, complete cds//6.6e-35:1 79:1 00//Hs.301:U 18934 
5 F-HEMBB1 00221 7//Homo sapiens mRNA for zinc finger protein 10//3.7e-25:405:67//Hs.104115:X52332 

F-HEMBB1 00221 8//EST//0.01 5:241 :61//Hs.105298:AA489813 

F-HEMBB1002232//Small inducible cytokine A5 (RANTES)//9.0e-31:365:71//Hs.1 55464: AF0882 19 
F-HEMBB1 002247 

F-HEMBB1 002249//Homo sapiens haemopoietic progenitor homeobox HPX42B (HPX42B) mRNA, complete cds// 
JO 6.8e-47:418:77//Hs.1 25231 :AF068006 

F-HEMBB1002254//Homo sapiens mRNA for KIAA0594 protein, partial cds//5.0e-47:437:77//Hs. 154872: 
AB011166 

F-HEMBB1002255//ESTs//0.017:255:61//Hs.126786:U74314 

F-HEMBB1002266//Homo sapiens retinoblastoma-associated protein HEC mRNA, complete cds//0. 17:51 1:57// 
15 Hs.58169:AF017790 

F-HEMBB1 002280//EST//4.0e-35:1 82:98//Hs.1 27701 :AA864998 
F-HEMBB1 002300 

F-HEMBB1002306//Human G protein-coupled receptor (STRL22) mRNA, complete cds//6.3e-14:228:72//Hs. 
46468:U45984 . 

20 F-HEMBBl002327//EST//4.3e-21:242:75//Hs.72377:AAl61083 

F-HEMBB1 002329//ESTs, Weakly similar to C17G1 0.1 [C.elegans]//1 .7e-77:399:95//Hs.1 05837: AA536054 
F-HEMBB1002340//INSULIN-DEGRADING ENZYME//1 .0:31 9:60//H$.1508:M21 188 

F-HEMBB1002342//Homo sapiens mRNA for putative thioredoxin-like protein//1.4e-1 55 :724:98//Hs. 42644: 
A J0 10841 

25 F-HEMBB1002358//Deoxythymidylate kinase//1.1e-37:192:98//Hs.79006:L16991 

F-HEMBB1002359//Human Rev interacting protein Rip-1 mRNA, complete cds//1.7e-06:66:96//Hs. 154762: 
U00943 

F-HEMBBl002364//EST//4.7e-16:201:73//Hs.149925:AI288838 
F-HEMBB1002371//EST//2.4e-07:319:61//Hs.136459:AA577796 
30 F-HEMBB1 002381 

F-HEMBB1002383//vasoactive intestinal peptide receptor 2//0. 98:1 90: 63//HS. 21 26 :L36566 

F-HEMBBl002387//EST//2.1e-07:253:61//Hs.145993:AI277784 

F-HEMBB1 002409//ESTS//1 .4e-1 1 :94:91//Hs.125958:AI206456 

F-HEMBB1 00241 5//Homo sapiens mRNA, chromosome 1 specific transcript K1AA0501//2.0e-32:371:73//Hs. 
35 1 59697: AB007970 

F-HEMBB1002425//FC fragment of IgA, receptor for//2.7e-32:156:82//Hs.54486:X54150 
F-HEMBB1 002442 

F-HEMBB1002453//Human mRNA for KIAA0118 gene, partial cds//5.6e-53:461:77//Hs.1 54326 :D42087 
F-HEMBB1 002457//ESTs//3.4e-25: 1 84:70//Hs. 1 40225: AA7041 01 
40 F-HEMBBl002458//ESTs//7.0e-10:343:62//Hs.163816:N76274 

F-HEMBB1002477//Human Grb2-associated binder-1 mRNA, complete cds//6. Oe -89:493 :92//Hs.1 59605 :U43885 
F-HEMBB1002489//Homo sapiens 195 kDa cornified envelope precursor mRNA, complete Cds//0.01 9:228:63// 
Hs.74304:AF001691 

F-HEMBB1002492//EST//0.24:149:62//Hs.146790:AI149051 
45 F-HEMBB1002495//FC fragment of IgE, high affinity I, receptor for; beta polypeptide//1.3e-22:331:71//Hs.30: 

M89796 

F-HEMBB1002502//ESTS//1 .3e-41 :380:78//Hs.61199:AA024494 
F-HEMBB1002509//ESTS//0.017:220:63//HS.155263:AI273725 
F-HEMBB1 00251 0//ESTs//6.4e-1 02:476:99//Hs. 1 52289 :AI247354 
so F-HEMBB1002520//Human Line-1 repeat mRNA with 2 open reading frames//2.4e-50:580:72//Hs.23094:M1 9503 

F-HEMBB1002522//EST//0.010:172:62//Hs.147224:AI205719 
F-H EM BB 1002531 

F-HEMBB1002534//Small inducible cytokine A5 (RANTES)//3.7e-59:258:88//Hs.1 55464: AF0882 19 
F-HEMBBl002545//ESTs//3.9e-24:181:86//Hs.13753:AI088102 
55 F-HEMBBl002550//Syntaxin5A//0.27:354:59//Hs.154546:U26648 
F-HEMBBl002556//ESTs//1.7e-33:286:79//Hs.146173:AA906191 
F-HEMBB1002579//EST//1.0:77:68//HS.147935:AI250286 
F-HEMBB1 002582//ESTs//0.00032:1 78:68//Hs. 1 39 1 63:AA226095 
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F-HEMBB1002590//ESTs//0.64:132:63//Hs.155688:AI003657 
F-HEMBBl002596//ESTs//3.4e-19:462:64//H$.124399:AA832336 

F-HEMBB1002600//Homo sapiens tetraspan NET-5 mRNA, complete cds//3.0e-1 52:71 0:98//Hs.1 29826: 
AF089749 

F-HEMBBl002601//EST//9.6e-13:368:62//Hs.137080:AA894817 
F-HEMBB1 002603//EST//0. 10:1 44:63//Hs .1 58 1 80:AI367945 
F-HEMBB1002607//ESTs//0.024:345:62//Hs.143304:AI084058 
F-HEMBB1 00261 0//EST//2.1 e-1 4:291 :64//Hs.1 40573 :AA826323 
F-HEMBB1 00261 3//ESTS//1 .9e-1 7: 1 92:75//Hs. 1 41 1 61 :AA21 071 1 
F-HEMBB1002614//ESTs//0.0048:136:71//Hs.106280:R13901 
F-HEMBB1 00261 7//EST//0.034:320:59//Hs.41 223:H891 27 
F-HEMBB1002623//ESTs//0.88:222:60//Hs.129920:AA167217 

F-HEMBB1002635//Human MAP kinase mRNA, complete cds//3.le-23:127:100//Hs.151051:U07620 
F-HEMBB1002664//EST//0.00013:203:61//Hs.117141:AA678811 
F-HEMBBl002677//ESTs//2.4e-22:439:66//Hs.132046:AA693680 
F-HEMBBl002683//ESTs//0.23:224:61//Hs.1 28883: AI026679 
F-HEMBBl002684//ESTs//7.2e-09:62:87//Hs.140457:H05124 
F-HEMBB1002686//EST//0.25:189:62//Hs. 132431 :AA909674 
F-HEMBB1002692//ESTs//0.00020:162:66//Hs.118180:N68504 
F-HEMBBl002697//EST//7.2e-1 7:21 9:74//Hs.100459:T61 992 

F-HEMBB1002699//Homo sapiens transmembrane activator and CAML interactor (TACI) mRNA, complete cds// 

0.059:297:62//Hs.1 58341 :AF023614 

F-HEMBB1002702//ESTs//0.26:284:61//Hs.41250:H89588 

F-HEMBB1002705//ESTS, Weakly similar to HYPOTHETICAL 38.5 KD PROTEIN IN SUI2-TDH2 INTERGENIC 

REGION [Saccharomyces cerevisiae)//0.0048:84:83//Hs.20814:AI242922 

F-HEMBB1002712//ESTs//0.0025:317:5B//Hs.7344:AA972729 

F-MAMMA1000009//Human c-yes-1mRNA//1.0e-48:447:77//Hs.75680:M 15990 

F-MAMMA1000019 

F-MAMMA1000020//EST//2.6e-84:431:95//Hs.143333:H51750 
F-M AMMA1 000025//EST//1 .0:1 69:59//Hs. 1 301 65: AA906945 

F-MAMMA1000043//Human NSCL-1 mRNA sequence//0.94:262:60//Hs.30956:M96739 
F-MAMMA1000045//ESTs//1.7e-4B:499:75//Hs.158469:AA897461 

F-MAMMA1000055//ESTS, Highly similar to TESTIN 2 PRECURSOR [Mus muscu!us)//2.7e-18:330:63//Hs.59906: 
AA001281 

F-MAMMA1 000057//Homo sapiens DN A fragmentation factor 40 kDa subunit (DFF40) mRNA, complete cds//1 .2e- 
50:367:75//Hs.133089:AF064019 

F-MAMMAl000069//ESTs//0.58:286:60//Hs.134417:AI336840 

F-MAMMA1000084//Hurnan mRNA for KIAA0033 gene, partial cds//1 .1e-48:641 :70//Hs.22271 :D26067 
F-MAMMA1000085//Homo sapiens mRNA for KIAA0602 protein, partial Cds//0.00013:199:69//Hs.37656: 
AB011174 

F-M AMMA1 000092//Homo sapiens telomeric repeat binding factor (TRF1 ) mRNA, complete cds//1 .2e-52:346:77// 
Hs.90357:U40705 

F-MAMMA1000103//Homo sapiens mRNA for extracellular matrix protein, complete cds//1 .0:1 51 :64//Hs. 35094: 

AB011792 

F-MAMMA1000117 

F-MAMMA1000129//RYANODINE RECEPTOR, SKELETAL MUSCLE//0.0015:492:60//Hs.89631 :U48508 
F-MAMMA1 0001 33//ESTs//1 .0: 1 25:67//Hs.1 1 8309:AA653402 
F-MAMMA1000134//EST//1 .2e-08:75:92//Hs.1 60674:AI24831 9 
F-MAMMA1000139//EST//5.5e-10:139:76//Hs.159121:AI383843 

F-MAMMA1000143//Homo sapiens mRNA for KIAA0685 protein, complete cds//2.2e-26:1 48 :97//Hs.1 53121: 
ABO 14585 

F-MAMMA1000155//Homo sapiens homeobox transcription factor barx2 (BARX2) mRNA, complete cds//3.3e-31 : 
21 9:87//Hs. 1 29724:AF031 924 

F-MAMMA10001 63//ESTS//1 .2e-59:317:94//Hs.49559:AA401050 
F-MAMMA1000171//ESTs//1.7e-09:161:69//Hs.119070:AA629695 

F-MAMMA1000173//Human drebrin E2 mRNA (DBN1), complete cds//9.2e-40:686:65//Hs.89434:D17530 
F-MAMMA1000175//ESTs//0.65:141:68//Hs.133152:H91657 

F-MAMMA1000183//Human mRNA for KIAA0065 gene, partial cds//1.0e-92:904:72//Hs.70617:D31763 
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F-MAMMA1000198//ESTs//0.0092:235:62//Hs.98783:AI091739 

F-MAMMA1 000221//EST//3.3e-16:95:98//Hs.1 28271 :AA973035 

F-MAMMA1000227//ESTs//0.010:268:60//Hs.16412:AA506926 

F-MAMMA1000241//ESTs//0.13:140:67//Hs.12328:AI377913 
5 F-MAMMA1 000251 //EST//3.7e-07:1 1 8:73//Hs. 1 531 1 5:AA856873 

F-MAMMA1 000254//ESTs//0.00023:245:59//Hs.1 5051 3:AI247587 

F-MAMMAl000257//EST//4.2e-10:155:74//Hs.150409:A1003543 

F-MAMMA1 000264//ESTs//2.0e-1 8:21 7:75//Hs.1 52748:N5301 5 

F-MAMMA1 000266//EST//0. 1 4:270:60//H$. 1 32593:AI031 874 
io F-MAMMA1000270//Human mRNA for KIAA0118 gene, partial cds//2.5e-54:354:87//Hs.154326:D42087 

F-MAMMA1000277//Hydroxysteroid (11-beta) dehydrogenase 2//1 .Oe-07:306:65//Hs.1376:U26726 

F-MAMMAl000278//ESTs//4.0e-09:l97:67//Hs.157034:AI347361 

F-MAMMA1000279//Complement component 5 receptor 1 (C5a ligand)//8.4e-34:341 :68//Hs.2161 :M62505 
F-MAMMA1 000284 

is F-MAMMA1000287//Human mRNA for KIAA0118 gene, partial cds//5.4e-50:245:84//H$.154326:D42087 

F-MAMMA1000302//EST//5.3e-40:213:98//Hs.122363:AA788641 

F-MAMMA1000307//Polycystic kidney disease 1 (autosomal dominant)//0.55:510:57//Hs.75813:L33243 
F-MAMMA1000309//Apolipoprotein E//9.7e-06:691 :58//Hs. 76260 :M 12529 
F-MAMMA1 00031 2//EST//0.042: 1 63:63//Hs. 1 58928: AI37951 9 
20 F-MAMMA1000313 
F-MAMMA1 000331 
F-MAMMA1 000339 

F-MAMMA1000340//ESTs, Highly similar to HYPOTHETICAL 29.4 KD PROTEIN IN STE6-LOS1 INTERGENIC 
REGION [Saccharomyces cerevisiae]//2.9e-11 :87:93//Hs. 13096: AA1 80963 
25 F-MAMMA1000348//Homo sapiens KIAA0432 mRNA, complete cdS//3.6e-23:270:72/7Hs.155174:AB007892 

F-MAMMA1000356//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//3.7e-24:233:72//Hs. 
1 58095: AB007953 

F-MAMMA1000360//Human Line-1 repeat mRNA with 2 open reading frames//9.0e-75:498:85//Hs.23094:M1 9503 
F-MAMMA1000361//Human mRNA for KIAA0118 gene, partial cds//9.1 e-50:304:85//Hs. 154326:042087 
30 F-MAMMA1 000372//EST//1 .2e-53:376:86//Hs. 1 44295: AA1 36569 

F-MAMMA1000385//ESTs//1.4e-22:220:76//Hs.142552:AA235344 

F-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquitous Kruppel like factor, complete Cds//L2e-1 49:710: 
98//Hs.32170:AB015132 

F-MAMMA1000395//Acyl-Coenzyme A dehydrogenase, very long chain//0.74:330:60//Hs. 82208: L46590 
35 F-MAMMA1000402//Human Line-1 repeat mRNA with 2 open reading frames//2.4e-5B: 834 :68//Hs. 23094 :M 19503 

F-MAMMA1 00041 0//Human NADH:ubiquinone oxidoreductase subunit B1 3 (B1 3) mRNA, complete cds//1 .2e-08: 
1 1 7:84//Hs.8391 6:1153468 

F-MAMMA1 00041 3//ESTs//3.3e-31 :209:88//Hs.1 461 54:AI200725 
F-MAMMA1 00041 4//ESTs//0.82:1 32:62//Hs.1 24857 :AA687092 
40 F-MAMMA1 00041 6//ESTS, Weakly similar to HYPOTHETICAL 32.0 KD PROTEIN C09F5.2 IN CHROMOSOME 

III [C.elegans]//9.8e-33:267:81//Hs.32370:AA521111 
F-MAMMA1000421//ESTs//7.3e-33:320:75//Hs.121659:H02532 

F-MAMMAl000422//Homo sapiens protocadherin (PCDH8) mRNA, complete cds//0.98:553:56//Hs. 19492: 
AF061573 

45 F-MAMMA1000423//EST//0.0075:179:63//Hs.162974:AA678459 
F-MAMMA1000424//ESTs//l.3e-17:313:67//Hs.139858:AI377641 

F-MAMMA1000429//Homo sapiens sorting nexin 3 (SNX3) mRNA, complete cds//5.le-48:491:72//Hs.12102: 
AF034546 

F-MAMMA1000431//ISLET AMYLOID POLYPEPTIDE PRECURSOR//5.1e-39:320:81//Hs.51048:X68830 
50 F-MAMMA1000444//Homo sapiens mRNA for KIAA0594 protein, partial cds//9.1e-39:342:78//Hs.1 54872: 

AB011166 
F-MAMMA1 000446 

F-MAMMA1000458//ESTS, Weakly similar to similar to CCAAT/enhancer-binding protein [C.elegansJ//5.1e-08:58: 
93//Hs.9043:W21827 

55 F-MAMMA1 000468//Homo sapiens mRNA for 6-phosphofructo-2-kinase/f ructose-2,6-bisphosphatase, complete 

cds//0.58:311:63//Hs.66721:D49818 

F-MAMMA1000472//ISLET AMYLOID POLYPEPTIDE PRECURSOR//2.1e-44:346:80//Hs.51048:X6B830 
F-MAMMA1000478//Homo sapiens PYRIN (MEFV) mRNA, complete cds//0.001 7:1 57:73//Hs.11 3283: AF01 8080 
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F-MAMMA1000483//ISLET AMYLOID POLYPEPTIDE P R EC URSOR//4.5e-39:400:75//Hs. 5 1048:X68830 

F-MAMMA1000490//ESTs//3.6e-52:331:88//Hs.163686:AA291948 

F-MAMMAl000500//EST//9.7e-73:346:99//Hs.98812:AA434482 

F-MAMMA1000501//Small inducible cytokine A5 (RANTES)//2,3e-50:325:66//Hs.155464:AF088219 
5 F-MAMMA1 00051 6//OxytOCin receptor//1 .6e-29:660:64//Hs.2820:X64878 

F-MAMMA1000522//ESTs//2.9e-23:328:70//H$.125142:AA421352 
F-MAMMA1000524//ESTs//1.1e-08:211:65//Hs.33467:R85497 
F-MAMMA1000559//EST//4.7e-17:207:71//Hs.162733:AA614352 
F-MAMMA1 000565 

10 F-MAMMA1000567//Homo sapiens haemopoietic progenitor homeobox HPX42B (HPX42B) mRNA, complete 

cds//5.8e-51:404:80//Hs.125231:AF068006 
F-MAMMA1000576//ESTs//3.8e-32:236:74//Hs.140039:AA047045 
F-MAMMA1000583//ESTs//0.00099:123:70//Hs.135173:AI276780 

F-MAMM Ai000585//Homo sapiens class-l MHC-restricted T cell associated molecule (CRTAM) mRNA, complete 
15 cds//8.8e-45:390:78//Hs.159523:AF001622 

F-MAMMA1000594//ESTs//8.3e-42:322:81//Hs.1 61 660:AA1 67744 

F-MAMMA1000597//Homo sapiens KIAA0426 mRNA, complete cds//2.6e-37:592:68//Hs.97476:AB007886 
F-MAMMA1000605//Homo sapiens 4F5S mRNA, complete cds//5.1e-26:228:73//Hs.32567:AF073519 
F-MAMMA1 00061 2//Homo sapiens Gx protein (GX) mRNA, complete cds//0.00091 :300:60//Hs.29207:AF071494 
20 F-MAMM A1 00061 6//ESTS//0.41 ;373:59//Hs. 1 30699: AA621 478 

F-MAMMA1000621//EST//0.027:146:62//Hs.148305:AA909605 
F-MAMM A 1000623 . 

F-MAMMA1000625//Homo sapiens ES/130 mRNA, complete cds//0.89:428:56//Hs.98614:AF006751 
F-MAMMA1000643//Homo sapiens nephrocystin (NPHP1) mRNA, partial cds//0. 092 :365:59//Hs. 75474: 
25 AF023674 

F-MAMMA1000664//ESTs//7.6e-07:259:64//Hs.140622:AA844353 

F-MAMMA1000669//Human kpni repeat mrna (cdna clone pcd-kpni-4),3' end//9.0e-30:531:64//Hs.139107: 
K00629 

F-MAMMA1000670//EST$//6.6e-83:389:100//Hs.148595:AI244490 
30 F-MAMMA1000672//Homo sapiens CAGH32 mRNA. partial cds//0.1 7:1 09:73//Hs.431 6:1180743 

F-MAMMA1000684//Homo sapiens forkhead protein FREAC-2 mRNA, complete cds//3.3e-07:249:62//Hs. 44481 : 
U 13220 

F-MAMMA1000696//lnterteukin 10//5.6e-47:355:82//Hs.2180:M57627 
F-MAMMA1000707//ESTs//1.4e-09:225:65//Hs.138722:N51081 . 
35 F-MAMMA1 00071 3//Acetylcholinesterase {I4-E5 doman} [human, tumor cell lines. Genomic, 847 nt]//0. 16:84:72// 

Hs.157124:S71129 

F-MAMMA1 00071 4//Human clone 23947 mRNA, partial cds//0.97:263:6//Hs.27414:U79275 
F-MAMMA1 00071 8//ESTs, Weakly similar to putative p150 [H.sapiens]//5.0e-07:210:66//Hs.71148:AA854648 
F-MAMMA1000720//ESTS//1 .4e-50:301 :83//Hs.1 38852 :AA284247 
40 F-MAMMA1000723//ESTs. Weakly similar to ORF2-like protein [H.sapiens]//8.1e-22:288:72//Hs.1 14685: 

AA700024 

F-MAMMA1000731//Homo sapiens CHD1 mRNA, complete Cds//1 .5e-23:292:66//Hs.22670:AF006513 
F-MAMMA1000732//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//4.8e-40:288:78//Hs. 
158095:AB007953 

« F-MAMMA1000733//RAS GTPASE-ACTIVATING-LIKE PROTEIN IQGAPl//0.25:467:58//Hs.1742:L33075 

F-MAMMA1000734//Homo sapiens SEC63 (SEC63) mRNA, complete cds//2.3e-169:802:98//Hs.31575: 
AF1 00141 

F-MAMM A 1 000738//EST//1 .0: 1 49:63//Hs. 1 36928: AA81 2580 

F-MAMMA1000744//Homo sapiens mRNA for KIAA0575 protein, complete cds//3.3e-51:323:88//Hs.1 53468: 
50 AB011147 

F-MAMMA1000746//ESTs//2.3e-42:409:76//Hs.61199:AA024494 

F-MAMMA1000752//EST, Weakly similar to putative p150 [H.sapiens]//1 .1 e-14:285:68//Hs.1 6201 1 :AA51 3663 
F-MAMMA1000760//Myelin oligodendrocyte glycoprotein {alternative products}//6.2e-47:34l:82//Hs.532l7: 
Z48051 

55 F-MAMMA1000761//ESTs, Moderately similar to !!!! ALU SUBFAMILY SX WARNING ENTRY !!!! [H.sapiens]// 

9.8e-19:131:76//Hs.118972:AA761369 

F-MAMMA1 000775//EST//6.9e-32:424:69//Hs.44554:N34288 ' 
F-MAMMA1000776//ESTs//5.5e-43:154:84//Hs.14l581:AA315361 
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F-MAMMA1000778//EST//4.4e-28:226:80//Hs.128952:AA984114 
F-MAMMA1 000782//ESTs//0.35:270:60//Hs.291 53:AA551 1 37 

F-MAMMA1000798//Homo sapiens clone 24407 mRNA sequence/71 .6e-23:531 :65//Hs.12432:AF070575 
F-MAMMA1000802//ESTs//3.1e-67:340:97//Hs.126081:AA459849 
5 F-MAMMA1000824//ESTs//0.98:44:90//Hs.42802:N20130 

F-MAMMA1000831//ESTs//0.0081:194:60//Hs.150400:AI298089 

F-MAMMA1000839//Small inducible cytokine A5 (RANTES)//4.7e48:241;74//Hs.155464:AF088219 
F-MAMMA1 000841 

F-MAMMA1000842//Human monocytic leukaemia zinc finger protein (MOZ) mRNA, complete cds//0. 18:483:59// 
10 Hs.82210:U47742 

F-MAMMA1000843//EST//0.34:113:68//HS.58415:W74696 
F-MAMMA1 000845//EST//2.9e«06:56:80//Hs.1 23243:AA804877 
F-MAMMA1000851//EST//0.78:103:65//Hs.135656:AA907022 
F-MAMMA1 000855 

15 F-MAMMA1000856//Homo sapiens preprocathepsin P mRNA, partial Cds//0.14:320:59//Hs.71388:AF032906 

F-MAMMA1 000859//SOX-3 PROTEIN//0.01 4:474 :57//Hs. 1 57429:X71 1 35 
F-MAMMA1000862//EST//1.0:92:66//HS.157599:AI357342 

F-MAMMA1000863//ELK1 , member of ETS oncogene family//1 .2e-30:214:75//Hs.116549:AL009172 
F-MAMMA1 000865//ESTs//0.99:1 27:66//Hs.1 25230 :AA8738 12 
20 F-MAMMA1000867//EST//0.027:236:60//Hs.147156:AI19l777 

F-MAMMA1000875//Human mRNA for KIAA0269 gene, complete cds//0. 96:245 :59//Hs. 75850 :D87459 
F-MAMMA1000876//ESTs//1.5e-39:192:90//Hs.132020:AA704147 

F-MAMMA1000877//ESTS. Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1 .4e-91: 
484:94//Hs.138938:AA012894 
25 F-MAMMA1000880//EST//0.014:142:66//Hs.137044:AA878812 
F-MAMMA1 000883//EST//1 .0:1 66;62//Hs.1 26352: AA894465 

F-MAMMA1000897//H .sapiens mRNA for inter-alpha-trypsin inhibitor heavy chain H3//2.6e-06:211 :63//Hs.76716: 
X67055 

F-MAMMA1000905//Cartilage matrix protein//0. 97: 190:64//Hs.1 50366: M55683 
30 F-MAMMAl000906//ESTs//3.0e-07:145:72//Hs.133556:AA702506 
F-MAMMA1 000908//E STs//1 . 1 e-70 :484 : 84//HS . 1 42497: AA1 8908 1 
F-MAMMA1 00091 4//Angiopoietin 1//0.14:450:59//Hs.2463:D 13628 
F-MAMMA1000921//ESTs//6.8e-96:448:99//Hs.135721:AI125239 

F-MAMMA1000931//CD4 receptor {exons 1 and 2} [human, T-lymphocyte, mRNA, 3429 nt]//1.0e-25:312:66//Hs. 
35 116007:S79267 

F-MAMMA1000940//EST//2.9e-42:209:76//Hs.140567:AA825968 

F-MAMMA1000941//Dihydrolipoamide branched chain transacylase (E2 component of branched chain keto acid 
dehydrogenase complex)//l .8e-38:395:7l//Hs.89479:X66785 
F-MAMMA1000942//ESTs//1.9e-19:252:71//Hs.141575^A211734 
40 F-MAMMA1000943//Human mRNA for KIAA0305 gene, complete cds//0.077:236:63//Hs.83790:AB002303 

F-MAMMA1000956//Homo sapiens hRVPl mRNA for RVP1 , complete cds//8.8e-33:566:64//Hs.25640:AB00071 4 
F-MAMMA1000957//ESTs//1.0:177:59//Hs.149864:N80474 

F-MAMMA1000962//Homo sapiens neuronal thread protein AD7C-NTP mRNA, complete cds//1.1e-56:3 10:85// 

Hs.129735:AF010144 
45 F-MAMMA1000968//ESTs//9.2e-18:128:89//Hs.163980:AA715814 

F-MAMMA1 000975//ESTs//3.8e-08:21 9:66//Hs.1 1 0937:AA1 37096 

F-MAMMA 1 000979//EST//0.00022: 1 55:65//Hs. 1 01 379:Z39802 

F-MAMMA1000987//EST//1.1e-48:373:81//Hs.139034:W27062 

F-MAMMA1000998//EST//2.0e-07:356:62//H$.1 32467: AA922007 
50 F-MAMMA1001 003//ESTs//0.47:1 29:67//Hs. 1 6401 6:AI003724 

F-M AMMA1 001 008//ESTS//1 .9e- 1 7: 1 53:82//Hs.1 41 1 61 :AA21 071 1 

F-MAMMA1001021//Homo sapiens beta-dystrobrevin (BDTN) mRNA, complete cds//4.7e- 17:1 00 :100//Hs. 13451 : 
Y15718 

F-MAMMA1001024//ESTs//0.97:251 :62//Hs.59389:R93968 
55 F-MAMMA1 001 030//Homo sapiens orphan G protein-coupled receptor HG38 mRNA, complete cds//3.6e-32:753: 

61//Hs.98384:AF062006 

F-MAMMA1001035//ESTs//6.9e-28:268:77//Hs.139536:AAl80857 
F-MAMMA100103B 
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F-MAMMA1001041//ALPHA-ACTIN1N 1, CYTOSKELETAL ISOFORM//27e-10:357:65//Hs.119000:M95178 
F-MAMMA1 001 050//EST//1 .8e-29:321 :74//Hs. 1 61 240:AI41 9882 

F-MAMMA1001059//ESTS, Weakly similar to protein synthesis initiation factor 4A-II homo1og//7.9e-87:415:99//Hs. 
135623:AA134719 
5 F-MAMMA1 001 067//EST//0.30: 1 66:60//Hs. 1 48441 : Al 1 98503 

F-MAMMA1001073//ESTS//1 .0e-98:476:98//Hs.98321 :AA455585 
F-MAMMA1 001 074//ESTs//1 .6e-82:396:98//Hs.1 1 8923:AA2521 1 6 

F-MAMMA1001075//Homo sapiens (clone F4) transmembrane protein mRNA sequence//3.7e-29:559:65//Hs. 
135251109749 

10 F-MAMMA1001078//Human Line-1 repeat mRNA with 2 open reading f rames//2.7e-99: 689 :83//Hs. 23094 :M 19503 

F-MAMMA1001080//JG ALPHA-2 CHAIN C REG ION//5,8e-43:31 9:81 //Hs.32225:AF067420 
F-MAMMA1001082//ESTs//6.2e-28:275:77//Hs.152685:AA613896 ■ 

F-MAMMA1001091//Homo sapiens mRNA for KIAA0711 protein, complete cds//0.0081 :586:57//Hs.5333: 
AB018254 

is F-MAMMA1001092//Human kpni repeat mrna (cdna clone pcd-kpni-8), 3' end//5.le-24:328:72//Hs.l 03948: 

K00627 

F-MAMMA1001105//Homo sapiens OVO-like 1 binding protein (OVOL1) mRNA, complete cds//2.1e-24:507:66// 
Hs.97905:AF016045 

F-MAMMA1001110//Human mRNA for KIAA0125 gene, complete cds//0.94:448:57//Hs.38365:D50915 
20 F-MAMMA1001126//Small inducible cytokine A5 (RANTES)//4.6e-18:l23:85//Hs.155464:AF088219 

F-MAMMA1001133 
F-MAMMA1001139 

F-MAMMA1 001 1 43//ESTs//2.6e-1 8:1 21 :82//Hs. 1 351 1 7:AI091 534 
F-MAMMA1 001 1 45//ESTS//1 .5e-36:442:69//Hs. 1 2471 2:H9021 7 
25 F-MAMMA1001154//EST//0.054:208:61//Hs.162088:AA505741 

F-MAMMA1001161//Homo sapiens mRNA for KIAA0575 protein, complete cds//6.6e-38:337:77//Hs. 153468: 
AB011147 

F-MAMMAl001162//EST//4.7e-16:117:90//Hs.130894:AI014299 
F-MAMMA1001181 

30 F-MAMMA1001186//Human macrophage-derived chemokine precursor (MDC) mRNA, complete cds//6.5e-47: 

313:B1//Hs.97203:U83171 

F-MAMMA1001191//ESTs//5.8e-34:197:94//Hs.121575:AA758083 
F-MAMMA1001198 

F-MAMMA1001202//ESTS//1 .5e-37:210:83//Hs.79788:AA527348 
35 F-MAMMA1 001 203//ESTS//1 .2e-29:1 99:76//Hs.1 41 605:H92974 

F-MAMMA1001206//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiensJ//5.5e-25: 
275: 75//HS. 1 05292 : AA504776 

F-MAMMA1001215//ESTs//1.9e-06:300:63//Hs.113566:T03200 

F-MAMMA1001220//Human mRNA for KIAA0118 gene, partial cdS//2. 7e-53: 367: 84//HS.1 54326: D42087 
to F-MAMMA1001222//Homo sapiens mRNA for KIAA0634 protein, partial cds//1 .8e-05:435:59//Hs.30898: 

AB014534 

F-MAMMA1 001 243//ESTs//5.2e-19:1 18:94//Hs.122830:AA765587 
F-MAMMA1001244 

F-MAMMA1 001 249//ESTs//1 .3e-89:420:99//Hs.1 47744:AI220476 
45 F-MAMMA1 001 256//ESTs//2. 1 e-34:282:80//Hs.461 58:AI1 601 21 

F-MAMMA1001259//ESTs//2.9e-07:68:95//Hs.6193:AA045149 

F-MAMMA1001260//Homo sapiens mRNA for KIAA0661 protein, complete cds//2.8e-41 :659:64//Hs.65238: 
AB014561 

F-MAMMA1 001 268//Human Line-1 repeat mRNA with 2 open reading f rames//1 .7e-33:336:74//Hs. 23094: M1 9503 
50 F-MAMMA1001271//Homo sapiens CAGH3 mRNA, complete Cds//3.4e-06:487:59//Hs.21858:U80747 

F-MAMMA1001274//Human mRNA for KIAA0080 gene, partial cds//5.1e-62:396;76//Hs.74554:D38522 
F-MAMMAl001280//ESTs//7.3e-14:273:67//Hs.126503:AA913832 

F-MAMMA1001292//Human mRNA for KIAA0176 gene, partial Cds//5.6e-54:616:71//Hs.4935:D79998 
F-MAMMA1001296//ESTs//4.8e-34:136:85//Hs.70279:AA757426 
55 F-MAMMAl001298//ESTs//0.021:73:80//Hs.114233:N91305 

F-MAMMA1001305//Human DNA sequence from PAC 127B20 on chromosome 22qn.2-qter, contains gene for 
GTPase-activating protein similar to rhoGAP protein, ribosomal protein L6 pseudogene, ESTs and CA repeat// 
1.9e-58:295:97//Hs.102336:Z83838 
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F-MAMMA1 001 322//ESTs//9.4e-1 8:221 :74//Hs,1 391 32:AA21 1 087 

F-MAMMA1001324//Human endogenous retrovirus pHE.1 (ERV9)//6.7e-75:745:73//Hs.93174:X57147 

F-MAMMA1001330//ESTs//2.6e-26:169:91//Hs.4209:AA205806 

F-MAMMA1 001 341//ESTS//0. 1 0:267:62//Hs. 1 55922: AI1 471 97 
5 F-MAMMA1 001 343//ESTs//0.0024:323:62//Hs. 1 1 9238:AA476267 

F-MAMMA1001346//Homo sapiens mRNA for KIAA071 5 protein, partial cds//0.94:89:75//Hs.1 09358: AB0 18258 

F-MAMMA1001383//Putative mismatch repair/binding protein hMSH3//7.3e-49:273:807/Hs.42674:U61981 

F-MAMMA1001388//INSUUN-LIKE GROWTH FACTOR BINDING PROTEIN COMPLEX ACID LABILE CHAIN 

PRECURSOR//4.6e-09:415:58//Hs,839:M86826 
JO F-MAMMA1001397//Prostaglandin 12 (prostacyclin) synthase //1 .3e-26:358:67//Hs.61333:D83402 

F-MAMMA1001408//ESTs//7.2e-06:123:72//Hs.26753:R60763 

F-MAMMA1001411//Autosomal dominant polycystic kidney disease type II//1 .0:1 76: 64//Hs. 82001 :U50928 
F-MAMMA1001419//Homo sapiens KIAA0395 mRNA, partial cds//4.le-45:409:80//Hs.43681 :AL022394 
F-MAMMA1001420//Homo sapiens mRNA for alpha(l ,2)fucosyltransferase, complete Cds//0.00042:125:75//Hs. 
15 46328:D87942 

F-MAMMA1001435//Human HsLIM15 mRNA forHsLiml5, complete cds//8.2e-43:543:71//Hs.37181 :D64108 
F-MAMMA1 001 442//ESTs//7.9e-1 5: 1 03:92//Hs.25780:R51 321 
F-MAMMA1001446//ESTs//3.5e-44:292:73//Hs.111583:AA463590 
F-MAMMA1 001 452//ESTs//0.73:1 52:65//Hs. 1 63766: AI424040 
20 F-MAMMA1001465//ESTs//1.0e-15:201:75//Hs.8836:AA181053 

F-MAMMA1001476//Human mRNA for 5'-terminal region of UMK, complete cds//2.0e-24:273:72//Hs.75939: 
D78335 

F-MAMMA1001487//ESTs, Weakly similar to ORF2-like protein [H.sapiens]//3.2e-25:397:68//Hs.1 16874: 
AA524909 

25 F-MAMMA1 001 501//CALPAIN 1, LARGE//3.1e-53:438:81//Hs.2575:X04366 

F-MAMMA1 001 502//Human p1 20E4F transcription factor mRNA, complete cds//0.99:258:61//Hs. 1 541 96:U87269 
F-MAMMA1 001 51 0//ESTs//8.7e-09:380:61//Hs.1 1 8701 :AA420795 
F-MAMMA1001522//ESTs//7.1e-44:321:80//Hs.120170:AI018506 
F-MAMMA1001547 

30 F-MAMMA1001551//Homo sapiens mRNA for KIAA0462 protein, partial cds//7.5e-1 30:61 4:98//Hs.1 29937: 

AB007931 

F-MAMMA1001575//ESTS, Weakly similar to zinc finger protein C2H2-171 [H.sapiensJ//0.71 : 181 :62//Hs.11 8866: 
AI017072 

F-MAMMA1001576//Tubulin, gamma polypeptide//5.7e-97:529:91//Hs.150785:M61 764 
35 F-MAMMA1 001 590//EST//1 .7e-1 3:94:92//Hs.95900:AAl 60339 

F-MAMMA1001600//EST/1.0e-08:81:87//Hs.149220:AI247132 
F-MAMMA1 001 604//EST//0.0070: 1 57:62//Hs. 1 6251 6:AA583375 

F-MAMMA1001606//Human clone 23627 mRNA, complete Cds//0.64:336:58//H$.23642:U79266 
F-MAMMA1001620//ESTs//6.8e-16:99:79//Hs.164052:AA836152 

40 F-MAMMA1001627//Pregnancy-associated plasma protein A//0.27:379:58//Hs.158229:U28727 

F-MAMMA1001630//Human DNA sequence from clone 71L16 on chromosome Xpn. Contains a probable Zinc 
Finger protein (pseudo)gene, an unknown putative gene, a pseudogene with high similarity to part of antigen Kl- 
67, a putative Chondroitin 6-Sulfotransferase LIKE gene and a KIAA0267 LIKE putative Na(+)/H(+) exchanger 
protein gene. Contains a predicted CpG island, ESTs, STSs and GSSs and genomic markers DXS1003 and 

45 DXSl055//1.4e-40:447:73//HS.154353:AL022165 

F-MAMMA1001633//Human zinc finger protein (LD5-1) mRNA, complete cds//3.6e-44:611 :67//Hs.57679:U57796 
F-MAMMA1001635 

F-MAMMA1001649//ESTs//1.4e-47:238:99//Hs.124063:T75524 

F-MAMMA1001654//Homo sapiens retinal rodNa-Ca+K exchanger (NCKX1) mRNA, complete cds//0. 00069: 140: 
50 68//Hs.59829:AB014602 

F-MAMMA1001663//Homo sapiens mRNA for KIAA0448 protein, complete cds//0.015:135:71//Hs.27349: 
AB007917 

F-MAMMA1001670//ESTS, Highly similar to 52 KD RO PROTEIN [Homo sapiens]//0.064:472:60//Hs.110819: 
AI027548 
55 F-MAMMA1001671 

F-MAMMA1 001 679//ESTS//0. 94:55 :83//Hs.1 52506:AA57331 7 

F-MAMMA1001683//ESTs//1.6e-92:480:96//Hs.118496:AA036889 

F-MAMMA1001686//ESTS//0.00019:171:66//HS.140402:AI138765 
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F-MAMMA1 001 692//ESTs//0.97:104:70//Hs.27596:AI1 88549 

F-MAMMA1001711//Human G protein-coupled receptor (STRL22) rnRNA, complete cds//8.0e-45:323:83//Hs. 
46468:U45984 

F-M AMMA1 001 71 5//ESTS//1 .3e-1 4: 1 88:72//Hs.1 3081 5:AA936548 
F-MAMMA1 001 730//ESTS//0.048: 1 98:65//Hs. 1 1 641 2:AA506926 

F-MAMMA1001735//Human beta-tubulin class III isotype (beta-3) rnRNA, complete cds//1.5e-111:725:84//Hs. 
159154:U47634 

F-MAMMA1001740//EST//0.77:119:65//Hs.148140:AA887098 
F-MAMMA1 001 743//ESTs//6.5e-27:1 95:72//Hs.1 63688:H48768 
F-MAMMA1001744//EST//0.00019:134:70//Hs.146863:AI161245 

F-MAMMA1 001 745//Human Line-1 repeat rnRNA with 2 open reading f rames//4.7e-67: 822: 69//Hs. 23094: M1 9503 
F-MAMMA1001751//Homo sapiens two P domain potassium channel subunit (HOH01) rnRNA, complete cds// 
1 .0e-36:583:65//Hs .79351 :U33532 

F-MAMMA1 001 754//ESTs//5.1 e-97:456:99//Hs.157928:AA775822 
F-MAMMA1001757//EST//0.042:177:63//HS.144436:R07109 . 

F-MAMMA1001760//Homo sapiens RET finger protein-like 1 antisense transcript, partial//6.6e-4l :309:84//Hs. 
102576:AJ010230 

F-MAMMA1001764//ESTs//0.057:290:60//Hs.68647:AA524072 

F-MAMMA1001768//Human transcription factor, forkhead related activator 4 (FREAC-4) rnRNA, complete cds// 
2.2e-05:504:60//Hs.96028:AF042832 

F-MAMMA1001769//Homo sapiens PYRIN (MEFV) rnRNA, complete cdS//1.1e-85:686:79//Hs.113283:AF018080 
F-MAMMA1001771//Human semaphorin ill family homolog rnRNA, complete cds//0. 0007 1 :392:60//Hs. 32981 : 
U38276 

F-MAMMA100l783//ESTs//8.8e-23:206:79//Hs.142524:H02940 
F-MAMMA1001785//ESTs//1.3e-52:270:97//Hs.61809:AA503549 

F-MAMMA1001788//Human kpni repeat mrna (cdna clone pcd-kpni-8), 3' end//6.7e-21:212:77//Hs. 103948: 
K00627 

F-MAMMA1001790//Homo sapiens KIAA0409 mRNA, partial cds//2.2e-06:139:72//Hs.5158:AB007869 

F-MAMMA1001806//ESTs//6.4e-44:373:79//Hs.105665:H78987 

F-MAMMA1001812//ESTs//4.8e-83:407:97//Hs.98613:D83884 

F-MAMMA1 001 81 5//EST//2.1 e-56:374:85//Hs. 1 41 488:N47096 

F-MAMMA1001817//EST//8.6e-39:336:78//Hs.162236:AA551582 

F-MAMMA1 001 81 8//EST//0.32:375:58//Hs.72729: AA1 67589 

F-MAMMA1001820//Homo sapiens cytokine-like factor-1 precursor (CLF-1) mRNA, complete cds//0.082: 153:66// 
Hs.114948:AF059293 

F-MAMMA1001824//EST//0.0013:195:63//HS.129275:AA992742 
F-MAMMA1001836//ESTs//7.4e-52:283:95//Hs.92290:R78691 

F-MAMMA1001837/Homo sapiens mRNA for zinc finger protein FPM315, complete cds//2.0e-29:641:62//Hs. 
56808:D88827 

F-MAMMA1001848//ESTs//3.5e-53:264:99//Hs.116430:AA644665 
F-MAMMA1001851//ESTs//0.00050:251:64//Hs.163776:AI393028 
F-MAMMA1001854 

F-MAMMA1001858//EST//1.0:113:68//HS.132482:AA922218 ' 
F-MAMMA1001864//EST//1.3e-06:399:60//Hs.161500:N68060 " 

F-MAMMA1001868//Homo sapiens nuclear receptor co-repressor N-CoR mRNA, complete cds//0. 084:672:58// 
HS.152455-.AF044209 

F-MAMMA1001874//ESTs//0.97:292:58//Hs.24553:AI150687 
F-MAMMA1001878 

F-MAMMA1001880//ESTs//9.2e-09:277:62//Hs.15776:T91944 
F-MAMMA1 001 890//EST//1.7e-85:440:97//Hs.1 28842: AA977576 
F-MAMMA1 001 907//EST//2.7e-26:294:74//Hs.98794:AA434078 
F-MAMMA1001908//ESTs//3.2e-109:505:100//Hs.146145:AI391521 
F-MAMMA1001931//ESTs//1.0:108:67//Hs.126624:AA768B74 
F-MAMMA1001956//Apolipoprotein E//1 .0:322:59//Hs.76260:M 12529 
F-MAMMA1001963//ESTs//0.84:320:60//Hs.6523:AA218859 

F-MAMMA1001969//Homo sapiens clone 23892 mRNA sequence//3.6e-79:423:81//Hs.91916:AF035317 
F-MAMMA1001970//Oxytocin receptor//9.7e-31 :626:64//Hs.2820:X64878 

F-MAMMA1001992//EST, Weakly similar to reverse transcriptase [H.sapiens]//7.9e-09:150:72//Hs.l 18222: 
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N91115 

F-MAMMA1002009//ESTs//2.2e-18:234:69//Hs.21978:AA009633 
F-MAMMA1002011//ESTs//0.91:276:59//Hs.141196:AA704826 
F-MAMMAl002032//ESTs//7.8e-40:344:77//Hs.141658:N77915 
5 F-MAMMA1002033//ESTs//2.5e-30:293:76//Hs.139158:AA226159 

F-MAMMA1002041//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//1 .2e-54:455:70//Hs. 
158095:AB007953 

F-MAMMA1002042//ESTs//1.4e-20:199:79//Hs.140913:R44580 
F-MAMMA1 002047//EST//4.26-1 4:1 70:75//Hs. 124348: AA830225 
W F-MAMM A1 002056//EST//2. 1 e-49 :4 1 4:80//Hs. 1 62335: AA564256 

F-MAMMA 1 002058//EST//4.7e-26:268:78//Hs. 1 40520: AA809305 

F-MAMMA1002068//Human Line-1 repeat mRNA with 2 open reading frames//8.5e-36:382:75//Hs. 23094 :M 19503 
F-MAMM A 1 002078 . . 

F-MAMMA1 002082 
15 F-MAMMA1002084//EST//0.37:351 :59//Hs.46576:N46012 

F-MAMMA1002093//Homo sapiens mRNA for ATP-dependent RNA helicase, partial/A). 54:388:5 7//HS. 99423: 
AJ010840 

F-MAMMA1002108//Loricrin//0.00066:410:56//Hs.155657:M61120 

F-MAMM A1 0021 1 8//EST//0.50:202:64//Hs.1 26872: AA932932 
20 F.MAMMA1002125//Small inducible cytokine A5 (RANTES)//2.4e-39:272:86//Hs.1 55464: AF0882 19 

F-MAMMA1002132//EST//6.4e-05:245:60//Hs.149361:AI272963 

F-MAMMA1002140//ESTs//5.8e-33:212:77//Hs.141203:H52638 

F-MAMMA1002143//SERUM PROTEIN MSE55//1.9e-12:192:70//Hs.148101:M88338 

F-MAMMA1002145//EST//0.12:204:60//Hs.160983:AI392837 
25 F-MAMMA1002153 

F-MAMMA1002155//ESTS, Weakly similar to p40 [H.sapiens]//3.6e-67:335:97//Hs.88424:AA281385 

F-MAMMA1002156//lntegrin, beta 3 (platelet glycoprotein Ilia, antigen CD61)//0.99:310:58//Hs.87149:M35999 

F-MAMMA1 0021 5B//EST//0.01 5:278:58//Hs. 1 62666: AA6051 96 

F-MAMMA1002170//40S RIBOSOMAL PROTEIN S2//6.9e-82:573:82//Hs.119389:X17206 
30 F-MAMMA1002174//Human NOF1 mRNA, complete cds//2.2e-42:375:78//Hs.75859:U39400 

F-MAMM A1 002 1 98//H .sapiens mRNA for thiol-specific antiOxidant//3 .3e-36: 1 21 :98//Hs. 1 46354:Z22548 

F-MAMMA1002209//ESTs//1.1e-84:409:98//Hs.139235:AA278362 

F-MAMMA1002215//Loricrin//0.0024:369:57//Hs.155657:M61120 

F-MAMM A1 00221 9//ESTs, Weakly similar to coded for by C. elegans cDNA yk52bl0.3 [C.elegans]//9.5e-4l :202: 
35 1 00//HS.1 1 8849: AA21 5645 

F-MAMMA1 002230//ESTs//0.92:253:60//Hs.4222:AI024063 

F-MAMMA1002236//ESTS, Moderately similar to initiation factor elF-2B gamma subunit [R.norvegicus]//4.6e-69: 
344:90//Hs.76822:AI359536 

F-MAMM Al002243//Homo sapiens serine threonine kinase 11 (STK11) mRNA, complete cds//0.99:454:56//Hs. 
40 1 22755: AF032986 

F-MAMMA1002250//Human involucrin mRNA//0.0037:396:62//Hs.1 57091 :M13903 
F-MAMMAl002267//ESTs//2.0e-12:296:62//Hs.155686:AI30B841 

F-MAMMA1002268//Human N-type calcium channel alpha-1 subunit mRNA, complete cds//1.2e-06:427:61//Hs. 
69949:M94172 
45 F-MAMMA1 002269 

F-MAMMA1002282//ESTs//5.9e-65:342:95//Hs.13962:T72715 
F-MAMMA1002292//EST//0.0050:346:58//Hs.97639:AA398440 

F-MAMMA1 002293//Homo sapiens DN A fragmentation factor 40 kDa subunit (DFF40) mRNA, complete cds//2.8e- 
60:387:75//Hs.133089:AF064019 
so F-MAMMA1002294//Human growth/differentiation factor 1 (GDF-1) mRNA, complete cds//4.3e-07:349:64//Hs. 

92614:M62302 

F-MAMMA1 002297//EST//0.98:98:68//Hs-1 48207: AA897460 

F-MAMMA1002298//Paired basic amino acid cleaving system 4//0.0061 :471 :57//Hs.77234:AB001914 
F-MAMMA1 002299//ESTS//1 .0:1 62:68//Hs.1 341 32:AA205935 
55 F-MAMMA1002308//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//6.9e-41: 

293:83//Hs.1 05292 :AA504776 

F-MAMMA1 00231 0//Homo sapiens serine protease-like protease (nesi) mRNA, complete cds//0.0037: 173:67// 
Hs.69423:AF055481 
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F-MAMMA1 00231 1//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//1.8e-41:473:65//Hs. 
92381 :AB007956 

F-MAMMAl002312//ESTs//0.0017:279:60//Hs.163773:AA806291 
F-MAMMA1 00231 7//ESTs//1 .0:131 :64//Hs.66075:F08908 
5 F-MAMMA1 00231 9//Homo sapiens clone 24566 mRNA sequence//1.2e-28:410:68//Hs.1 33342: AF070536 

F-MAMMA 1 002322//ESTS//1 .2e-47:356:82//Hs.1 5241 3:AA78051 5 

F-MAMMA1 002329//Homo sapiens clone 24444 RaP2 interacting protein 8 (RPIP8) mRNA, complete cds//0.0079: 
1 43:67//Hs.6755: AF055026 

F-MAMMA1002332//Human kpni repeat mrna (cdna clone pcd-kpni-8), 3' end//l,2e-26:342:72//Hs.1 03948: 
10 K00627 

F-MAMMA1002333//Homo sapiens mRNA for KIAA0711 protein, complete cds//6.8e-07:669:58//Hs.5333: 
AB018254 

F-MAMMA1002339//H .sapiens mRNA for retrotransposon//3.2e-40:348:73//Hs.6940:Z48633 
F-MAMMA1002347//EST, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.9e- 
15 14:146:81//Hs.163073:R02591 

F-MAMMA1002351//ESTS//1 .2e-74:371:96//Hs.111429:W28907 
F-MAMMA1 002352//EST//1 .7e-09:1 98:68//Hs.1 4921 8:AI247086 
F-MAMMAl002353//ESTs//7.4e-15:163:77//Hs.157253:AI357539 

F-MAMMA1002355//Homo sapiens KIAA0441 mRNA, complete cds//7.7e-47:307:78//Hs.32511 :AB007901 
20 F-MAMMA1002356//ESTS//0.012:380:58//Hs.1 05349: AA779733 

F-MAMMA1 002359//EST//1 . 1 e-44:264:77//Hs.1 41 095:H2381 8 

F-MAMMA1002360//ESTs//7.6e-15:200:70//Hs.19770:AA447830 

F-MAMMA1 002361//ESTs//2.5e-29:277:79//Hs.1 551 1 5: AA669923 

F-MAMMAl002362//EST//0.25:304:58//Hs.1.62427:AA576345 
25 F-MAMMA1002380//FACTOR VIII INTRON 22 PROTEIN//0.29:485:59//Hs.83363:M34677 

F-MAMMA1002384//ESTS//1 .1 e-05:220:65//Hs.141388:R52022 

F-MAMMA1002385//ESTS, Moderately similar to T11G6.8 [C.elegans]//8.4e-118:578:97//Hs.25516:AI086362 
F-MAMMA1002392//EST//0.85:319:57//Hs.126484:AA913624" 
F-MAMMA1002411//ESTs//0.00044:89:76//Hs.141685:AI142632 
30 F-MAMMA1 00241 3//ESTs//0.0020:303:61//Hs.94903:W85737 

F-MAMMA1 00241 7//ESTS//1 .4e-06:223:65//Hs.143695:AA662745 
F-MAMMM A1 00242 7//ESTs//5.4e-48:356:82//Hs. 1 4681 1 : AA41 0788 
F-MAMMA1 002428//EST//1 .0:96:71 //Hs. 1 051 30: AA482030 

F-MAMMA1002434//Human mRNA for KIAA0118 gene, partial cds//2.2e-52:370:83//Hs.154326:D42087 
35 F-MAMMA1 002446 

F-MAMMA1 002454//ESTS//9.1 e-50: 1 63: 1 00//HS.801 62:AA534809 

F-MAMMA1002461//Human diacylglycerol kinase (DAGK) mRNA, complete cds//6.3e-06:595:59//Hs.99932: 
L38707 

F-MAMMA1 002470 

40 F-MAMMA1002475//Human MAP kinase activated protein kinase 2 mRNA, complete cds//0.018:417:58//Hs. 

75074:U 12779 

F-MAMMAl002480//ESTs//0.0015:258:62//Hs.132082:N67059 

F-MAMMA1002485//Homo sapiens stanniocalcin-2 (STC-2) mRNA, complete cds//9.4e-1 20 :560:98//Hs. 155223: 
AF055460 

45 F-MAMMA1002494//ESTs//2.4e-68:359:95//Hs.!24652:AA857628 

F-MAMMA1002498//ESTs, Weakly similar to hypothetical protein [H.sapiens]//4.0e-07:257:63//Hs.133013: 
AA604920 

F-MAMMA1002524//Huntingtin (Huntington disease)//0.0085:215:65//Hs. 79391 :L12392 
F-MAMMA1002530//Homo sapiens cytosolic phospholipase A2 gamma (cPLA2 gamma) mRNA, complete cds// 
50 4.5e-162:775:97//Hs.18858:AF065214 

F-MAMMA1002545//ESTs//6.4e-46:351:81//Hs.146811:AA410788 
F-MAMMA1002554 

F-MAMMA1002556//Human beige-like protein (BGL) mRNA, partial cds//0. 96:1 87 :62//Hs. 62354: M83822 
F-MAMMA 1002566//ESTS//0. 0033:1 30:68//Hs. 1 1 701 8:AA832421 
55 F-M AMMA1 002571//EST//0.28: 1 1 5:66//Hs. 1 56768:AI351 368 

F-MAMMAl002573//ESTs//2.1e-4.8:265:94//Hs.155128:AI2245.16 
F-M AMMA1 002585 

F-MAMMAl002590//ESTs//3.2e-11 :280:63//Hs.36049:AA436831 
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F-MAMMA1 002597//ESTs//4.8e-1 0:1 1 8:77//Hs. 1 561 66:AI3341 07 
F-MAMMA1002598//RibO$omal protein L7//3.6e-23:123:100//Hs.153:X57958 
F-MAMMA1002603//EST//0.070:99:71//Hs.122387:AA789220 

F-MAMMA1 00261 2//ESTS, Moderately similar to hCDClO protein [H.sapiens]//8.3e-18:353:65//Hs.60895: 
5 AA428463 

F-MAMMA1 00261 7//B94 PROTEIN//0.0097:229:62//Hs.75522:M92357 

F-MAMMA1002618 

F-MAMMA1002619 

F-MAMMA1002622//Homo sapiens advillin mRNA, complete cdS//4.7e-22: 1 57:90//Hs. 47344: A F04 1449 
10 F-MAMMA1002623//EST//1.5e-33:168:81//Hs.141526:N52300 
F-MAMMA1 002625 

F-MAMMA1002629//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0507//1.le-35:355:76//Hs. 
1 58241 :AB007976 

F-MAMMA1002636//Homo sapiens mRNA for KIAA0288 gene, complete cds//1.9e-05:439:61//Hs.9!400: 
15 AB006626 

F-MAMMA1002637//KINESIN LIGHT CHAIN//2.0e-47:367:72//Hs.117977:L04733 

F-MAMMA1002646//EST//1.2e-32:302:78//Hs.112540:AA601385 

F-MAMMA1002650//TRlCHOHYALIN//1.2e-08:570:63//Hs.82276:L09190 

F-MAMMA1002655//EST//8.8e-40:198:100//Hs.159724:AI393335 
20 F-MAMMA1002662//EST//0.99:95:63//Hs.1 44074: AI005489 

F-MAMMA1002665//Lysosomal-associated membrane protein 2//1 .8e-35:722:64//Hs.6262:U36336 

F-MAMMA1002671//Cyclin-dependent kinase inhibitor 1C (p57, Kip2)//8.6e-06:272:64//Hs.106070:U22398 

F-MAMMA1 002673 

F-MAMMA1002684//Homo sapiens mRNA for KIAA0214 protein, complete cds//1.2e-162:752:99//Hs.3363: 
25 D86987 

F-MAMMA1002685//ESTs//7.5e-40:373:78//Hs.163937:N69915 
F-MAMMAl002698//ESTs//2.5e-09:190:68//Hs.138292:Al220397 

F-MAMMA1002699//Homo sapiens epsin 2b mRNA, complete cds//4.7e-56:398:81//Hs.22396:AF062085 
F-MAMMA1 002701//ESTs//4.3e-1 0: 1 1 0:80//Hs. 1 56041 : AI274697 
30 F-MAMMA1002708//Homo sapiens mRNA for alpha(1,2)fucosyltransf erase, complete cds//1.1e-51:307:79//Hs. 

46328:D87942 

F-MAMMA1 00271 1//EST//3.6e-38:1 86:77//Hs.1 3971 5:N25041 

F-MAMMA1002721//EST//3.9e-06:110:71//Hs.136758:AA714692 

F-MAMMA1002727//EST//0.97:137:63//HS.145153:AI150165 
35 F-MAMMA1002728//ESTS, Highly similar to PAB-DEPENDENT POLY(A)-SPECIFIC RIBONUCLEASE [Saccha- 

romyces cerevisiaej//2.6e-1 2:1 29:8 1//HS.1 541 81 :AA1 93502 

F-MAMMAl002744//ESTs//0.0026:420:58//Hs.95793:AA617853 

F-MAMMAl002746//ESTs//0.28:117:69//Hs.12925:T66312 

F-MAMMA1 002748 
40 F-MAMMA1 002754//ESTS//1 .1 e-34:340:77//Hs. 163641 :R61 848 

F-MAMMA1002758//Homo sapiens KIAA0442 mRNA, partial cds//1 .1e-27:l51:98//Hs.32168:AB007902 

F-MAMMA1002764//ESTs//1.7e-45:323:84//Hs.155243:N70293 

F-MAMMAl002765//EST//3.2e-11:145:73//Hs.162551:AA584782 

F-MAMMA1 002769 

45 F-MAMMA1 002775//Human ABL gene, exon 1 b and intron 1 b, and putative M8604 Met protein (M8604 Met) gene// 
7.6e-84:417:97//Hs.77705:U07563 

F-MAMMA1002780//EST//0.78:210:63//Hs.149413:AI273988 
F-MAMMA1002782 

F-MAMMA1002796//ESTs//0.021:122:65//Hs.1 32221 :AI380710 
50 F-MAMMAl002807//EST//1.0e-31:184:71//Hs.161497:N66919 
F-MAMMA1002820//ESTS//0.21:292:59//HS.132513:AI778514 

F-MAMMA1002830//Homo Sapiens mRNA for KIAA0563 protein, complete cds//2.4e«57:286:88//Hs.15731 : 
AB011135 

F-MAMMA1002833//Human mRNA for KIAA0033 gene, partial Cds//9.1e-52:583:72//Hs.22271 :D26067 
55 F-MAMMA1 002835 

F-MAMMA1002838//ESTS, Weakly similar to NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 1 [Locusta mi- 

gratoriaJ//7.7e-38:179:78//Hs.141344:H29951 

F-MAMMA1 002842//ESTS//1 .7e-1 9:1 34:89//Hs.1 1 1 583:AA463590 
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F-MAMMA1002843//Homo sapiens mRNA for KIAA0810 protein, partial Cds//5.4e-137:635:99//Hs.753l: 
AB018353 

F-MAMMA1002844//ESTS, Weakly similar to Y53C12A.3 [C.elegans)//1.6e-07:329:58//Hs.1 07747: AI357868 
F-MAMMA1 002858 
5 F-MAMMA1002868//EST//4.1e-23:180:77//Hs.163196:AA767643 

F-MAMMA1002869//Human PINCH protein mRNA, complete cds//7.0e-88:696:78//Hs.83987:U09284 

F-MAMMA1002871//ESTs//3.4e-93:466:96//Hs.11873:T68423 

F-MAMMA1002880//EST//2.0e-09:364:59//Hs.145181:AI183632 

F-MAMMA1002881//Homo sapiens mRNA for 25 kDa trypsin inhibitor, complete cds//3.8e-30:680:61//Hs. 129732: 
W D45027 

F-MAMMA1 002886//Long (electrocardiographic) QT syndrome 2//0. 00075: 504: 60//HS.1 9944:U04270 
F-MAMMA1002887//ESTS//0.044:144:68//HS.133152:H91657 
F-MAMMA1 002890//EST//1 .7e-05:74:86//Hs.1 1 601 3:AA61 2666 
F-MAMMA1002892//EST//2.1e-67:383:93//Hs.22815:R44265 
15 F-MAMMA1 002895//Human transcription factor ERF-1 mRNA, complete cds//0.00053:382:57//Hs.61 796:U85658 

F-MAMMA1 002908//EST//0.0022: 1 32:68//Hs. 1 61 697:AA224952 
F-MAMMA1002909//ESTS//9.1 e-21 :343:70//Hs.1 42068 :AA1 76125 
F-MAMMA1 002930//ESTs//0.55:72:72//Hs.1 32440 :AA923730 

F-MAMMA1002937//ESTS, Weakly similar to ZINC FINGER PROTEIN 84 [H.sapiens]//7.9e-103:485:99//Hs. 
20 1 02928: A1346344 

F-MAMMA1002938//Homo sapiens mRNA for KIAA0698 protein, complete cds//1 . 6e- 194:91 0:98//Hs.3 1720: 
AB014598 

F-MAMMA1002941//ESTs//9.5e-19:196:67//Hs.137945:AI423389 
F-MAMMA1 002947//ESTS//1 .2e-96:460:99//Hs.1 56001 :AI31 341 8 
25 F-MAMMA1 002964//Homo sapiens KIAA0424 mRNA, partial Cds//0. 48:250 :60//Hs. 54697 :AB007884 

F-MAMMA 1 002970//EST//2.0e- 1 6: 1 32:84//Hs. 1 3651 8: AA601 400 
F-MAMMA1 002972 

F-MAMMA1002973//ESTs//3.2e-43:225:74//Hs.155179:AA223932 
F-MAMMA1 002982//ESTS//0.001 7:1 62:66//Hs.1 52669 :AA604944 
30 F-MAMMA1 002987//EST//0.044:254:59//Hs. 1 3501 4: AI095645 

F-MAMMA1003003//Coagulation factor III (thromboplastin, tissue factor)//3.9e-22:l85:83//Hs.62192:J02931 
F-MAMMA1003004//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//1.0e-l6:343:6l//Hs. 
1 59897: AB007970 

F-MAMMA1003007//EST//6.6e-10:265:66//Hs.144389:AA530979 
35 F-MAMMA1 00301 V/Homo sapiens histone macroH2AL2 mRNA, complete cds//6.2e-5l : 62 0:69//Hs. 75258: 

AF054174 

F-MAMMA1 00301 a/THuman HOX4C mRNA for a homeobox protein//0.73:347:58//Hs.74061 :X59372 
F-MAMMA1003015//EST//2.5e-n:137:77//Hs.141312:H73062 
F-MAMMA1003019//ESTs//0.0099:182:65//Hs.60787:AI374951 
40 F-MAMMA1003026//EST//1 .0:136:67//Hs.9123:T50137 

F-MAMMA1003031//EST//1 .3e-11 :244:67//Hs. 13661 1 :AA669549 
F-MAMMA1 003035 

F-MAMMA1003039//ESTs//1.4e-23:265:74//Hs.33393:R83391 

F-MAMMA 1 003040//Homo sapiens tapasin (NGS-1 7) mRNA, complete Cds//1 .5e -93:339 :85//Hs. 5247: A F029750 
45 F-MAMMAl003044//CyclinD2//1.0:234:61//Hs.75586:Dl3639 

F-M AMM A 1003047//H. sapiens mRNA for F25B3.3 kinase like protein from C.elegans//1 .0:209:60//Hs.99491 : 
Y12336 

F-MAMMA1003049//EST//0.99:126:67//Hs.162634:AA601742 
F-MAMM A1 003055//ESTS//0.0001 1 : 1 30:70//Hs. 1 30539: R6851 8 
50 F-MAMMA1 003056 

F-MAMMA1003057//ESTS, Moderately similar to hypothetical protein MD6 [M.musculus]//1.3e-88:334:97//Hs. 
96500:AI206781 

F-MAMMA1003066//ESTS//0.77:88:71//HS.143618:AI022618 

F-MAMMA1003089//Homo sapiens mRNA for KIAA0631 protein, partial cd$//4.5e-51:329:71//Hs.75154: 
55 AB014531 

F-MAMMA1003099//Homo sapiens actin-binding protein homolog ABP-278 mRNA, complete cds//8.5e-44:288: 
88//Hs.81008:AF043045 

F-MAMMA1003104//H.sapiens mRNA for ASM-like phosphodiesterase 3a//1.0:213:60//Hs.42945:Y08136 
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F-MAMMA1003113//Homo sapiens mRNA for hair keratin acidic 3-ll//0.99:200:64//Hs.32950:X82634 
F-MAMMA10031 27//Homo sapiens brush border myosin I (BBMI) mRNA, complete cds//5.4e-27:421 :65//Hs.5394: 
AF1 05424 

F-MAMMA1003135//Envoplakin//0.56:250:62//Hs.25482:U53786 
5 F-MAMMA1003140 

F-MAMMA1 0031 46//Homo sapiens mRNA for GalT3 protein//7.2e-82:397:97//Hs. 1 51 344:Y1 5062 
F-MAMMA1003150//Homo sapiens mRNA for KIAA0515 protein, partial cds//0.00019:297:61//Hs.1 08945: 
AB011087 

F-MAMMA1003166//Glycoprotein lb (platelet), beta polypeptide//l .2e-31 :487:65//Hs.3847:U59632 
10 F-NT2RM 1000001 //Human plectin (PLEC1) mRNA, complete cds//0.16:244:63//Hs.79706:U53204 

F-NT2RM1 00001 8//Human mRNA for KIAA0066 gene, partial cds//1 .5e-66:385:92//Hs.82510:D31886 
F-NT2RM1 000032 

F-NT2RM1000035//Human mRNA for KIAA0199 gene, partial cds//4.1e-11 0:849:81 //Hs. 78442 :D 83782 
F«NT2RM1000037//Homo sapiens mRNA for KIAA0690 protein, partial cds//3.5e-108:542:95//Hs.60103: 
15 AB014590 

F-NT2RM1000039//Human plectin (PLEC1) mRNA, complete cds//0.11 :545:57//Hs.79706:U53204 
F-NT2RM1000055//ESTs, Highly similar to TIP120 [R.norvegicus]//3.2e-69:353:96//Hs.1 54980: AA948067 
F-NT2RM1000059//Homo sapiens T cell immune response CDNA7 (TIRC7) mRNA, complete cds//0. 029:281 :59// 
Hs.46465:U45285 
20 F-NT2RM1000062//ESTs//0.30:368:59//Hs.131675:AA843210 

F-NT2RM1000080//Homo sapiens chromosome 9, P1 clone li659//2.8e-i02:493:97//Hs.3439:AC004472 
F-NT2RM10000B6//Homo sapiens mRNA for KIAA0661 protein, complete cds//5.8e-116:550:97//Hs.65238: 
AB014561 

F-NT2RM1 000092//Murine leukemia viral (bmi-1 ) oncogene homolog//0.42: 1 90:63//Hs.431 :L1 3689 
25 F-NT2RM1 00011 8//Homo sapiens Clone 23763 unknown mRNA, partial cds//0. 00086:1 26 :70//Hs. 92693: 

AF007155 

F-NT2RM1000119//Peroxisome receptor 1//0.00055:458:58//Hs.158084:Z48054 

F-NT2RM1 000127 

F-NT2RM1000131 

30 F-NT2 R M 1 000 1 32//H o m o sapiens NADH:ubiquinone oxidoreductase NDUFS6 subunit mRNA, nuclear gene en- 

coding mitochondrial protein, complete cds//3.7e-92:448:97//Hs.49767:AF044959 

F-NT2RM1000153//Homo sapiens mRNA for MTG8-related protein MTG16a, complete cds//1 .0:546:58//Hs. 
110099:AB010419 

F-NT2RM1000186//Homo sapiens clone 23763 unknown mRNA, partial cds//0. 00081 :126:70//Hs.92693: 
35 AF007155 

F-NT2RM1000187//ESTs//3.4e-79:400:96//Hs.54971:AI424382 

F-NT2RM1 0001 99//Homo sapiens mRNA for KIAA0722 protein, complete cds//0.87:454:59//Hs.47061 :AF045458 
F-NT2RM 1000242 

F-NT2RM1 000244//Homo sapiens centrosomal Nek2-associated protein 1 (C-NAP1 ) mRNA, complete cds//0.97: 
40 1 35:66//Hs.2791 0: AF0491 05 

F-NT2RM1 000252//TRICHOHYAUN//0. 030:273 :58//Hs.82276:L091 90 

F-NJ2RMl000256//GIutamine-fructose-6-phosphate transaminase//! .5e-l3:248:69//Hs.l674:M905l6 
F-NT2RM1000257//ESTs, Highly similar to similar to mago nashi [H.sapiens]//2.9e-98:530:93//Hs. 104650: 
AI037879 

45 F-NT2RM1000260//Human mRNA for KIAA01 30 gene, complete Cds//2.le-58:460:80//Hs.23106:D50920 

F-NT2RM1 000271 //ESTs//0. 93:224:60//Hs. 91 226:AA649047 
F-NT2RM1 000272 

F-NT2RM1000280//ESTS, Highly similar to VACUOLAR ATP SYNTHASE SUBUNIT D [Bos taurus]//1 .3e-21 :308: 

73//HS. 15071 :AA781144 
50 F-NT2RM 1000300 

F-NT2RM1 00031 4//Human mRNA for KIAA0159 gene, complete cds//2.6e-128:708:92//Hs.5719:D63880 

F-NT2RM1 00031 8//Human mRNA for ribosomal protein L39, complete cds//1 .8e-35:182:99//Hs.9837:D79205 

F-NT2RMl000341//ESTs//2.3e-72:381 :95//Hs. 23070: AA63 1976 

F-NT2RM1000354//EST//5.2e-27:202:84//Hs.l51186:AI125798 
55 F-NT2RM1000355//ESTS, Weakly similar to putative [M.musculusJ//7.7e-75:387:95//Hs.108619:W28608 

F-NT2RMl000365//ESTs//1.7e-99:495:97//Hs.103926:AA165691 

F-NT2RM1000377//ESTS, Weakly similar to protein-tyrosine-phosphatase [H.sapiensJ//7.4e-91:48l:95//Hs. 
163707:AA137181 
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F-NT2RM1000388//65 KD YES-ASSOCIATED PROTEIN//0.36:340:57//H$.8939:X80507 
F-NT2RM1000394//HlSTONEH3.3//8.5e-91:474:93//Hs.118838:M11353 
F-NT2RM 1000399 
F-NT2RM 1000421 

5 F-NT2RM1 000430//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds//1 .2e-85:41 8:97// 

Hs.20815:AF084928 

F-NT2RM1000499//ESTs, Weakly similar to KIAA0167 protein [H.sapiens)//1 .6e-38:201 :97//Hs.1 06262:AI052382 

F-NT2RM1000539//EST//0.070:145:62//HS.149711:AI284660 

F-NT2RM1000553//EST//2.2e-48:265:95//Hs.99230:AA449847 
10 F-NT2RM1000555//ESTs//0.82:193:61//Hs.96944:AI359957 

F«NT2RM1000563//Human plectin (PLEC1) mRNA, complete cds//1.0:336:58//Hs.79706:U53204 

F-NT2RM1000623//Homo sapiens mRNA for KIAA0287 gene, partial CdS//0.98:226:61//Hs.17931:AB006625 

F«NT2RM1000648//ESTs, Weakly similar to similar to M. musculus MER5 and other AHPC/TSA proteins [C.ele- 

gans)//6.2e-51 :254:98//Hs.1 32096: A A3 14601 
is F-NT2RM 1 000661 //Homo sapiens translation initiation factor 4e mRNA, complete cds//8.5e-55:276:97//Hs. 1 91 22: 

AF038957 

F-NT2RM1000666//Homo sapiens BA1 1 mRNA, complete cds//0. 87:274 :60//Hs. 11 3936: AB005297 

F-NT2RMl000669//ESTs//5.5e-63:481:85//Hs.90527:AI188279 

F-NT2RM1 000672 

20 F-NT2RM1000691//Homa sapiens mRNA for HR1HFB2060, partial cds//7.0e-1 21 :582:98//Hs. 146282: AB01 5348 

F-NT2RM1000699//ESTs//1.1e-89:435:97//Hs.28964:AA715101 
F-NT2RM1000702//ESTs//5.4e-90:429:99//Hs.151001:AA564706 

F-NT2RM1000725//Homo sapiens mRNA for neuropathy target esterase//1 .5e-66:435:85//Hs.5038:AJ004832 
F-NT2RM1000741//Homo sapiens mRNA for KIAA0567 protein, partial cds//2.6e-1 27:690 :92//Hs, 147946: 
25 AB011139 

F-NT2RM1000742//Homo sapiens AC133 antigen mRNA, complete cds//8.2e-68:524:83//Hs.112360:AF027208 
F-NT2RMl000746//ESTs//2.6e-37:231:89//Hs.94446:AA845465 

F-NT2RM1000770//Homo sapiens KIAA0425 mRNA, complete cds//3.3e-09:321 :63//Hs.150390:AB007885 
F-NT2RM1000772//Eukaryotic translation initiation factor 3 (elF-3) p36 subunit//0.053:271 :60//Hs.1 39745 : 
30 U39067 

F-NT2RM1000780//Human Line-1 repeat mRNA with 2 open re ading f rames//6.9e-20:l 28 :94//Hs. 23094: M 19503 
F-NT2RMl000781//ESTs//4.4e-60:346:92//Hs.35089:N50845 
F-NT2RM 1000800 
F-NT2RM1 000802 

35 F-NT2RM1 00081 1//Homo sapiens AC133 antigen mRNA, complete cds//1.2e-64:490:84//Hs.112360:AF027208 

F-NT2RM1000826//ESTS//0.82:193:61//HS.96944:AI359957 

F-NT2RM1000829//Mannose-binding lectin, soluble (opsonic defect)//0.92:283:58//Hs.2314:X15422 
F-NT2RM1000833//Hydroxysteroid (11-beta) dehydrogenase 2//0.022:178:67//Hs.1376:U26726 
F-NT2RM1000850//Human protein tyrosine kinase related mRNA sequence//3.8e-06:384:59//Hs.903l4:L05148 
40 F-NT2RM1000852//Homo sapiens mRNA for ATP-dependent RNA helicase, partial//3.0e-149:726:97//Hs.99423: 

AJ0 10840 

F-NT2RM 1 000857//ESTs//0.52:274:60//Hs.1 1 2095:AA447643 

F-NT2RM1000867//ESTS, Highly similar to signal peptidase:SUBUNIT//5.3e-54:277:96//Hs.11125:AI015619 
F-NT2RMl000874//ESTs//0.032:185:64//Hs.97713:AA442239 
« F-NT2RM1000882//Homo sapiens chromosome 11, BAC CIT-HSP-3He8 (BC269730) containing the HFEN1 

gene//4.0e-155:750:97//Hs.132898:AC004770 

F-NT2RM1000883//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//8.8e-158:762:97//Hs. 
26285:AF082516 

F-NT2RM1000885//Homo sapiens mRNA for KIAA0661 protein, complete cds//6.3e-19:310:67//Hs.65238: 
50 AB0 14561 

F-NT2RM 1000894 
F-NT2RM 1000898 

F-NT2RMl000905//EST//4.8e-07:77:84//Hs.148017:AI268701 

F-NT2RM1 000924//HOMEOBOX PROTEIN HOX-A5//0.00051 :458:59//Hs.37034:M26679 
55 F-NT2RM1 000927//Homo sapiens mRNA for K1AA0807 protein, partial cds//0.084:386:58//Hs.1 01474:AB01 8350 

F-NT2RM1000962//Human mRNA for KIAA0252 gene, partial cds//0.98:299:59//Hs.83419:D87440 
F-NT2RM 1000978 

F-NT2RM1001003//Homo sapiens alpha-catenin related protein (ACRP) mRNA. complete cds//1 .3e-161 :760:98// 
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Hs.58488:U97067 

F-NT2RM 1 00 1 008//ESTS//1 .3e-1 2: 1 44:75//H$. 1 33 1 22: AI025200 
F-NT2RM1001043//EST//0.24:117:64//HS.161536:N80395 

F-NT2RM1001044//ESTS, Weakly similar to C43E11.9[C.elegans)//3.0e-98:491:96//Hs.102173:AA045270 
5 F-NT2RM1001059//Human plectin (PLEC1) mRNA, complete cdS//0.52:533:57//Hs.79706:U53204 

F-NT2RM1001066//ESTs//1.2e-114:538:99//Hs.129020:AI380703 

F-NT2RM1001072//Human beige-like protein (BGL) mRNA, partial cds//0.69:586:56//Hs.62354:M83822 

F-NT2RM1001074//Macrophage stimulating 1 (hepatocyte growth factor-like)//0.00l9:294:64//Hs.30223:X90846 

F-NT2RM1 001 082//ArchairV/3.9e-37:290:81//Hs.33642:X81 1 98 
10 F-NT2RM1001085 

F-NT2RM1001092//Zinc finger protein 43 (HTF6)//1 .9e-57:770:68//Hs.74107:X59244 

F-NT2RM 1 001 1 02//ESTS//1 .2e-35:638:63//Hs. 1 31 737:AI343331 

F-NT2RM1 001 1 05//WEE1 -LIKE PROTEIN KINASE//0.0024:246:63//Hs.751 88:U1 0564 

F-NT2RM1 001 1 1 2//ESTs//8.9e-82:437:93//Hs.6330:H38495 
15 F-NT2RM1001115 

F-NT2RM1001139//Keratin 9//1 .5e-05:518:59//Hs.2783:Z29074 

F-NT2RM2000006//ESTs//3.9e-1 6:96:98//Hs. 1 01 1 1 7: AA5761 1 3 

F-NT2RM2000013//RNA polymerase II polypeptide B (140 kD)//6.3e-13:640:59//Hs.148027:X63563 
F-NT2RM2000030 

20 F-NT2RM2000032//ESTS//7.1 e-18:138:68//Hs.114031:AA700958 

F-NT2RM2000042//ESTS//0.0091 :241 :61//Hs.147895:AI286243 
F-NT2RM2000092 

F-NT2RM2000093//ESTs//2.6e-40:226:94//Hs.163521:H42085 
F-NT2RM2000101//ESTs//1.0:235:61//Hs.48860:N27428 
25 F-NT2RM2000124//Protein kinase, cAMP-dependent, catalytic, alpha//5.8e-46:287:88//Hs.77271 :X07767 

F-NT2RM2000191//Homo sapiens cGMP phosphodiesterase A1 (PDE9A) mRNA, complete cds//3.0e- 139:566: 
97//Hs.18953:AF067223 

F-NT2RM2000192//EST//3.5e-07:168:65//Hs.163122:AA756999 

F-NT2RM2000239//ESTS, Weakly similar to K04G2.6 [C.elegans)//3.6e-93:489:95//Hs.1 43499: R72672 
30 F-nnnnnnnnnnnn//ESTs//1.0e-70:269:97//Hs.156175:AI334328 

F-NT2RM2000250//Homo sapiens mRNA for KIAA0590 protein, complete cds//1 ,0e-1 29:61 5:98//Hs.1 11 862: 
AB011162 

F-NT2RM2000259//ESTS//6. 1 e-30: 1 72:85//Hs. 1 1 6406: AA209520 
F-NT2RM2000260//ESTs//2.5e-25: 1 33:93//Hs. 1 41 69: AA203500 
35 F-NT2RM2000287//ESTs//6.2e-13:97:83//Hs.118523:H98981 

F-NT2RM2000322//lnterferon regulatory factor 5//0.84:208:61//Hs.54434:U51127 

F-NT2RM2000359//Homo sapiens mRNA for KIAA0560 protein, complete cds//2.8e-176:805:99//Hs. 129952: 
AB011132 

F-NT2RM2000363//ESTS//1 .2e-24:139:96//Hs.48818:N63543 
40 F-NT2RM2000368//Homo sapiens protein kinase C-binding protein RACK7'mRNA, partial cds//3.7e-96:599:86// 

Hs.75871:U48251 
F-NT2RM2000371 

F-NT2RM2000374//ESTs//3.2e-l3:98:91//Hs.65853:AI050866 
F-NT2RM2000395//Growth arrest-specific 1//0.80:129:67//HS.65029:L1 3698 
45 F-NT2RM2000402//Human p76 mRNA, complete Cds//7.2e-23:714:59//Hs.28757:U81006 

F-NT2RM2000407//ESTs//9.4e-92:458:96//Hs.148873:T33582 
F-NT2RM2000420//EST//1.8e-61:296:99//Hs.147186:AI193053 

F-NT2RM2000422//Solute carrier family 6 (neurotransmitter transporter, serotonin), member 4//1 .5e-06:260:61// 
Hs.553:L05568 

50 F-NT2RM2000452//ESTS//1 .0:132:62//Hs.1 10004: AI097379 

F-NT2RM2000469//ESTS//0.34:249:60//HS.1 49575: AI281 807 

F-NT2RM2000490//Homo sapiens mRNA for KIAA0747 protein, partial cds//2.4e-16:386:63//Hs.8309:AB018290 
F-NT2RM2000502//Human nicotinamide N-methyltransferase (NNMT) mRNA, compleie cds//0.99:272:6i//Hs. 
76669:U08021 

55 F-NT2RM2000504//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds//1.6e-l72:824:97//Hs.48l2: 

AF061243 

F-NT2RM2000522//Homo sapiens Nck-2 (NCK2) mRNA, complete cds//0.1 8:31 3:60//Hs.1 29725: AF047487 
F-NT2RM2000540//ESTS, Weakly similar to C27F2.7 gene product [C.elegansJ//2.7e^1:231:94//Hs.7049: 
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AM 41 736 

F-NT2RM2000556//ESTS//3. 1 e-33:1 83:96//Hs.1 36990 :AA769220 
F-NT2RM2000566//lntegrin, alpha 7B//2.0e- 155:751 :97//Hs. 74369: AF032 108 

F-NT2RM2000567//RYANODINE RECEPTOR, SKELETAL MUSCLE//6.3e-09:6B9:59//Hs. 89631 :U48508 
5 F-NT2RM2000569//ESTs//5.4e-17:170:77//Hs.158277:H09128 

F-NT2RM2000577//ESTS, Highly similar to ISOLEUCYL-TRNA SYNTHETASE, MITOCHONDRIAL [Saccharomy- 
ces cerevisiae)//1 .4e-33:214:92//Hs.55609:W37993 

F-NT2RM2000581//Homo sapiens mRNA for KIAA0214 protein, complete cds//1.8e-175:820:98//Hs.3363: 
D86987 

10 F-NT2RM2000588//ESTS//1 .5e-33: 1 83:97//Hs. 1 36990:AA769220 

F-NT2RM2000594 

F-NT2RM2000599//Homo sapiens Mad4 homolog (Mad4) mRNA, complete cds//0.01 7:253 :65//Hs.1 02402: 
AF040963 

F-NT2RM2000609//ESTs//1.0:220:59//Hs.110155:AA007313 
15 F-NT2RM2000612//ESTs//0.97:208:59//Hs.73217:AA846548 

F-NT2RM2000623//Homo sapiens mRNA for KIAA0521 protein, partial cdS//0.024:326:59//Hs.6150:AB011093 
F-NT2RM2000624//ESTs//2.3e-1 1 8:557:99//Hs.1 45904 :AA203258 

F-NT2RM2000635//Homo sapiens mRNA for KIAA0729 protein, partial cds//2.0e-1 43 :664:98//Hs. 19542: 
AB018272 

20 F-NT2RM2000636//Homo sapiens mRNA for KIAA0658 protein, partial cds//2.4e-139:664:98//Hs.7278:AB01 4558 

F-NT2RM2000639//ESTS//0.98: 1 44:65//Hs. 1 54364: Al 1 89702 

F-NT2RM2000649//Homo sapiens mRNA for KIAA0676 protein, partial cds//3.4e-1 69:51 8:99//Hs.1 15763: 
AB014576 

F-NT2RM2000669//ESTs//1.3e-56:283:98//Hs.156342:AI337371 
25 F-NT2RM2000691//Homo sapiens actin-related protein Arp3 (ARP3) mRNA, complete cds//6.7e-86:746:74//Hs. 
5321:AF006083 

F-NT2RM2000714//Human mRNA for KIAA0231 gene, partial cds//2.2e-50:748:64//Hs.7938:D86984 
F-NT2RM2000718//Homa sapiens mRNA for HRIHFB2436, partial CdS//7.6e-126:594:98//Hs.136058:AB015342 
F-NT2RM2000735//Zinc finger protein 43 (HTF6)//2.7e-112:756:82//Hs.74107:X59244 
30 F-NT2RM2000740//ESTS, Highly similar to HYPOTHETICAL 132.7 KD HELICASE IN ALG7-ENP1 INTERGENIC 

REGION [Saccharomyces cerevisiae]//4.2e-85:464:91//Hs.161551:W24286 

F-NT2RM2000795//Homo sapiens tapasin (NGS-17) mRNA, complete Cds//1 .Oe-82:640:81//Hs.5247:AF029750 
F-NT2RM2000821//Human mRNA for KIAA0340 gene, partial cds//0.32:679:59//Hs.105919:AB002338 
F-NT2RM2000837//ESTs//2.3e-105:501:98//Hs.101514:AI346701 
35 F-NT2RM2000951//Homo sapiens XYLB mRNA for xylulokinase, complete cds//2.8e-1 85:847 :99//Hs. 137580: 

AB015046 

F-NT2RM2000952//ESTs, Weakly similar to lethal(2)denticleless [D.melanogaster]//6.2e-94:441:99//Hs.59075: 
AI023761 

F-NT2RM2000984//Human mRNA for KIAA0246 gene, partial cds//0.94:351 :62//Hs. 84753 :D87433 
40 F-NT2RM2001004//ESTs//5.0e-10:247:64//Hs.36049:AA436831 

F-NT2RM2001035//ESTS, Highly similar to POP2 PROTEIN [Saccharomyces cerevisiae]//2.9e-48:282:93//Hs. 

17035:AI080471 

F-NT2RM2001065 

F-NT2RM2001100//Homo sapiens mRNA for serin protease with IGF-binding motif, complete cds//1 .7e-08:449: 
<5 62//Hs.75111:D87258 

F-NT2RM2001105//Homo sapiens proline and glutamic acid rich nuclear protein isoform mRNA, partial cds// 
0.00079:274:59//Hs. 1 02732.U881 53 

F-NT2RM2001131//TRICHOHYALIN//2.5e-20:684:62//Hs.82276:L09190 
F-NT2RM2001141 
50 F-NT2RM2001 1 52//ESTs//0.53:333:58//Hs.1 53087:AA649042 

F-NT2RM2001177 

F-NT2RM2001194//ESTs, Weakly similar to T28H10.2 [C.elegans]//2.4e-23:149:93//Hs.10618:AI288739 
F-NT2RM2001196//ESTs//4.0e-98:486:97//Hs.59628:W91959 

F-NT2RM2001201//Human mRNA for KIAA0005 gene, complete Cds//2.8e-44:554:69//Hs. 155291 :D13630 
55 F-NT2RM2001221//HomosapiensmRNAforKIAA0806 protein, complete Cds//0 .97: 165:64//Hs.24279:AB01 8349 

F-NT2RM2001238//EST//6.8e-67:420:89//Hs.1 30586: AI004766 

F-NT2RM2001243/A/-]un avian sarcoma virus 17 oncogene homolog//0.87:1 25 :64//Hs. 75889 :U65928 
F-NT2RM2001247//Homo sapiens antigen NY-CO-16 mRNA, complete cds//0.0066:321:61//Hs. 132206: 
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AF039694 
F-NT2RM2001256 

F-NT2RM200 1 291 //ESTS//1 . 1 e-86:459:93//Hs. 1 0267:W27845 

F-NT2RM2001306//Homo sapiens paraoxonase (PON2) mRNA, complete cds//1.0:182:65//Hs.75221:AF001601 
5 F-NT2RM2001 31 2//ESTs//2.0e-35:338:70//Hs. 1 41 440:N21 61 5 

F-NT2RM2001319//ESTS, Weakly similar to No definition line found [C.elegans]//5.2e-30:277:77//Hs.25347: 
AI138605 

F-NT2RM2001324//Homo Sapiens mRNA for beta-spectrin III, complete Cds//0.031 :245:62//Hs.26915:AB008567 
F-NT2RM2001345//ESTs//9.2e-91:428:99//Hs.151001:AA564706 
10 F-NT2RM2001360//ESTs//0.98:45:80//Hs.133520:AA878905 

F-NT2RM2001370//Human transportin (TRN) mRNA, complete cds//0.72;224:61//Hs.82925:U70322 
F-NT2RM2001393//Mannosidase, alpha B, lysosomal//0.42:383:57//Hs.108969:U68382 
F-NT2RM2001420//EST//1.0:287:62//Hs.125285:AA830378 

F-NT2RM2001424//Homo sapiens mRNA for ElB-55kDa-associated protein//2.3e-97:453:99//Hs.155218: 
15 AJ007509 

F-NT2RM2001499//Ecotropic retroviral receptor//5.4e-47:589:68//Hs.2928:X57303 
F-NT2RM2001504//Homo sapiens agrin precursor mRNA, partial cds//0.25:328:60//Hs.68900:AF016903 
F-NT2RM2001524//ESTs//1 .0e-11 :93:90//Hs.33687:R85969 
F-NT2RM2001 544//ESTs//1 .0e-25: 1 57:92//Hs.1 37451 : AA351 459 
20 F-NT2RM2001 547//ESTs//2.0e-29: 1 68:96//Hs. 1 1 6392: AA936262 

F-NT2RM2001575//Sjogren syndrome antigen A1 (52kD, ribonucleoprotein autoantigen SS-A/Ro)//6.9e-28:582: 
64//Hs.1042:M62800 

F-NT2RM2001582//ESTS, Moderately similar to red-1 [M.musculusJ//0.0032:57:89//Hs.114722:AA448077 

F-NT2RM2001588//Homo sapiens KIAA0442 mRNA, partial cds//2.3e-11:282:65//Hs.32168:AB007902 
25 F-NT2RM2001 592//ESTs//4.8e-73:372:95//Hs. 1 63801 : AI391 729 

F-NT2RM2001605//Homo sapiens clone 23592 mRNA sequence//7.3e-87:749:75//Hs.76272:S66431 

F-NT2RM2001613//ESTs, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 

familiaris]//1 .3e-17:181:75//Hs.131840:AI016073 

F-NT2RM2001 632//EST//8.7e-1 8:222:76//Hs. 1 60402: AI39391 8 
30 F-NT2RM2001635//Homo sapiens mRNA for KIAA0618 protein, complete cds//3.0e-154:740:98//Hs. 15832: 

AB014518 

F-NT2RM2001637//ESTs//2.2e-06:386:61//Hs.145198:AI276952 

F-NT2RM2001641//ESTs, Highly similar to NADH-CYTOCHROME B5 REDUCTASE [Bos taurus]//3.5e-1 3:94:92// 
Hs.22142:AA814725 

35 F-NT2RM2001648//ESTS, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 

familiaris]//1 .3e-1 7: 181 :75//Hs.1 31 840:AI01 6073 
F-NT2RM2001652//ESTs//2.5e-06:82:80//Hs.128203:AA972301 
F-NT2RM2001659//ESTs//2.8e-15:92:98//Hs.123321:AA810287 

F-NT2RM2001 664//Homo sapiens ikappaB kinase complex associated protein (IKAP) mRNA, complete Cds//1 .2e- 
40 173:802:99//HS.31323:AF044195 

F-NT2RM2001668//ESTS, Weakly similar to DNA MISMATSCH REPAIR PROTEIN MSH6 [H.sapiens]//1 .1e-136: 
671 :97//Hs.27721 :U1 7907 

- - - F-NT2RM2001670//Homo sapiens mRNA for KIAA0557 protein, partial cds//1.1e-25:352:70//Hs.101414: 
AB011129 

45 F-NT2RM2001671//ESTs//1.8e-08:63:98//Hs.158069:AI365356 
F-NT2RM2001675 

F-NT2RM20016811/ESTs//0.16:197:63//Hs.20585:R10305 
F-NT2RM2001 688//ESTs//1 .8e-24: 1 30:1 00//HS.1 62504: AA66821 1 
F-NT2RM2001695//EST//5.6e-51:189:89//Hs.162197:AA535216 
so F-NT2RM2001696//ESTS, Highly.similar to gene ERCC5 protein [H.sapiens]//5.8e-16:144:84//Hs.14671:T79937 

F-NT2RM2001 698//ESTS//0. 1 4:1 84:63//Hs. 1 48080:AI27741 5 
F-NT2RM200 1 699//ESTs//6.5e- 14:1 36:79//Hs. 1 27790: AI0038 1 7 

F-NT2RM2001700//Homo sapiens putative seven pass transmembrane protein (TM7SF1) mRNA, complete cds// 
0.95:270:61//Hs.15791:AF027826 
55 F-NT2RM2001 706//ESTs//2.8e-47:304:86//Hs. 14681 1 :AA41 0788 

F-NT2RM2001716//Semenogelin l//0.98:153:64//Hs.1968:M81650 . 
F-NT2RM2001718. 

F-NT2RM2001723//Homo sapiens clone 23770 mRNA sequence//4.4e-28:163:95//Hs.12457:AF052123 
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F-NT2RM2001727//Homo sapiens mRNA for KIAA0462 protein, partial cds//2.0e-112:530:98//Hs. 129937: 
AB007931 

F-NT2RM2001730//Horno sapiens mRNA for KIAA0560 protein, complete cds//0.95:269:58//Hs. 129952: 

AB011132 
5 F-NT2RM2001743 

F-NT2RM2001753//Human AF-6 mRNA, complete CdS//0.095:350:59//Hs.100469:AB011399 

F-NT2RM2001760//ESTS, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 

familiaris]//1 .3e-1 7:1 81 :75//Hs.1 31 840:AI01 6073 

F-NT2RM2001768//ESTS//0.61 :189:62//H$.1 44847: AI222742 . 
10 F-NT2RM2001771//Zinc finger protein 10 (KOX 1)//1.1e-66:669:71//Hs.2479:X7B933 

F-NT2RM2001782//YY1 transcription f actor//0. 094:1 49 :65//Hs. 97496: M 77698 

F-NT2RM2001784//ESTs//8.2e-31:190:92//Hs.144587:AI193595 

F-NT2RM2001785//Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 
gene//1.6e-48:476:74//Hs.1 32898: AC004770 
is F-NT2RM2001797//Human mRNA for KIAA0065 gene, partial Cds//6.le-66:481 :72//Hs.7061 7:D31763 

F-NT2RM2001800//Human mRNA for transcriptional activator hSNF2b, complete cds//0. 49:1 42 :66//Hs. 78202: 
U29175 

F-NT2RM2001803//Homo sapiens I kappaB kinase complex associated protein (I KAP) mRNA, complete cds//2.7e- 
1 79:827:99//Hs.31 323: AF0441 95 
20 F-NT2RM2001805//EST//1.0:45:80//Hs.159007:AI381341 

F-NT2RM2001813//EST//0.41:268:58//Hs.150031:AI292068 

F-NT2RM2001823//H.sapiens mRNA for 218kD Mi-2 protein//9.7e-21 :554:60//Hs 74441 :X86691 
F-NT2RM2001839//Homo sapiens calumein (Calu) mRNA, complete cds//1 .2e-1 32:738 :90//Hs.7753:AF01 3759 
F-NT2RM2001840//Homo sapiens PYRIN (MEFV) mRNA, complete cds//5.8e-58:329:86//Hs.113283:AF018080 
25 F-NT2RM2001855//ADP-ribosylation factor 5//1. 0:301 :60//Hs.77541 :M57567 

F-NT2RM2001867//ESTs, Weakly similar to ZK792.1 [C.elegans)//3.0e-28:421 :66//Hs.8763:W30741 
F-NT2RM2001 879//ESTs//6.3e-43:234:94//Hs. 1 22546: AA1 86723 

F-NT2RM2001886//Homo sapiens mRNA for KIAA0710 protein, complete Cds//6.le-189:866:97//Hs.4198: 
AB014610 

30 F-NT2RM2001896//Homo sapiens mRNA for JM23 protein, complete coding sequence (clone IMAGE 34581 and 

IMAGE 45355 and LLNLC110I133Q7 (RZPD Berlin))//3.0e-13:606:57//Hs.23170:AJ005892 
F-NT2RM2001903//Homo sapiens mRNA for KIAA0462 protein, partial Cds//9.4e- 1 78:859 :97//Hs. 129937: 
AB007931 

F-NT2RM2001930//Homo sapiens semaphorin F homolog mRNA, complete cds//4.2e-08:48l:59//Hs.27621: 
35 U52840 

F-NT2RM2001 935//ESTS, Highly similar to MULTIDRUG RESISTANCE PROTEIN HOMOLOG 50 [Drosophila mel- 
anogasterJ//0.37:424:60//Hs.118634:U66688 

F-NT2RM2001936//Homo sapiens clone 614 unknown mRNA, complete sequence//2.2e-l 39:653 :98//Hs.2i 811: 
AF091080 

40 F-NT2RM2001950//ESTs//0.12:91:76//Hs.107295:W80392 
F-NT2RM2001982 

F-NT2RM2001983//Homo sapiens Tax interaction protein 2 mRNA, partial cds//1.2e-21:123:98//Hs.6454: 
AF089816 

F-NT2RM2001989//Homo sapiens mRNA for DRIM protein//0.71:319:59//Hs.104135:AJ006778 

45 F-NT2RM2001997//ESTs//1.7e-25:135:100//Hs.l26B94:AA932538 

F-NT2RM2001998//ESTS, Weakly similar to Mi-2 protein [H.sapiens]//0.99:271:60//Hs.63888:AA203398 
F-NT2RM2002004//Homo sapiens mRNA for KIAA0731 protein, partial cds//3.5e-37:509:65//Hs.6214:AB018274 
F-NT2RM2002014//Homo sapiens mRNA for CRM1 protein, complete cds//0.79:429:58//Hs.79090:D89729 
F-NT2RM2002030//Glutamine-fructose-6-phosphate transaminase//9.0e-89:822:73//Hs.l674:M90516 

50 F-NT2RM2002049//ESTs//0.99:109:71//Hs.19303:AA928427 

F-NT2RM2002055//ESTS//1 .1e-91 :453:98//Hs.158370:AI382154 
F-NT2RM2002088//ESTS//6. 1 e-75:302:96//Hs. 1 53471 :AI1 98377 

F-NT2RM2002091//RYANODINE RECEPTOR, SKELETAL MUSCLE//0.69:293:58//Hs.89631:U48508 
F-NT2RM2002100//Homo sapiens mRNA for ATP-dependent RNA helicase, partial//2.5e-l65:776:98//Hs.99423: 
55 AJ0 10840 

F-NT2RM20021 09//Homo sapiens glioma amplified on chromosome 1 protein (GAC1 ) mRNA, complete cds//7.6e- 

1 45:684:98//Hs.2631 2: AF030435 

F-NT2RM2002128 
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F-NT2RM2002142//ESTs//0.0031:183:66//Hs.144505:AA757274 

F-NT2RM2002145//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds//1.4e-144:800: 
92//Hs.20815:AF084928 

F-NT2RM2002178//Homo sapiens mRNA for KIAA0467 protein, partial cds//1 7e-1 65:787: 97//Hs. 11 147: 
5 AB007936 

F-NT2RM2002580//Keratin 10 (epidermolytic hyperkeratosis; keratosis palmaris et plantaris)//0.064:291:6l//Hs. 
99936:X14487 

F-NT2RM4000024//RNA polymerase II polypeptide B (140 kD)//8.0e-10:610:59//Hs.148027:X63563 
F-NT2RM4000027//ESTS//1 .6e-64:352:94//Hs.21331 :H93074 
10 F-NT2RM4000030//ESTS//1 .0:11 5:63//Hs. 1 31 055: AI391 464 

F-NT2RM4000046//ESTs//2.6e-09:207:65//Hs.1 43533: AI094674 
F-NT2RM4000061//ESTs//0.89:207:60//Hs.98445:AI038511 

F-NT2RM4000085//ESTS, Weakly similar to The KIAA01 34 gene product is related to human RNA helicase A. [H. 
sapiens]//1.6e-30:369:70//Hs.114623:AI204280 
15 F-NT2RM40000B6 

F-NT2RM40001O4//Homo sapiens chromosome 16 zinc finger protein ZNF210 (ZNF210) mRNA, complete cds// 

1 .3e-24:345 :69//Hs.1 3 1 28:AF060865 

F-NT2RM4000139 

F-NT2RM4000155 

20 F-NT2RM4000156//ESTs//5.9e-73:345:100//Hs.155958:AA573632 

F-NT2RM4000167//Homo sapiens kinesin family member protein KIF3A mRNA, complete cds//9.8e-30:676:6i// 
Hs.1 59228: AF041 853 

F-NT2RM40001 69//ESTs//2.0e-1 03:483:99//Hs.43729:AA497044 
F-NT2RM4000191//TRICHOHYALIN//0.011:324:60//Hs.82276:L09190 
25 F-NT2RM4000197//ESTs//1.5e-48:311:88//Hs.136144:W27744 

F-NT2RM4000199//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H. sap iens]//0. 13:322: 

61//HS.145088:AI221147 

F-NT2RM4000200 

F-NT2RM4000202//Homo sapiens mRNA for KIAA0288 gene, complete cds//0.0027:424:60//HS.9l400: 
30 AB006626 

F-NT2RM4000210//Homo sapiens mRNA for KIAA0712 protein, complete cds//4.4e-184:656:98//Hs.1 11138: 
AB018255 

F-NT2RM4000215//SET translocation (myeloid leukemia-associated)//0.0013:358:60//Hs.75055:M93651 
F-NT2RM4000229//Homo sapiens mRNA for KIAA0722 protein, complete cds//0.65:572:60//Hs.47061 :AF045458 
35 F-NT2RM4000233//ESTs//2.0e-37:269:85//Hs.148873:T33582 
F-NT2RM4000244//EST//0.83:319:57//Hs.162412:AA573439 

F-NT2RM4000251//ESTS, Weakly similartoCUTI PROTEIN [Schizosaccharomyces pombe]//1 .1 e-1 6:1 12:92//Hs. 
93841 :AA442297 

F-NT2RM4000265//Homo sapiens mRNA for alpha(1 ,2)fucosyltransferase, complete cds//1.8e-48:229:83//Hs. 
40 46328:087942 

F-NT2RM4000290//Human transducin-like enhancer protein (TLE3) mRNA, complete cds//2.5e-l54:609:93//Hs. 
31305:M99438 

F-NT2RM4000324//Homo sapiens hCPE-R mRNA for CPE-receptor, complete cds//0. 070: 460 :59//Hs. 5372: 
AB000712 

« F-NT2RM4000327//ESTs//0.019:269:60//Hs.153697:AI240707 

F-NT2RM4000344//ESTS, Highly similar to YME1 PROTEIN [Saccharomyces cerevisiae)//2.7e-83:432:95//Hs. 
12796:W278B4 . . 

F-NT2RM4000349//Human mRNA for KIAA0005 gene, complete cds//5.2e-53:666:68//Hs. 155291 :D13630 
F-NT2RM4000354//ESTS. Weakly similar to lethal(2)denticleless [D.melanogaster]//0.0078:55:92//Hs.59075: 
50 M023761 

F-NT2RM4000356//ESTs//1.0:225:60//Hs.161175:AI418425 ; . .. 

F-NT2RM4000366//Homo sapiens mRNA for KIAA0642 protein, partial cds//5.3e-1 35:628:99//Hs.81 52:AB01 4542 
F-NT2RM4000368//ESTs//4.9e-13:323:63//Hs.143695:AA662745 

F-NT2RM4000386//Human DNA sequence from clone 1 052M9 on chromosome Xq25. Contains the SH2D1 A gene 
55 ■ for SH2 domain protein 1 A, Duncan's disease (lymphoproliferative syndrome) (DSHP), part of a 60S Acidic Ribos- 
omal protein 1 (RPLP1) LIKE gene and part of a mouse DOC4 LIKE gene. Contains ESTs and GSSs//2.0e-72: 
843:68//Hs.23796:AL022718 ^ 

F-NT2RM4000395//Nitric oxide synthase 2A (inducible. hepatocytes)//0.63:166:65//Hs.946:X73029 
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F-NT2RM4000414//Homo sapiens XYLB mRNA for xylulokinase, complete CdS//4,9e-1 7:1 14:94//Hs. 137580: 

AB015046 

F-NT2RM4000421 

F-NT2RM4000425//Homo sapiens mRNA for KIAA0594 protein, partial Cds//1 .1e-42 :432:74//Hs. 154872: 
AB011166 

F-NT2RM4000433//Colony stimulating factor 3 receptor (granulocyte)//0.023:543:58//Hs.2175:M59820 
F-NT2RM4000457 

F-NT2RM4000471 //Human transcriptional corepressor hKAPl/TIFlB mRNA, complete Cds//0.060:178:631/Hs. 
66369:U95040 

F-NT2RM4000486//ESTs//9.2e-48:237:99//Hs. 1 60685: AI280004 
F-NT2RM4000496//ESTs//0.069:252:61//Hs.155958:AA573632 
F-NT2RM400051 1//EST//0.92:1 91 :58//Hs.61 51 7:AA02891 5 
F-NT2RM4000514 

F-NT2RM4000515//ESTs//7.3e-93:450:98//Hs.120975:AA034409 
F-NT2RM4000520//ESTs//0.13:183:65//Hs.144828:A1221305 

F«NT2RM4000531//ESTs, Highly similar to ZINC FINGER PROTEIN MLZ-4 [Mus musculus]//1.8e- 153:756:96// 
Hs.1 25870: AI364967 

F-NT2RM4000532//ESTs//7.7e-43:388:78//Hs.105665:H78987 

F-NT2RM4000534 

F-NT2RM4000585 

F-NT2RM4000590//Homo sapiens mRNA for KIAA0469 protein, complete Cds//1.2e-19:593:62//Hs.7764: 
AB007938 

F-NT2RM4000595//ESTS, Highly similar to HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III 
[Caenorhabditis elegans]//3.1e-104:532:96//Hs.6092:T75227 

F-NT2RM4000603//Human mRNA for KIAA0392 gene, partial Cds//1 .7e-15:305:68//Hs.40100:AB002390 

F-NT2RM4000611//EST//0.76:268:58//Hs.150031 :AI292068 

F-NT2RM4000616 

F-NT2RM4000674 

F-NT2RM4000689 

F-NT2RM4000698//Apolipoprotein E//1 .0:290:59//Hs. 76260 :M 12529 
F-NT2RM4000700 

F-NT2RM4000712//Homo sapiens ubiquitin hydrolyzing enzyme I (UBH1) mRNA, partial cds//3.5e-91 :744:77//Hs. 
42400:AF022789 

F-NT2RM4000717//ESTS, Highly similar to BONE MORPHOGENETIC PROTEIN 1 PRECURSOR [Mus musculus] 
//2.6e-1 63:771 :97//Hs.6823:W1 81 81 

F-NT2RM4000733//PUTATIVE TACHYKININ RECEPTOR//0.70:257:60//Hs.957:M84605 
F-NT2RM4000734//Homo sapiens mRNA for KIAA0760 protein, partial cds//1.2e-159:743:98//Hs.137168: 
ABO 18303 
F-NT2RM4000741 

F-NT2RM4000751//ESTS, Highly similar to ZINC FINGER PROTEIN MLZ-4 [Mus musculusJ//1.1e-75:388:96//Hs. 
112361 :R99396 

F-NT2RM4000764//ESTs//3.8e-104:539:95//Hs.24739:H67815 
F-NT2RM4000778//ESTs//1.5e-85:419:97//Hs.99838:AA204731 

F-NT2RM4000779//Homo sapiens mRNA for KIAA0451 protein, complete cds//1.8e-1 73:81 0:98//Hs. 18586: 
AB007920 

F-NT2RM4000787//EST//0.01 1 :1 82:65//Hs.1 59928:AA9691 86 

F-NT2RM4000790//Homo sapiens chromosome 19, cosmid R27216//4.5e-156:736:98//Hs.25817:AC005306 
F-NT2RM4000795//ESTS, Highly Similar to LIVER CARBOXYLEST ERASE PRECURSOR [Homo sapiens]//6.7e- 
1 9:1 60:80//Hs. 1 24902: AI337820 

F-NT2RM4000796//Human K+ channel subunit gene, complete cds//0.96:292:62//Hs.124212:M64676 
F-NT2RM4000798//ESTs//1.9e-34:271:82//Hs.128203:AA972301 . 

F-NT2RM400081 3//Homo sapiens snRNA activating protein complex 1 90kD subunit (SNAP1 90) mRNA, complete 

cdS//0.052:238:64//Hs: 1 1 3265:AF0323B7 

F-NT2RM4000820//ESTS//0.053:274:61//HS.23748:H16568 

F-NT2RM4000833 

F-NT2RM4000848//Human mRNA for KIAA0324 gene, partial Cds//0.97:374:61//HS.7841:AB002322 
F-NT2RM4000852//EST//1 .0:222:60//Hs.1 20354:AA71 8934 

F-NT2RM4000855//ESTS, Highly simitar to RAS-RELATED C3 BOTULINUM TOXIN SUBSTRATE 2 [Homo sapi- 
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ensl//4.4e-29:164:95//Hs.115095:AI392943 
F-NT2RM4000887 

F-NT2RM4000895//Homo sapiens HuUAPl mRNA for UDP-N-acetylglucosamine pyrophosphorylase, complete 

Cds//6.8e-22:407:64//Hs.21293:AB011004 

F-NT2RM4000950 

F-NT2RM4000971//ESTs//3.6e-27:142:100//Hs.130912:AI014546 

F-NT2RM4000979//Homo sapiens KIAA0415 mRNA, complete cds//3.7e-63:571:77//Hs.7289:AB007875 
F-NT2RM4000996//Zinc finger protein 3 (A8-51)//8.7e-34:381:67//Hs.2481:X78926 



F-NT2RM4001002//Homo 


sapiens 


mRNA 


for 


KIAA0729 


protein, 


partial 


Cds//1 .6e-1 71 :803:98//Hs.1 9542: 


AB018272 
















F-NT2RM4001016//Homo 


sapiens 


mRNA 


for 


KIAA0639 


protein, 


partial 


Cds//1 .1 e-126:584:99//Hs.1571 1 : 


ABO 14539 
















F-NT2RM4001032//Homo 


sapiens 


mRNA 


for 


KIAA0711 


protein, 


complete cds//4.8e-05:469:58//Hs.5333: 



AB018254 

F-NT2RM4001047//ESTS, Moderately Similar to M025 PROTEIN [M.muscu1us]//7.0e-56:340:92//Hs.87310: 
AI247543 

F-NT2RM4001054//HIGH AFFINITY IMMUNOGLOBULIN GAMMA FC RECEPTOR I "A FORM" PRECURSOR// 

0.79:142:69//Hs.77424:M63835 

F-NT2RM4001084 

F-NT2RM4001092//Human mRNA for KIAA0050 gene, complete cds//0.045:235:62//Hs.108947:D30758 
F-NT2RM4001116 

F-NT2RM4001140//Human engrailed protein (EN2) gene, 5' end//0.00029:225:61//Hs.134989:L12701 

F-NT2RM4001 1 51//ESTs//1 .1 e-07: 1 90:65//Hs. 1 51 691 : AA443730 

F-NT2RM4001155//ESTs//2.2e-12:181:74//Hs.128826:AI004145 

F-NT2RM4001160//EST//0.83:166:61//HS.117051:AA677351 

F-NT2RM4001187 

F-NT2RM4001 1 91//ESTS//1 -3e-42:248:93//Hs. 1 3475: R1 8220 
F-NT2RM4001200//Zinc finger protein 10 (KOX 1)//4.0e-68:799:69//Hs.2479:X78933 

F-NT2RM4001203//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds//1 ,4e-l 53:707:99//Hs. 
14934:AF004828 

F-NT2RM4001204//ESTS, Moderately similarto HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 INCHROMOSOME 
III [Caenorhabditis elegans)//0.1 9:291 :62//Hs.31582:AA877205 

F-NT2RM4001217//Homo sapiens nuclear matrix protein NRP/B (NRPB) mRNA, complete cds//7.0e-63:715:70// 
Hs.1 04925: AF0596 11 

F-NT2RM4001256//ESTS, Weakly similar to probable CBP3 protein homolog [C.elegans]//l.le-67:208:96//Hs. 
26676:AA033997 

F-NT2RM4001258//Homo sapiens mRNA for KIAA0481 protein, complete cds//0.0019:435:59//Hs.6360: 
AB007950 

F-NT2RM4001309//Human Chromosome 16 BAC clone ClT987SK-254P9//0.019:356:59//Hs.26971 :AC003003 
F-NT2RM4001313//H.sapiens mRNA for phosphatidylinositol 3-kinase//8.0e-79:474:B9//Hs.32971:Z46973 
F-NT2RM40013l6//ESTs//1.2e-14:126:84//Hs.154344:AA258335 

F-NT2RM4001320//Human mRNA for Neuroblastoma, complete cds//3.6e-43:642:66//Hs.87435:D89016 
F-NT2RM4001340//EST//0.40:135:70//Hs.161198:AI418988 

F-NT2RM4001344//ESTS, Highly similarto HYPOTHETICAL GTP-BINDING PROTEIN IN PMI40-PAC2 INTER- 
GENIC REGION [Saccharomyces cerevisiae]//0.0096:284:58//Hs.120997:R56714 

F-NT2RM4001347//ESTS, Weakly similar to weakly similar to ANK repeat region of Fowlpox virus BarnHI-orf7 
protein [C.elegans)//3.7e-52:252:100//Hs. 15301 :AA167818 
F-NT2RM4001371//EST//0.52:262:59//Hs.145991:AI277656 

F-NT2RM4001382//Homo sapiens RanBP7/importin 7 mRNA, complete cds//7.2e-169:790:98//Hs.5151: 

AF098799 

F-NT2RM4001384 

F-NT2RM4001410//ESTs//1.1e-47:290:91//Hs.72447:AAl60575 

F-NT2RM4001 411 //Homo sapiens mRNA for APS, complete Cds//2.5e-23:475:64//Hs.105052:AB000520 
F-NT2RM4001412 

F-NT2RM4001414//ESTS, Moderately similarto 18547_1 [H.sapiens]//5.2e-18:133:87//Hs.28209:AI073817 
F-NT2RM4001437//Human mRNA for KIAA0118 gene, partial cds//2.5e-42:611 :70//Hs. 154326: D42087 
F-NT2RM4001444 

F-NT2RM4001454//ESTs//3.9e-31:169:96//Hs.117982:AA644658 
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F-NT2RM4001455//ESTs//0.0054:48:100//Hs.14920:AA910914 

F-NT2RM4001483//ESTS, Weakly similar to ZINC FINGER PROTEIN ZFP-36 [H.sapiens]//1 .1e-71 :313:99//Hs. 
163754:AA587784 

F-NT2RM4001489//Homo sapiens mRNA for KIAA0685 protein, complete Cds//3.9e-157:724:99//Hs.1 53121 : 
5 AB014585 

F-NT2RM4001519//ESTs//0.66:264:59//Hs.139891:AA553619 

F-NT2RM4001522//ESTs, Weakly similar to D9481.12 gene product [S.cerevisiae]//1.3e-H4:536:99//Hs.88820: 

AA456247 

F-NT2RM4001557 

W F-NT2RM4001 565//ESTS//1 .7e-1 07:509:99//Hs. 1 461 39:AA731 487 

F-NT2RM4001566//Human phosphatidylinositol 3-kinase catalytic sub-unit pllOdeita mRNA, complete cds//1.0: 
255:60//Hs. 14207:1186453 

F-NT2RM4001 569//ESTS//1 .4e-86:41 7:98//Hs. 1 53044: AM 98859 
F-NT2RM4001582 
15 F-NT2RM4001592//EST//0.61:142:64//Hs.162900:AA664566 

F-NT2RM4001594//Homo sapiens mRNA for KIAA0522 protein, partial Cds//0.0072:484:60//Hs. 129892: 
AB0 11 094 

F-NT2RM4001597//ESTS, Moderately similar to red-1 [M.musculus]//2.3e-72:387:95//Hs.114722:AA448077 
F-NT2RM4001605//Homo sapiens mRNA for KIAA0791 protein, complete cds//1.1e-163:750:99//Hs.23255: 
20 AB018334 

F-NT2RM4001611//ESTS, Weakly similar to F25H9.6 [C.elegansJ//8.6e-05:91:79//Hs.24647:Wl9739 
F-NT2RM4001629//ESTs, Moderately similar to 55 KD ERYTHROCYTE MEMBRANE PROTEIN [Homo sapiens] 
//0.0042: 1 53:68//Hs. 1 1 4832: Al 1 47946 

F-NT2RM4001650//Human mRNA for KIAA0341 gene, partial cds//0.95:328:60//Hs.101761:AB002339 
25 F-NT2RM4001662//Human mRNA for KIAA0322 gene, partial CdS//8.3e-83:449:93//Hs.1 53685 :AB002320 

F-NT2RM4001666//ESTS//2. 1 e-1 1 :78:96//Hs.1 52446: AA555323 
F-NT2RM4001682//EST//0.027:145:70//Hs.133253:AI052638 
F-NT2RM4001710//ESTs//0.098:140:62//Hs.5796:AA767384 

F-NT2RM4001714//Human mRNA for KIAA0202 gene, partial Cds//2.2e-86:748:74//Hs.80712:D86957 
30 F-NT2RM4001715//ESTs//1.3e-104:490:99//Hs.127336:AI332905 

F-NT2RM4001731//Human involucrin mRNA//0.23:432:59//Hs.1 57091 :M13903 

F-NT2RM4001741//Human mRNA for KIAA0320 gene, partial cdS//6.9e-80:737:73//Hs.150443:AB002318 
F-NT2RM4001746//H.sapiens NF-H gene, exon 1 (and joined CDS)//2.1e-07:4l8:6l//Hs.75735:X15306 
F-NT2RM4001754//ESTS, Weakly similar to RETROVIRUS-RELATED POL POLYPROTEIN [Mus musculus]// 
35 2.0e-27:205:83//Hs.1 10601 :AA206719 

F-NT2RM4001758//H.sapiens mRNA for serine/threonine protein kinase EMK//2.1e-86:729:75//Hs.157199: 
X97630 

F-NT2RM4001776//Homo sapiens mRNA for KIAA0727 protein, partial cds//7.4e-175:803:99//Hs.39871: 
AB018270 

40 F-NT2RM4001783//ESTS, Weakly similar to T12D8.i [C.elegans]//3.1e-71:376:95//Hs.108396:AA1 60677 

F-NT2RM4001 81 0//Homo sapiens centrosomal Nek2-associated protein 1 (C-NAP1) mRNA, complete cds//0.99: 
446:58//Hs.27910:AF049105 

F-NT2RM4001813//Homo sapiens clone 24820 mRNA sequence//6.6e-14:249:70//Hs. 14631 2: AF070547 
F-NT2RM4001819//Cell division cycle 2-like 1 (PITSLRE proteins)//1 .4e-35:195:95//Hs.963:M37712 
45 F-NT2RM4001823//ESTS, Weakly similarto ZINC FINGER PROTEIN 91 [H.sapiens]//2.3e-40:252:90//Hs.119294: 

AI379442 

F-NT2RM4001828//Zinc fmger protein 157 (HZF22)//1 .8e-75:688:72//Hs.89897:U28687 
F-NT2RM4001836//NUCLEOBINDINPRECURSOR//0.0022:588:59//Hs.953 :M96824 
F-NT2RM4001841//ESTs//0.86:156:67//Hs.146276:AI214204 
50 F-NT2RM4001842//ESTS//0.20:191:62//HS.107657:AA126814 
F-NT2RM4001856 

F-NT2RM4001858//Human putative cerebral cortex transcriptional regulator T-Brain-1 (Tbr-1) mRNA, complete 
cds//8.0e-1 0:244:66//Hs.221 38:U49250 

F-NT2RM4001865//Homo sapiens mRNA for atopy related autoantigen CALC//2.3e-150:704:98//Hs.6l628: 
55 Y17711 

F-NT2RM4001876//Human mRNA for KIAA0231 gene, partial cds//9.le-44:621 :66//Hs.7938:D86984 
F-NT2RM4001880 

F-NT2RM4001905//ESTs//7.5e-11:137:75//Hs.86950:AI204212 
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F-NT2RM4001922//ESTs//2.5e-5l:291:93//Hs.26660:AI312633 

F-NT2RM4001930//Homo sapiens mRNA for putative glucosyltransterase, partial cds//0. 98:359 :57//Hs. 155356: 

AJ224875 

F-NT2RM4001938 

s F-NT2RM4001940//Homo sapiens timeless homolog mRNA, complete cds//3.6e-l72:808:98//Hs.l 18631: 

AF098162 

F-NT2RM4001953//Human mRNA for KIAA0118 gene, partial cds//5.0e-54:362:83//Hs.154326:D42087 
F-NT2RM4001965//ESTS, Weakly similar to KIAA0157 gene product is novel. [H.sapiens]//1.8e-65:337:96//Hs. 
130135:AA905493 

W F-NT2RM4001 969//ESTs//0. 00024:261 :63//Hs. 1 57579:AI31 2862 

F-NT2RM4001979//Homo sapiens mRNA for KIAA0798 protein, complete cds//3.2e-63:527:76//Hs. 159277: 
AB018341 

F-NT2RM4001984//EST//7.1e-05:235:61//Hs.105444:AA508082 

F-NT2RM4001987//Homo sapiens mRNA for KIAA0467 protein, partial cds//0.73:181 :65//Hs.11147:AB007936 
15 F-NT2RM4002013//ESTs//0.97:185:63//Hs.103345:AI302271 
F-NT2RM4002018//ESTs//2.5e-76:398:94//Hs.119544:T95601 
F-NT2RM4002034 

F-NT2RM4002044//ESTs//9.6e-83:41 0:97//Hs. 1 281 62:AA81 5048 
F-NT2RM4002054//EST//8.5e-1 2: 1 76:71//Hs. 137181: R569 1 2 
20 F-NT2RM4002055//Homo sapiens mRNA for KIAA0640 protein, partial cds//3.3e-1 73 :803:98//Hs. 153026: 

AB014540 

F-NT2RM4002062//ESTs, Weakly similar to ASPARTYL-TRNA SYNTHETASE [Thermus aquaticus thermophilus] 

//7.0e-94:396:94//Hs.59346: Al 1 26802 

F-NT2RM4002063 

25 F-NT2RM4002066//Homo sapiens OPA-containing protein mRNA, complete cds//1.le-74:889:69//Hs.85313: 

AF071309 

F-NT2RM4002067//ESTs//2.3e-34:455:69//Hs.118273:AA626040 

F-NT2RM4002073//lnsulin-like growth factor binding protein 2//3.2e-1 0:470:61 //Hs.162:X 16302 
F-NT2RM4002075//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//2.9e-24:58 8:61 //Hs. 
30 122967:AF059569 

F-NT2RM4002093//Polypyrimidine tract binding protein (hnRNP I) {alternative products}//9.2e-34:532:65//Hs. 
146459:X66975 

F-NT2RM40021 09//Homo sapiens mitotic centromere-associated kinesin mRNA, complete cds//0.99:408:62//Hs. 
69360:U63743 

35 F-NT2RM4002128//Homo sapiens mRNA for KIAA0642 protein, partial cdS//0.93:202:63//Hs.8152:AB014542 

F-NT2RM4002140//Human p300 protein mRNA, complete CdS//0.99:320:59//Hs.25272:U01877 
F-NT2RM40021 45//CARBOXYPEPTIDASE N 83 KD CHAIN//2.7e-06:388:59//Hs.73858: J051 58 
F-NT2RM4002146//ESTS, Highly similar to similar to mago nashi [H.sapiens]//l.6e-1 35 :646:97//Hs.1 04650: 
AI037879 

40 F-NT2RM40021 61//Homo sapiens laforin (EPM2A) mRNA, partial cds//1 .4e-1 50:763:95//Hs.22464:AF084535 

F-NT2RM4002174 

F-NT2RM4002189//Mucin2, intestinal/tracheal//0.087:298:61//Hs.315:L21998 

F-NT2RM4002194//Human semaphorin III family homolog mRNA, complete cds//7,3e-1 1 :454:60//Hs. 32981: 
U38276 

45 F-NT2RM4002205//EST//2.6e-21:270:71//Hs.120013:AA707454 

F-NT2RM4002213//Homo sapiens mRNA for KIAA0610 protein, partial cds//0.52:313:61//Hs.118087:AB011182 

F-NT2RM4002226//ESTs, Highly similar to GTPASE ACTIVATING PROTEIN ROTUND [Drosophila melanogaster] 

//8.4e-125:588:98//Hs.23900:U82984 

F-NT2RM4002251//ESTs//1.0:77:74//Hs.155135:AA910966 
50 F-NT2RM4002256//ESTs//7.5e-28:358:74//Hs.13356:AI205764 

F-NT2RM4002266//Human kinase Myt1 (Myt1) mRNA. complete cds//0.73:502:57//Hs.77783:AF01 41 18 

F-NT2RM4002278//EST//0.33: 1 38:63//Hs.1 44096:AI0321 80 

F-NT2RM4002281 

F-NT2RM4002287//ESTs//0.00037:55:98//Hs.11134:T62979 
55 F-NT2RM4002294//Human mRNA for KIAA0281 gene, complete cds//6.7e-50:511 :72//Hs.31463:D87457 

F-NT2RM4002301 

F-NT2RM4002323//ESTs//3.6e-09:105:87//Hs.131737:AI343331 
F-NT2RM4002339 
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F-NT2RM4002344//EST//0.16:166:64//Hs.128600:AA906454 

F-NT2RM4002373//Homo sapiens mRNA for KIAA0649 protein, complete cds//9.le-151:708:98//Hs.26163: 
AB014549 

F-NT2RM4002374//Homo sapiens mRNA for KIAA0720 protein, partial cds//0.0040:303:63//Hs.23741 :AB01 8263 

F-NT2RM4002383//ESTs//8.0e-16:153:7a//Hs.155243:N70293 

F-NT2RM4002390 

F-NT2RM4002398 

F-NT2RM4002409 

F-NT2RM4002438//ESTs, Weakly similar to probable CBP3 protein homolog [C.elegans]//l.le-55:282:96//Hs. 
26676:AA033997 

F-NT2RM4002446//Homo sapiens Clone 24574 mRNA sequence//0.59:339:60//Hs.18686:AF052151 
F-NT2RM4002452 

F-NT2RM4002457//Homo sapiens mRNA for epiregulin, complete cds//3.2e-25:228:81//Hs.115263:D30783 
F-NT2RM4002460//EST//1 .0:142:65//Hs.1 45370: AI252780 

F-NT2RM4002479//Homo sapiens RNA helicase-related protein mRNA, complete cds//8.9e-165:777:98//Hs. 
8765:AF083255 

F-NT2RM4002482//Homo sapiens mRNA for KIAA0691 protein, complete cds//7.3e-95:464:97//Hs.94781: 

AB014591 

F-NT2RM4002493 

F-NT2RM4002499//ESTs//1.3e-44:653:67//Hs.23790:N99347 

F-NT2RM4002504//Small inducible cytokine A5 (RANTES)//4.3e-30:225:83//Hs.1 55464 :AF0882 19 
F-NT2RM4002527//Human pre-B cell enhancing factor (PBEF) mRNA, complete cds//0.99:290:60//Hs. 154968: 
U02020 

F-NT2RM4002532//Human mRNA for KIAA0238 gene, partial cds//1 .0:232:61//Hs.82042:D87075 
F-NT2RM4002534//Homo sapiens angiotensin/vasopressin receptor All/AVP mRNA, complete cds//1 .0:100:70// 
Hs.159483:AF054176 

F-NT2RM4002558//Homo sapiens amphiphysin II mRNA, complete cds//0.1 7:393:61 //Hs.661 9:1184004 
F-NT2RM4002565//Homo sapiens mRNA for Asparaginyl tRNA Synthetase, complete cds//1 .0:226:60//Hs.84043: 
D84273 

F-NT2RM4002567//ESTS. Weakly similar to C17G10.1 [C.elegansy/3.3e-88:484:93//Hs.1 05837 :AA536 054 
F-NT2RM4002571//ESTS, Weakly similar to UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase [H.sa- 
piensl//0.059:1 21 :70//Hs.1 5541 3:AA429394 
F-NT2RM4002593//ESTs//1.0e-15:103:95//Hs.108920:W28151 

F-NT2RM4002594//Homo sapiens 26S proteasome regulatory subunit (SUG2) mRNA, complete Cds//1 .Oe-06: 
499:59//Hs.79357:D78275 

F-NT2RM4002623//ESTS//1 .2e-11 : 92 :92//Hs.1 64046 :T97402 

F-NT2RP1 00001 8//Homo sapiens mRNA for KIAA0687 protein, partial cds//2.0e-102:746:81//Hs.3628:AB01 4587 
F-NT2RP1000035//Homo sapiens mRNA for NSl-binding protein (NSl-BP)//3.7e-1 55:747 :96//Hs. 159597: 
AJ0 12449 

F-NT2RP1 000040//ESTS//1 .3e-58:338:92//Hs.1 7534:H1 6907 
F-NT2RPl000063//ESTs//0.0013:72:83//Hs.108196:W81647 

F-NT2RP1 000086//Human mRNA for KIAA0360 gene, partial cds//5.4e-1 85:548:91//Hs.79971 :X98834 
F-NT2RP1000101//Homo sapiens hook2 protein (HOOK2) mRNA, complete cds//0.33:247:61//Hs.30792: 
AF044924 
F-NT2RP 1000111 

F-NT2RP1000112//TTK protein kinase//3.2e-40:324:81//Hs.2052:M86699 
F-NT2RPl000124//ESTs//2.4e-42:268:89//Hs.146078:AI084025 

F-NT2RP1 0001 30//ESTS, Moderately similar to HEPATOMA-DERIVED GROWTH FACTOR [H.sapiens)//1 .4e-71 : 
382:94//Hs.1 27842: W38901 

F-NT2RP1000163//Homo sapiens cell cycle progression 2 protein (CPR2) mRNA, complete cds//2.1e-06:77:90// 
Hs.3760:AF011792 

F-NT2RP1000170//EST//0.68:130:63//Hs.146994:AI184430 

F-NT2RP1000174//Homo sapiens Clone 24432 mRNA sequence//8.3e-140:679:97//Hs.78019:AF070535 
F-NT2RP1000191//ESTS//1 .3e-71 :405:93//Hs.24054:N46499 . 

F-NT2RP1000202//H.sapiens mRNA for cytokine inducible nuclear protein//2.0e-05:591 :58//Hs.74019:X83703 
F-NT2RP1 000243 
F-NT2RP1 000259 

F-NT2RP1000272//Homo sapiens TLS-associated protein TASR-2 mRNA, complete cds//5.4e-109:528:97//Hs. 



2109 



EP 1 074 617 A2 



4214:AF067730 

F-NT2RP1000324//ESTs//3.4e-98:499:96//Hs.42530:N41661 

F-NT2RP1000326//Homo sapiens metaxin 2 (MTX2) mRNA, nuclear gene encoding mitochondrial protein, com- 
plete cds//1 .3e-148:693:98//Hs.31584:AF053551 

F-NT2RP1000333//Homo sapiens monocyte/macrophage Ig-related receptor MIR-10 (MIR cl-10) mRNA, com- 
plete cdS//0.28:328:60//Hs.22405:AF004231 

F-NT2RP1000348//Human plectin (PLEC1) mRNA, complete cds//0.018:337:62//Hs.79706:U53204 
F-NT2RP1000357 

F-NT2RP1000358//DYNAMIN-1//0.96:273:59//Hs.126:L07807 

F-NT2RP1000363//Homo sapiens mRNA for KIAA0638 protein, partial cds//3.2e-126:497:86//Hs.77864: 
AB014538 

F-NT2RP1000376//Homo sapiens calcium-independent phospholipase A2 mRNA, complete cds//5.9e-l 78:877: 
96//Hs.120360:AF064594 

F-NT2RP1 000409//ESTs//5.4e-59:41 5:83//Hs.1 40578:AA828031 

F-NT2RP1 00041 3//Homo sapiens mRNA for KIAA0587 protein, complete cds//3.0e-1 79:71 0:98//Hs.2 1862: 
AB011159 

F-NT2RP1 00041 6//ESTS, Highly similar to BONE MORPHOGENETIC PROTEIN 1 PRECURSOR [Mus musculus] 
//7.3e-177:857:97//Hs.6823:W18181 

F-NT2RP1 00041 8//Homo sapiens calcium -activated potassium channel (KCNN3) mRNA, complete cds//0 .46:222: 
60//Hs.89230:AF031815 

F-NT2RP1000439//EST//0.98:339:56//HS.137377:AA101603 

F-NT2RP1000443//Human SLP-76 associated protein mRNA, complete cds//1.0:356:59//Hs.58435:AF001862 
F-NT2RP1 000460 

F-NT2RP1000470//Human DNA from chromosome 19-specific cosmid R27090, genomic sequence//3.7e-134: 
665 : 96//HS . 1 43 1 87 : AC002985 

F-NT2RP1000478//Human beta-tubulin class III isotype (beta-3) mRNA, complete cds//6.2e-57:440:80//Hs. 
159154:1147634 

F-NT2RPl000481//ESTs//4.8e-21:154:87//Hs.17392:AA535102 
F-NT2RP1 000493 

F-NT2RP1 00051 3//ESTs//2.2e-71 :409:91//Hs.1 21 029:AA480977 

F-NT2RP1000522//Homo sapiens Clone DT1P1A11 mRNA, CAG repeat region//0.21:255:62//Hs.98834:U92992 
F-NT2RP1000547//H.sapiens mRNA for transmembrane protein rnp24//1 .9e-06:337:63//Hs.75914:X92098 
F-NT2RP1000574//Homo sapiens homeobox protein MEIS2 (MEIS2) mRNA, partial cds//1 .4e-82:295:92//Hs. 
104105:AF017418 

F-NT2RP1000577//Human sialoprotein mRNA, complete cds//0.014:235:65//Hs.121552:J05213 
F-NT2RP1000581//VON WILLEBRAND FACTOR PRECURSOR//1.6e-33:223:89//Hs.110802:X043B5 
F-NT2RP1000609//Homo sapiens chromosome 11, BAC CIT-HSP-31le8 (BC269730) containing the hFEN1 
gene//2.2e-49:506:73//H$.132898:AC004770 

F-NT2RP1000629//Human clathrin assembly protein 50 (AP50) mRNA, complete cds//3.6e-l9:556:62//H$. 

152936:D63475 

F-NT2RP1 000630 

F-NT2RP1000677//Human breast tumor autoantigen mRNA, complete sequence//2.4e-05:389:59//Hs.3844: 
U24576 

F-NT2RP1000688//ESTS, Weakly similar to T06E6.d [C.elegans]//2.5e-43:232:95//Hs.3487:AA425553 
F-NT2RP1000695//ESTS, Weakly similar to C27F2.7 gene product [C.elegans)//9.2e-53:312:90//Hs.7049: 
AI141736 

F-NT2RP1000701//Myogenic factor 3//0.81 : 1 86:63//Hs. 2834: AF0271 48 

F-NT2RP1000721//Homo sapiens mRNA for repressor protein, partial cds//4.0e-33:278:78//Hs.58l67:D306l2 
F-NT2RP1000730//ESTS, Weakly similar to putative p150 [H.sapiens]//6.2e-40:297:84//Hs.18122:AI338045 
F-NT2RP1000733//G1 to S phase transition 1//1.4e-31:286:76//Hs.2707:X17644 

F-NT2RP1000738//Homo sapiens Wolf-Hirschhorn syndrome candidate 2 protein (WHSC2) mRNA, complete 
Cds//2.6e-123:604:96//Hs.21771:AF101434 
F-NT2RP1 000746 
F-NT2RP1 000767 

F-NT2RP1000782//Human globin gene//3.6e-21:140:91//Hs.100090:M69023 
F-NT2RP1000796//H.sapiens mRNA for ROX protein//0.17:404:57//Hs.25497:X96401 

F-NT2RP1000825//Human DNA sequence from PAC 127B20 on chromosome 22q11.2-qter, contains gene for 
GTPase-activating protein similar to rhoGAP protein, ribosomal protein L6 pseudogene, ESTs and CA repeat// 
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2.7e-23:147:91//Hs,102336:Z83838 

F-NT2RP1000833//Homo sapiens cGMP phosphodiesterase A1 (PDE9A) mRNA, complete cds//5.4e- 143:424: 
96//Hs.18953:AF067223 

F-NT2RP1000834//ESTs//0.18:280:60//Hs.157215:AI332903 
5 F-NT2RP1000836//EST//0.60:103:66//HS.145708:AI267990 

F-NT2RP1000846//EST//1.2e-15:322:65//Hs.149925:AI288838 
F-NT2RP1000851//ESTs//6.1e-96:459:98//Hs.121586:AA423875 
F-NT2RP1000856//Human globin gene//6.7e-22:1 40:91 //Hs.100090:M69023 

F-NT2RP1000860//Horno sapiens KL04P mRNA, complete cds//2.2e-107:551:95//Hs.125156:AF064094 
10 F-NT2RPl000902//EST//1.8e-28:218:85//Hs.145258:AI218683 
F-NT2RPl000915//ESTs//8.8e-11:102:81//Hs.163740:AI248847 

F-NT2RP1 00091 6//ESTs, Weakly similar to coded for by C. elegans cDNA cm04e9 [C.elegansJ//2.2e-27: 159:94// 
Hs.122153:AA780270 

F«NT2RP1000943//Human hSIAH2 mRNA, complete cds//0.45:130:68//Hs.20191:U76248 
15 F-NT2RPl000944//EST//0.99:116:63//Hs.116633:AA668400 " 

F-NT2RP1000947//Human E2 ubiquitin conjugating enzyme UbcHSB (UBCH5B) mRNA, complete cds//2.7e-26: 
185:87//Hs.108332:U39317 

F-NT2RP1000954//Homo sapiens BACH1 mRNA, complete cds//0.81:329:56//Hs.1 54276: AB002803 
F-NT2RP1000958//ESTS//1 .3e-20:129:92//Hs.163740:AI248647 
20 F-NT2RP1000959//Ribosomal protein, large, P0//0.36:76:73//Hs.73742:M 17885 

F-NT2RP1 000966//NUCLEOLIN//1 .2e-72:353:9B//Hs.791 1 0:M60858 
F-NT2RP1000980//ESTs//1.6e-109:555:96//Hs.84429:N28866 

F-NT2RP1000988//Human chromosome 3p21.1 gene sequence//2.6e-73:665:80//Hs.82837:Ll3435 
F-NT2RP1001011 

25 F-NT2RP1 001 01 3//ESTs//3.4e-40:393:74//Hs.1 20206:AI0891 63 

F-NT2RP1 001014 

F-NT2RP1 001 033//Tubulin, gamma polypeptide/^. 00041 :313:59//Hs. 150785: M61 764 
F-NT2RP1001073//Glucocorticoid receptor//1 .0:204:61//Hs.75772:M10901 
F-NT2RP1001079//ESTs//1.0:174:62//Hs.158209:AI360531 
30 F-NT2RP1001080//Homo sapiens forkhead protein (FKHRL1) mRNA, complete cds//0.57:215:64//Hs. 14845: 

AF032886 

F-NT2RP10011 1 3//ESTs, Weakly similar to coded for by C. elegans cDNA CEESB82F [C.elegans)//1 .4e-65:293: 

95//Hs.32751:H38087 

F-NT2RP1001173 

35 F-NT2RP1001177//Homo sapiens histone macroH2A1.2 mRNA, complete cds//6.le-26:259:74//Hs.75258: 

AF054174 

F-NT2RP1001185//EST//1 .4e-27:266:77//Hs. 1 22245: AA781 524 
F-NT2RPl001199//ESTs//0.97:75:73//Hs.131498:AI022150 

F-NT2RP1001247//Human endometrial bleeding associated factor mRNA, complete cds//L6e-l9:i20:95//Hs. 
40 25195:U81523 

F-NT2RPl001248//ESTs//3.0e-21:143:93//Hs.157243:AI337094 

F-NT2RP1001253//PUTATIVE GLUCOSAMINE-6-PHOSPHATE ISOMERASE//1 .2e-89:344:93//Hs.3090: 
AJ002231 

F-NT2RP1001286//H.sapiens mRNA for adenosine triphosphatase, calcium//0.026:392:57//Hs.5541:Y15724 
45 F-NT2RP1001294 
F-NT2RP1001302 

F-NT2RP1001310//Homo sapiens creatine transporter mRNA, complete cds//3.6e-07:379:61//Hs.154503:U36341 
F-NT2RP1 001 31 1//ESTs//9.5e-73:403:93//Hs.24739:H678l 5 

F-NT2RP1001313//Homo sapiens chromosome 11, BAC CIT-HSP-3He8 (BC269730) containing the hFEN1 
so gene//3.1e-87:437:97//Hs.132898:AC004770 

F-NT2RP1 001 361//ESTS, Highly similarto NADH-UBIQUINONE OXIDOREDUCTASE SUBUNIT B1 4.5B [Bos tau- 

rus)//6.8e-1 01 :480:94//Hs.7501 7: AA1 66853 

F-NT2RP1 001 385//EST//0.86: 1 27:65//Hs.1 56304: AI336859 . 

F-NT2RP1001395//Homo sapiens stannin mRNA, complete cds//0.75:355:58//Hs.76691:AF070673 
55 F-NT2RP1001410//Thromboxane A2 receptor//1.0:157:63//Hs.89887:D38081 

F-NT2RP1001424//ESTs//5.3e-20:118:95//Hs.159792:R60700 
F-NT2RP1 001 432//ESTs//5.3e-20:1 1 8:95//Hs.1 59792: R60700 

F-NT2RP1001449//Homo sapiens clone 24733 mRNA sequence//5.7e-86:422:97//Hs.21970:AF052149 
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F-NT2RP1001457//H.sapiens DAP-kinase mRNA//0.40:231 :61//Hs.153924:X76104 
F-NT2RP1001466 

F-NT2RP1 001 475//ESTS//1 .2e-98:495:97//Hs.1 4347:AA287742 
F-NT2RP1001482 
5 F-NT2RP1001494 

F-NT2RP1001543//ESTs//1.2e-38:207:98//Hs.131063:AI016400 

F-NT2RP1001546//Homo sapiens mRNA for DAP-1 beta, complete cds//0.00077:254:64//Hs.75814:AB000277 
F-NT2RP1001569 

F-NT2RP1001616//Homo sapiens Tax interaction protein 1 mRNA, partial cds//2.5e-41 :496:74//Hs.12956:U90913 
10 F-NT2RP1 001 665//ESTs//9.4e-58:31 1 :96//Hs. 1 27391 :AA954420 

F-NT2RP2000001//Homo sapiens clone 617 unknown mRNA, complete sequence//4.7e-137:685:96//Hs.93677: 
AF091081 

F-NT2RP2000006//ESTS, Weakly similar to B0035.14 [C .elegansJ//8.2e-47:300:89//Hs.6473:AA853955 
F-NT2RP2000007//Human mRNA for KIAA0392 gene, partial cds//1 .1e-15:241 :68//Hs.40100:AB002390 
15 F-NT2RP2000008//Human mRNA for KIAA0065 gene, partial cds//1 .5e-29:526:66//Hs.70617:D31763 

F-NT2RP2000027//ESTS, Highly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens)// 

2.0e-26:214:82//Hs.140385:AA773359 

F-NT2RP2000032//ESTs//0.91:368:57//Hs.131209:AI038867 

F-NT2RP2000040//Homo sapiens mRNA for KIAA0747 protein, partial cds//6.le-78:383:97//Hs.8309:AB018290 
20 F-NT2RP2000045//Homo sapiens tumorous imaginal discs protein Tid56 homolog (TID1) mRNA, complete cds// 

7.8e-97:467:97//Hs.621 6:AF061 749 

F-NT2RP2000054//HOMEOBOX/POU DOMAIN PROTEIN RDC-1//1 ,0:110:70//Hs.74095:L20433 
F-NT2RP2000056//Human HPTP epsilon mRNA for protein tyrosine phosphatase epsilon//1 .2e-27:146:100//Hs. 
155991 :X541 34 

25 F-NT2RP2000067//Human DNA sequence from clone 1 052M9 on chromosome Xq25. Contains the SH2D1 A gene 
for SH2 domain protein 1A, Duncan's disease (lymphoproliferative syndrome) (DSHP), part of a 60S Acidic Ribos- 
omal protein 1 (RPLP1) LIKE gene and part of a mouse DOC4 LIKE gene. Contains ESTs and GSSs//8.le-4l: 
767:61//Hs.23796: AL02271 8 F-NT2RP2000070//Homo sapiens chromosome 5, BAC Clone 20301 3 (LBNL H1 55), 
complete sequence//6.5e-08:344:58//Hs.l 59402:AC005609 

30 F-NT2RP2000076//H.sapiens mRNA for TFIIAI/0.00023:356:62//Hs.121686:D14887 

F-NT2RP2000077//Homo sapiens growth arrest specific 11 (GAS11) mRNA, complete cds//6.8e-79:278:97//Hs. 
54877:AF050078 

F-NT2RP2000079//ESTS//1 .2e-36:202:94//Hs.1 7606:AI279879 

F-NT2RP2000088//Homo sapiens mRNA for KIAA0795 protein, partial cds//7.1e-160:752:98//Hs.22926: 
35 AB018338 

F-NT2RP2000091 
F-NT2RP2000097 

F-NT2RP2000098//ESTS//0.086:92:69//HS.159389:AI371963 

F-NT2RP2000108//Human mRNA for KIAA0392 gene, partial cds//1.4e-1 8:200 :77//Hs. 401 00: AB002390 
40 F-NT2RP2000114//Homo sapiens mRNA for GM3 synthase, complete cds//1.6e-11 5:551 :97//Hs. 17706: 

AB018356 

F-NT2RP2000120//ESTS, Weakly similar to HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME ill 
[C.elegansJ//0.019:72:81//Hs.5268:W22670 

F-NT2RP2000126//Homo sapiens chromodomain-helicase-DNA-binding protein mRNA, complete Cds//1 .4e-l20: 
45 607:96//Hs.159273:AF054177 

F-NT2RP2000133//Neuronal pentraxin II//0.0001 4:401 :61//Hs.3281:U291 95 

F-NT2RP2000147//Human clathrin assembly protein 50 (AP50) mRNA. complete cds//2.2e-18:559:60//Hs. 
152936:D63475 

F-NT2RP2000153//Homo sapiens splicing factor (CC1.3) mRNA, complete cds//0.33:85:70//Hs.256:L10910 
50 F-NT2RP2000157//ESTs//0.53:75:81//Hs.24885:R49291 

F-NT2RP2000161//ESTs//2.6e-06:89:84//Hs.21738:AI1B8190 

F-NT2RP2000173 

F-NT2RP2000175 

F-NT2RP20001 83//Homo sapiens mRNA for dihydropyrimidinase related protein 4, complete cds//0.001 8:324:58// 
55 Hs.100058:AB006713 

F-NT2RP2000195//ESTS, Weakly similar to C37E2.2 lC.elegans)//3.6e-37:233:90//Hs.56750:AI148761 

F-NT2RP2000205//ESTs//5.6e-58:31 7:93//Hs.49559:AA401050 

F-NT2RP2000208 
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F-NT2RP2000224//Homo sapiens hLRpi05 mRNA for LDL receptor related protein 105, complete Cds//0.0071: 
243:61//HS.143641 :AB009462 

F-NT2RP2000232//EST//0.0087: 1 87:62//Hs. i 51 024:Z39990 

F-NT2RP2000233//Homo sapiens Notch3 (NOTCH3) mRNA, complete cds//0.17:342:59//Hs.8546:U97669 
5 F-NT2RP2000239//Human mRNA for KIAA0380 gene, complete Cds//1 .0:227:60//Hs. 47822: AB002378 

F-NT2RP2000248//EST//0.49:1 1 7:70//Hs.61 01 6:AA01 971 9 

F-NT2RP2000257//Macrophage stimulating 1 (hepatocyte growth factor-like)//0.5l :227:60//Hs.30223:X90846 
F-NT2RP2000258//ESTs//3.1e-48:261:94//Hs.128230:AA972691 
F-NT2RP2000270//ESTs//2.9e-38:357:75//Hs.140329:AA714011 ' 
10 F-NT2RP2000274//ESTS//1 . 1 e-1 06:5 08 :98//Hs. 47646 :AA307599 

F-NT2RP2000283//EST//1.0:139:63//HS.128256:AA972910 
F-NT2RP2000288 
F-NT2RP2000289 

F-NT2RP2000297//Human repressor transcriptional factor (ZNF85) mRNA, complete cds//4.2e-60:744:70//Hs. 
is 37138:1135376 

F-NT2RP2000298//ESTs//6.1e-46:322:85//Hs.159490:AI123467 

F-NT2RP2000310//Human proline dehydrogenase/proline oxidase (PRODH) mRNA, complete cds//4.3e-13:140: 
80//Hs.58218:U823B1 

F-NT2RP2000327//ESTs//4.3e-18:108:98//Hs.126212:AI417006 
20 F-NT2RP2000328//ESTs//6.3e-88:437:96//Hs.127336:AI332905 

F-NT2RP2000329//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAU/6.6e-41 :607:66//Hs.101642: 
X60673 

F-NT2RP2000337//Homo sapiens neurocan (CSPG3) mRNA, complete cds//0.96:126:69//Hs.1 53706: AF026547 
F-NT2RP2000346//Homo sapiens apoptosis associated protein (GADD34) mRNA, complete cds//i .2e-l 30:627: 
25 97//Hs.76556:U83981 

F-NT2RP2000369//Homo sapiens mRNA for KIAA0630 protein, partial cds//0.56:464:57//Hs. 12259: AB0 14530 
F-NT2RP2000412//ESTS//1 .0:214:60//Hs.91226:AA649047 

F-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, complete cds//1.6e-67:375:93//Hs.608:L28010 
F-NT2RP2000420//ESTS, Moderately similar to zinc finger protein [H.sapiensl//3.9e-75:413:92//Hs.36779: 
30 AA626790 

F-NT2RP2000422//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds//6.7e-l 28:609: 
96//Hs.5819:AFl 02265 

F-NT2RP2000438//ESTs//1.3e-05:50:98//Hs.156532:AA913381 
F-NT2RP2000448//EST//1.1e-24:136:98//Hs.160402:AI393918 
35 F-NT2RP2000459//H.sapiens mRNA for imogen 38//1.9e-22:158:87//Hs.154655:Z68747 

F-NT2RP2000498//ESTS//1 .0e-1 7:181 :79//Hs.1 55243 :N 70293 
F-NT2RP2000503//ESTs//4.5e-41 :205:1 00//HS.62751 :AA765702 
F-NT2RP2000510 
F-NT2RP2000516 

<o F-NT2RP2000523//ESTs. Highly similar to APOUPOPROTEIN B MRNA EDITING PROTEIN [Rattus norvegicus] 

//3.2e-1 5: 1 67:75//Hs. 1 0984: AA806768 

F-NT2RP2000603//Homo sapiens mRNA for KIAA0572 protein, partial cdS//5.6e-38:196:98//Hs.14409:AB011144 
F-NT2RP2000617//Myosin, heavy polypeptide 6, cardiac muscle, alpha (cardiomyopathy, hypertrophic 1)//1.0: 
242:57//Hs.1 14001 :Z20656 

45 F-NT2RP2000634//Homo sapiens mRNA for Kl AA061 4 protein , partial CdS//4.2e-1 51 :732:97//Hs.731 4: AB01 451 4 

F-NT2RP2000644//ESTs//0.035:276:60//Hs.43660:N33174 
F-NT2RP2000656 

F-NT2RP2000658//ESTs//0.032:281:59//Hs.124853:AA420602. ; 
F-NT2RP2000668 

50 F-NT2RP2000678//ESTs//2.9e-16:31 0:65//Hs.126867:AI093453 

F-NT2RP2000704//ESTS. Highly similar to PUTATIVE SERINE/THREONINE-PROTEIN KINASE C41C4.4 IN 

CHROMOSOME II PRECURSOR [Caenorhabditis elegans)//2.4e-3i:233:78//Hs.1i4905:AA088442 

F-NT2RP2000710 

F-NT2RP2000715 
55 F-NT2RP2000731 

F-NT2RP2000758//EST//1.0e-14:199:71//Hs.162409:AA573242 

F-NT2RP2000764//ESTs, Weakly similar to NIFS-LIKE 54.5 KD PROTEIN [Saccharomyces cerevisiae]//l .6e-74: 
445:89//Hs.21 42 1 : AA9 1 1 739 
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F-NT2RP2000809//ESTS//1 .2e-36:235:89//H$.1 54580:N341 01 

F-NT2RP2000812//Homo sapiens pendrin (PDS) mRNA, complete cds//0.22:351:58//Hs.1 59275: AF030880 
F-NT2RP2000814 

F-NT2RP2000816//Homo sapiens mRNA for KIAA0610 protein, partial cds//1 .0:311:61//Hs.118087:AB011182 
5 F-NT2RP2000819 

F-NT2RP2000841//Human mRNA for KIAA0294 gene, complete cds//3.4e-28:390:70//Hs.20695:AB002292 
F-NT2RP2000842//Human lysophosphatidic acid receptor homolog mRNA, complete cds//9.5e-29:l67:94//Hs. 
75794: U808 11 

F-NT2RP2000845//ESTs//1.0e-83:403:98//Hs.156828:AI336850 
10 F-NT2RP2000863//ESTS. Highly similar to HYPOTHETICAL 36.7 KD PROTEIN C2F7.02C IN CHROMOSOME I 

[Schizosaccharomyces pombe]//6.4e-34:207:92//Hs.1 35235 :AI 08 1880 

F-NT2RP2000880//Homo sapiens mRNA for KIAA0741 protein, complete cds//7.7e-142:732:94//Hs.3615: 
AB018284 

F-NT2RP2000892//ESTs, Weakly similar to mitogen-activated kinase kinase kinase 5 [H.sapiensJ//0. 50: 189:65// 
15 Hs.46146:AA418097 

F-NT2RP2000931//MATRIN3//1.1e-130:610:98//Hs.78825:AB018266 

F-NT2RP2000932//Homo sapiens BAC clone GS166A23 from 7p21//5.5e-66:326:97//Hs.15144:AC005014 
F-NT2RP2000938//ESTs//1.8e-28:296:75//Hs.22822:H06408 

F-NT2RP2000943//Homo sapiens mRNA for KIAA0755 protein, complete cds//1.9e-113:533:98//Hs. 19822: 
20 AB018298 

F-NT2RP2000965//ESTs//5.3e-59:328:94//Hs.35575:R96494 
F-NT2RP2000970 

F-NT2RP2000985//ESTS, Weakly similar to HYPOTHETICAL 96.8 KD PROTEIN IN SIS2-MTD1 INTERGENIC 
REGION [Saccharomyces cerevisiae]//7.3e-76:385:96//Hs.21 875: AA243700 
25 F-NT2RP2000987//ESTs//5.6e-11:177:72//Hs.15776:T91944 

F-NT2RP2001036//ESTs//2.0e-55:352:88//Hs.1 22131 :AA789292 
F-NT2RP2001044//EST//0.069:267:60//Hs.102808:N67117 

F-NT2RP2001056//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//1.0e-145:696:97//Hs. 
67619:AB007957 
30 F-NT2RP2001065 

F-NT2RP2001070//Human mRNA for KIAA031 5 gene, partial cds//1.0:310:60//Hs.3989:AB002313 
F-NT2RP2001081 

F-NT2RP2001094//ESTs//0.0071:262:64//Hs.128115:AI356560 

F-NT2RP2001119//Small inducible cytokine A5 (RANTES)//2.2e-34:311:78//Hs.155464:AF088219 
35 F-NT2RP2001127//Human mRNA for KIAA0234 gene, complete cdS//3.5e-33:519:63//Hs.80358:U52191 

F-NT2RP2001137//ESTS, Highly similar to RAB GDP DISSOCIATION INHIBITOR ALPHA [Bos taurusJ//6.4e-34: 
201 :91//Hs.1 1 8470:AI336362 

F-NT2RP2001149//EST//3.9e-27:244:7B//Hs.1 62236: AA551 582 
F-NT2RP2001168//ESTs//0.0023:216:62//Hs.134938:AI091361 
40 F-NT2RP2001173//Homo sapiens mRNA for K1AA0480 protein, complete cds//7.4e-114:567:96//Hs.26247: 

AB007949 

F-NT2RP2001174//H.sapiens ZNF81 gene//0.21 :256:59//Hs.104020:X68011 
F-NT2RP2001196 

F-NT2RP2001 21 8//ESTS//1 . 1 e-65:337:96//Hs.1 1 571 0:AA524598 
45 F-NT2RP2001226//Guanylate cyclase 1 , soluble, alpha 2//0.030:395:59//Hs.2685:Z50053 

F-NT2RP2001233//Zinc finger protein 136 (clone pHZ-20)//4.4e-58:656:70//Hs.69740:U09367 
F-NT2RP2001245//EST//0.018:228:62//Hs.116798:AA633813 

F-NT2RP2001268//Homo sapiens mRNA for KIAA0810 protein, partial cds//8.1e-108:514:97//Hs.7531:AB01 8353 
F-NT2RP2001277//EST//0.42:127:66//Hs.42834:N20277 
50 F-NT2RP2001290//Homo sapiens alpha SNAP mRNA, complete cds//1 .8e-62:527:76//Hs.75848:U39412 

F-NT2RP2001295//ESTs//3.4e-29:90:100//Hs.1 23321 :AA81 0287 
F-NT2RP2001 31 2//ESTS//1 .0: 1 21 :61//Hs. 1 60261 : AI1 46387 

F-NT2RP2001327//Human B12 protein mRNA, complete cds//1.9e-30:359:71//Hs.76090:M80783 
F-NT2RP2001328//ESTs//5.2e-103:532:94//Hs.69476:AA628522 
55 F-NT2RP2001347//ESTs//4.3e-28:217:82//Hs.31775:H41883 

F-NT2RP2001366//ESTS, Weakly similar to ZK1 058.5 [C.elegans]//1 .8e-72:4l8:91//Hs.107039:W27244 
F-NT2RP2001378 

F-NT2RP2001381//ESTs//0.59:235:62//Hs.118569:AI377558 
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F-NT2RP2001392//Homo sapiens chromosome 5, BAC clone 203o13 (LBNL H155), complete sequence//0.2B: 
225:62//Hs.1 59402:AC005609 

F-NT2RP2001394//ESTs//8.3e-22:133:78//Hs.109655:AI1 89767 
F-NT2RP2001 397//ESTs//0.090:265:60//Hs. 1 52775: AA633088 
F-NT2RP2001420 

F-NT2RP2001423//ESTS, Weakly similar to hypothetical protein [H.sapiens]//0.030:443:59//Hs.140506:AA308018 

F-NT2RP2001427//EST//1.9e-19:174:79//Hs.132635:AI032875 

F-NT2RP2001436//EST//0.16:132:65//Hs.128265:AA972966 

F-NT2RP2001 440//Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptide// . 
9.8e-56:603:72//Hs.75544:Z82248 

F-NT2RP2001 445//ESTs//2.2e«26:1 93:B6//Hs.1 2861 0:AA50421 8 

F-NT2RP2001449 

F-NT2RP2001450 

F-NT2RP2001467 

F-NT2RP2001506 

F-NT2RP2001511//ESTS, Weakly similar to F48F7.1 [C.elegansJ//3.2e-83:409:98//Hs.1 56161:AI333779 
F-NT2RP2001520//Homo sapiens mRNA for mitochondrial carrier protein ARALAR1//6.4e-138:657:97//Hs.4277: 
Y14494 

F-NT2RP2001 526//EST//1 .0: 1 80:61 //Hs. 1 3631 1 : AA4371 34 

F-NT2RP2001536//Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds// 

5.2e-1 05:384:94//Hs.99742:AF035586 

F-NT2RP2001560 

F-NT2RP2001569//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//1 .4e-124:590:98//Hs. 
67619:AB007957 

F-NT2RP2001576//Erythrocyte membrane protein band 4.9 (dematin)//0.046:521:60//Hs.75936:U28389 
F-NT2RP2001581//EST//1.0:28:96//Hs.148002:AI264876 

F-NT2RP2001597//Casein kinase 2, alpha prime polypeptide//0.069:165:65//Hs.82201:M55268 
F-NT2RP2001601//Homo sapiens mRNA for KIAA0797 protein, partial Cds//2.3e-138:647:98//Hs.27197: 
AB018340 
F-NT2RP2001613 

F-NT2RP2001 628//EST$//4.9e-45:238:96//Hs.1 35222:AI082229 

F-NT2RP2001634//Homo sapiens alpha-catenin related protein (ACRP) mRNA, complete cds//4.9e- 124:604:96// 
Hs.58488:U97067 

F-NT2RP2001 660//Homo sapiens putative 1 3 S Golgi transport complex 90kD subunit brain-specific isoform mR- 
NA, complete cdS//1.3e-145:687:97//Hs.159558:AF058718 
F-NT2RP2001663//Enolase 1 , (alpha)//4.2e-38:372:74//Hs.675:M14328 
F-NT2RP2001675//X-LINKED HELICASE ll//0.040:454:58//Hs.96264:U72936 

F-NT2RP2001677//Homo sapiens mRNA for KIAA0771 protein, partial Cds//0.028:285:63//Hs.6162:AB018314 
F-NT2RP2001678//Homo sapiens semaphorin F homolog mRNA, complete cds//1 .7e-34:328:76//Hs.27621 : 
U52840 

F-NT2RP2001699//EST//0.029:94:68//Hs.125936:AA889091 

F-NT2RP2001720//ESTs, Highly similar to Rap2 interacting protein 8 [M.musculusl//1 .0:1 73:62//Hs.1 07361: 

Al 197870 

F-NT2RP2001721 

F-NT2RP2001740//Homo sapiens Rigui (RIGUI) mRNA, complete cds//0.58:403:57//Hs.8114:AF022991 
F-NT2RP2001748//Farnesyl diphosphate synthase (farnesyl pyrophosphate synthetase, dimethylallyltranstrans- 
ferase, geranyltranstransferase)//! .2e-19:151 :86//Hs.77393:D14697 

F-NT2RP2001762//Homo sapiens exonuclease 1a (EXOla) mRNA, complete_cds//5.2e-34:l 91 :96//Hs. 47504: 
AF091754 

F-NT2RP2001813//EST//0.46:183:57//Hs.144096:AI032180 
F-NT2RP200l839//EST//2.5e-12:86:94//Hs.133226:AI052250 

F-NT2RP2001861//Homo sapiens mRNA for paraplegin//0.068:146:71//Hs.78497:Y16610 
F-NT2RP2001869//Homo sapiens 2NF202 alpha (ZNF202) mRNA, complete Cds//0.0013:174:62//Hs.9443: 
AF027219 

F-NT2RP2001876//Allograft inflammatory factor 1 //2.2e-08:1 62 :67//Hs. 76364: Y 14768 
F-NT2RP2001883 

F-NT2RP2001898//75 KD INOSITOL-1 ,4,5-TRISPHOSPHATE 5-PHOSPHATASE PRECURSOR//3.0e-1 13:633: 
90//Hs.142189:M74161 
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F-NT2RP2001 900//EST//1 .9e-1 4: 1 32 :84//H$.1 30049 :AA902650 

F-NT2RP2001907//ESTS, Weakly similar to ankyrin 3, long form [H.sapiens]//0.37:263:62//Hs.106377:H29757 
F-NT2RP2001 926//ESTS//1 . 1 e-87:430:97//Hs.1 33487: AI393 754 
F-NT2RP2001936 
5 F-NT2RP2001943 

F-NT2RP2001946//ESTS//1 .0:110:69//Hs.7941 :AA894797 
F-NT2RP2001947 

F-NT2RP2001969//ESTs//3.3e-93:433:93//Hs.9622:W44489 

F-NT2RP2001976//Homo sapiens KIAA0432 mRNA, complete cds//0.20:238:63//Hs.155174:AB007892 
10 F-NT2RP2001985//Homo sapiens mRNA for KIAA0545 protein, partial cds//7.4e-05:235:62//Hs. 129943: 

AB011117 

F-NT2RP2001991//EST//0.0027:163:68//Hs.162458:AA579196 . 

F-NT2RP2002025//Homo sapiens mRNA for KIAA0756 protein, partial cds//3.2e-62:314:97//Hs.1 16604: 

AB018299 
15 F-NT2RP2002032 

F-NT2RP2002033//EST//1 .2e-1 6:224:74//Hs.1 50409 :AI 003543 

F-NT2RP2002041//EST//0.022:139:69//HS.127219:AA939336 

F-NT2RP2002046//ESTS//1 . 1 e-35:21 8:92//Hs.1 30678:R51 509 

F-NT2RP2002047//ESTS//0.43: 131 :64//Hs. 1 53939:AI2841 98 
20 F-NT2RP2002058//Homo sapiens mRNA for KIAA0741 protein, complete cds//0.96:137:71//Hs.3615:AB018284 

F-NT2RP2002066//Homo sapiens transmembrane receptor UNC5C (UNC5C) mRNA, complete cds//3.ie-36:509: 

66//Hs.44553:AF055634 

F-NT2RP2002070//ESTS//0.00027: 1 07:72//Hs.4852:R84241 

F-NT2RP2002076//Homo sapiens done 24804 mRNA sequence//3.4e^129:643:96//Hs.11039:AF052183 
25 F-NT2RP2002078//EST//1 .0:83:65//Hs.115996:AA609014 

F-NT2RP2002079//ESTs//6.2e-06:326:60//Hs.134202:AI313156 

F-NT2RP2002099//Homo sapiens mRNA for ElB-55kDa-associated protein//3.2e-112:533:97//Hs.155218: 
AJ007509 

F-NT2RP2002105//Homo sapiens serine threonine kinase 11 (STK11) mRNA, complete cds//6.1e-07:408:60//Hs. 
30 1 22755: AF032986 

F-NT2RP2002124//ESTS//1 .3e -90:45 9 :96//Hs. 142053: A A224286 

F-NT2RP2002137//ATPase, Ca++ transporting, plasma membrane 4//0.0032:3l9:59//Hs.995:M83363 
F-NT2RP20021 54//Homo sapiens mRNA f or C 1 7orf 1 protein//1 .0:1 49:65//Hs. 1 0021 7: AJ0081 1 2 
F-NT2RP2002172//EST//4.4e-14:276:67//Hs.148392:AI085314 
35 F-NT2RP2002185//ESTS, Weakly similar to ubiquitin S6(1) (D.melanogaster)//6.8e-61:354:91//Hs.1 09966: 

C06057 

F-NT2RP2002192//Human 75-kD autoantigen (PM-Sc1) mRNA, complete cds//3.7e-37:194:97//Hs.91728: 
M58460 

F-NT2RP2002193//Homo sapiens protein inhibitor of activated STAT protein PIASx-alpha mRNA, complete cds// 
40 6.8e-15:228:67//Hs.111323:AF077954 
F-NT2RP2002208 

F-NT2RP2002219//ESTs//0.0059:247:61//Hs.36495:AA151628 
F-NT2RP2002231//ESTs//0.29:167:637/Hs.112013:AI394318 

F-NT2RP2002235//H.sapiens mRNA for PHAPI2b protein//0.86:67:82//Hs.84264:U70439 
45 F-NT2RP2002252//Homo sapiens mRNA for KIAA0527 protein, partial cds//0.79:264:59//Hs.129748:AB011099 

F-NT2RP2002256//Homo sapiens retinoic acid hydroxylase mRNA, complete cds//2. 1 e*5 1:31 5 :89//Hs. 150595: 
AF005418 

F-NT2RP2002259//Human L-myc protein gene, complete cds//1.2e-26:343:71//Hs.92137:M19720 
F-NT2RP2002270//ESTS, Weakly similar to AF-9 PROTEIN [H.sapiensy/1 .3e-31 :206:88//Hs.4029:Z78373 
50 F-NT2RP2002292//ESTS//1 .3e-07:153:67//Hs.13533:H23079 

F-NT2RP200231 2//Homo sapiens CDP-diacylglycerot synthase 2 (CDS2) mRNA, partial cds//5.0e-95:467:96//Hs. 
24812:AF069532 

F-NT2RP2002316//ESTs//0.95:194:63//Hs.157214:AA805445 

F-NT2RP2002325//Homo sapiens peroxisomal biogenesis factor (PEXna) mRNA, complete cds//i .3e-i24:640: 
55 95//Hs.31034:AB015594 

F-NT2RP2002333//Protein-tyrosine kinase tyk2 (non-receptor)//1.0:257:60//Hs.75516:X54637 
F-NT2RP2002373 

F-NT2RP2002385//Homo sapiens synaptic glycoprotein SC2 spliced variant mRNA, complete cds//3.le- 139:673: 
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97//HS. 109051 :AF03895B 

F-NT2RP2002394//Human clone 23695 mRNA sequence//0.16:456:59//Hs.90798:U79289 
F-NT2RP2002408//HOMEOBOX/POU DOMAIN PROTEIN RDC-1//0.00069:265:65//Hs.74095:L20433 
F-NT2RP2002426//EST//4.3e-33:271:79//Hs.145743:At269098 
F-NT2RP2002439//ESTs//0.0041:129:68//Hs.1 46064: AA71 4326 

F-NT2RP2002442//ESTS, Weakly slmilarto similar to molybdoterin biosynthesis MOEB proteins [C.elegans]//5.6e- 
26:1 69:89//Hs.251 98: AA904265 

F-NT2RP2002457//ESTs//0.00031:121:71//Hs.134860:AI091436 

F-NT2RP2002464//Human mRNA for KIAA0086 gene, complete Cds//0.0013:207:63//Hs.1560:D42045 
F-NT2RP2002475//ESTS//1 .0:85:75//Hs. 1 55371 :AI1 39929 

F-NT2RP2002479//Homo sapiens mRNA for ABC transporter 7 protein, complete cds//7.6e-l25:607:96//Hs. 

125856:AB005289 

F-NT2RP2002498 

F«NT2RP2002503//Human zinc finger protein (FD2F2) mRNA, complete cds//2.2e-89:314:87//Hs. 102681:1195044 
F-NT2RP2002504//Homo sapiens mRNA for KIAA0791 protein, complete Cds//3. 8e- 159: 76 1:97//Hs. 23255: 
AB018334 

F-NT2RP2002520//RAB6. member RAS oncogene family//0.99:216:59//Hs.107563:M28212 
F-NT2RP2002537 

F-NT2RP2002546//EST//0.81 :161 :65//Hs.1 20562 :AA741 096 
F-NT2RP2002549//ESTs//0.76:228:61//Hs.146313:AA594979 

F-NT2RP2002591//Homo sapiens mRNA for KIAA0798 protein, complete Cds//2.9e-33:2B5:78//Hs.1 59277: 
AB018341 

F-NT2RP2002595//Adenylate cyclase 8 (brain)//0.39:377:59//Hs.2522:Z35309 

F-NT2RP2002606//Human Line-1 repeat mRNA with 2 open reading frames//6.4e-24:144:95//Hs.23094:M 19503 
F-NT2RP2002609//Human guanine nucleotide regulatory protein (timl ) mRNA, complete cds//1 .0: 1 20:68//Hs.334: 
U02082 

F-NT2RP2002618//H.sapiens mRNA for arginine methyltran'sf erase, splice variant, 1262 bp//4.3e-28:460:63//Hs. 

20521 :Y1 0805 

F-NT2RP2002621 

F-NT2RP2002643//Human p300/CBP-associated factor (P/CAF) mRNA, complete cds//0.0022:210:64//Hs. 
155302:U57317 

F-NT2RP2002672//ESTs//7.4e-30:226:84//Hs.94694:W52493 

F-NT2RP2002701//ESTS. Highly similar to HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III 
[Caenorhabditis elegans]//8.3e-56:278:97//Hs.1 09857:AA088385 
F-NT2RP2002706//CEREBELLIN 1 PRECURSOR//0.00042:367:61//Hs.662:M58583 

F~NT2RP2002710//Homo sapiens mRNA for KIAA0672 protein, complete Cds//8.0e-42:631 :65//Hs.6336: 

AB014572 

F-NT2RP2002727 

F-NT2RP2002736//ESTs//3.2e-67:336:97//Hs.86583:AA761 217 : 
F-NT2R P2002740//EST//1 . 0e-70:352:97//Hs . 1 451 68: Al 1 50297 

F-NT2RP2002741 //Human mRNA for Neuroblastoma, complete cds//2.4e-30:628:62//Hs.87435:D89016 
F-NT2RP2002750//Human mRNA for KIAA0331 gene, complete CdS//2.1e-29:285:75//Hs.1 46395 :AB002329 
F-NT2RP2002752//EST//2.2e-06:126:74//Hs.159913:AA862709 
F-NT2RP2002753//ESTs//4.3e-14:137:81//Hs.133478:T79705 

F-NT2RP2002769//Human plectin (PLEC1) mRNA, complete Cds//0.017:507:57//Hs.79706:U53204 

F-NT2RP2002778//EST//1.6e-57:319:93//Hs.147519:AI216407 

F-NT2RP2002800 

F-NT2RP2002839//ESTs//0.075:1 77:62//Hs.1 32445: AA921 763 

F-NT2RP2002857//ESTs//0.99:88:69//Hs.132104:AI382142 

F-NT2RP2002862 

F-NT2RP2002880 

F-NT2RP2002891//Homo sapiens mRNA for KIAA0673 protein, partial cds//1.0:237:62//Hs. 106487: AB0 14573 
F-NT2RP2002925//ESTS//1 .6e-33:31 8:77//Hs.1 6808:W22606 

F-NT2RP2002928//Homo sapiens pre-mRNA splicing factor (PRP17) mRNA, complete cds//3.9e-1 36:623:99//Hs. 
116674:AF038392 

F-NT2RP2002929//Homo sapiens ataxin-7 (SCA7) mRNA, complete Cds//0.24:158:65//Hs.108447:AJ000517 

F-NT2RP2002939 

F-NT2RP2002954 
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F-NT2RP2002959//Human E2 ubiquitin conjugating enzyme UbcHSB (UBCH5B) mRNA, complete cds//6.4e-2l: 

1 35:91//Hs.1 08332:U3931 7 

F-NT2RP2002979 

F-NT2RP2002980 

5 F-NT2RP2002986//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//7.8e-l 1:272:61 //Hs. 

122967:AF059569 

F-NT2RP2002987//ESTs//8.2e-20:99:82//Hs.138965:AI004740 
F-NT2RP2002993 

F-NT2RP2003000//Small inducible cytokine A5 (RANTES)//2.1e-46:353:81//Hs.155464:AF08B219 
10 F-NT2RP2003034//ESTs//1 .6e-08:263:66//Hs.1 64048:AA81 1 741 

F-NT2RP2003073//Human clone 230971 defective mariner transposon Hsmar2 mRNA sequence//4.6e -43:381: 
78//Hs.159176:U92019 

F-NT2RP2003099//TRICHOHYALlN//0.98:183:62//Hs.82276:L09190 

F-NT2RP2003108//H.sapiens nek2 mRNA for protein kinase//0.025:185:67//Hs.153704:UH050 
15 F-NT2RP20031 1 7//EST$//7.6e-30:21 9:88//Hs.1 53408:AA41 6633 

F-NT2RP2003121//ESTs//1.9e-13:158:73//Hs.129998:AI291379 

F-NT2RP2003125//Serum response factor (c-fos serum response element-binding transcription factor)//4.5e-06: 
556:57//Hs.1 55321 :J031 61 

F-NT2RP2003129//ESTs//0.095:218:63//Hs.70836:AA121544 
20 F-NT2RP2003137 

F-NT2RP2003157//Homo sapiens mRNA for KIAA0620 protein, partial cds//0.40:227:61//Hs.1 05958: AB01 4520 
F-NT2RP2003158//Homo sapiens mRNA for proteasome subunit p58, complete cds//5.7e-1 13:581 :93//Hs.9736: 
D67025 

F-NT2RP2003161//ESTs//0.0095:120:65//Hs.163532:Al424170 
25 F-NT2RP20031 64//EST//0. 1 1 :1 79:63//Hs.1 63299 :AA853944 

F-NT2RP2003165//Human mRNA for KIAA0355 gene, complete cds//1 .0e-39:342:79//Hs.153014:AB002353 

F-NT2RP2003177//ESTs//3.6e-80:414:96//Hs.4767:N91123 

F-NT2RP2003194//ESTs//5.4e-20:119:95//Hs.149531:AI393223 

F-NT2RP2003206//EST//0.095:1 82:60//Hs.88461 :AA278594 
30 F-NT2RP2003228//CDC21 HOMOLOG//9.3e-1 38:726:93//Hs.1 54443:X74794 

F-NT2RP2003230//ESTs//3.0e-1 0:239:62//Hs.1 63720 :AA526947 

F-NT2RP2003237//Human 53K isoform of Type II phosphatidyl in ositol-4-phosph ate 5-kinase (PIPK) mRNA, com- 
plete Cds//1 .3e-62:543:77//Hs.1 08966:1148696 

F-NT2RP2003243//Homo sapiens proline and glutamic acid rich nuclear protein isoform mRNA, partial cds//0.52: 
35 200:62//Hs.1 02732:11881 53 

F-NT2RP2003265 

F-NT2RP2003272//ESTs, Weakly similar to ubiquitin S6(1) [D.melanogaster]//5.8e-57:3l 3: 93//Hs. 109966: 
C06057 

F-NT2RP2003277//Homo sapiens mRNA for KIAA0625 protein, partial cdS//4.9e-147:714:96//Hs.154919: 
40 AB014525 

F-NT2RP2003280 

F-NT2RP2003286//Homo sapiens mRNA for KIAA0587 protein, complete CdS//0.0097:243:65//Hs.21862: 
AB011159 

F-NT2RP2003293//ESTs//5.5e-28:41 8:70//Hs.1 46227:AI269334 . 
45 F-NT2RP2003295//Homo sapiens RMP mRNA for RPB5 meidating protein, complete cds//2.0e-86:4l 6:97//Hs. 

7943:AB006572 

F-NT2RP2003297//EST//0.99:240:60//Hs.133228:AI052312 

F-NT2RP2003307//ESTs//5.6e-15:137:81//Hs.90020:AA442752 

F-NT2RP2003308 

50 F-NT2RP2003329//ESTS, Highly similar to HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III 

[Caenorhabditis elegans]//1.8e-102:532:95//Hs.6092:T75227 
F-NT2RP2003339//ESTs//0.13:166:63//Hs.149649:AI346765 / 
F-NT2RP2003347//ESTs//0.96:185:59//Hs.125003:H85963 ' 

F-NT2RP2003367//Human HSLIM15 mRNA for HsLim15, complete CdS//0.99:243:60//Hs.37181 :D64108 
55 F-NT2RP2003391 
F-NT2RP2003393 

F-NT2RP2003394//Homo sapiens Ran-GTP binding protein mRNA, partial cds//0.86:416:57//Hs.4976:AF039023 
F-NT2RP2003401 
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F-NT2RP2003433//ESTS, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 

familiaris]//3.7e-33:303:77//Hs.14038:R06800 

F-NT2RP2003445//EST//1 .7e-06: 1 54:65//Hs. 1 42843: R36893 

F-NT2RP2003446//Prostaglandin receptor, ep1 subtype//0.81:273:61//Hs.159360:L22647 
5 F-NT2RP2003456//EST//0.17:95:65//Hs.147190:AH93320 

F-NT2RP2003466//Homo sapiens chromosome 11, BAC ClT-HSP-3He8 (BC269730) containing the hFENi 
gene//4.3e-53:339:78//Hs.1 32874: AC004770 

F-NT2RP2003480//Calpain, small polypeptide//!. 1e-06:154:66//Hs. 74451 :X04106 
F-NT2RP2003499//Homo sapiens delta-catenin mRNA, complete cds//3. 1 e- 1 0:48 1:60//Hs. 80220 :U 96 136 

W F-NT2RP2003506 

F-NT2RP2003511//Spectrin, beta, non-erythrocytic 1//0.76:189:62//Hs.107164:M96803 
F-NT2RP2003513//Human mRNA for KIAA0270 gene, partial cds//8.3e-78:403:94//Hs.78482:Y 16270 
F-NT2RP2003517//Platelet-derived growth factor beta polypeptide (simian sarcoma viral (v-sis) oncogene ho- 
mology/! .3e-24:1 51 :95//Hs.1976:M 12783 

15 F-NT2RP2003522//Zinc finger protein 148 (pHZ-52)//1,1e-17:512:60//Hs.112180:AF039019 

F-NT2RP2003533//ESTS//1 .8e-76:373:98//Hs.1 40402:AI1 38765 
F-NT2RP2003543//ESTs//9.3e-65:363:92//Hs.70643:AA03001 0 
F-NT2R P2003559//ESTs//0.00037:93:77//Hs. 1 57564: AI35651 3 

F-NT2RP2003564//Sjogren syndrome antigen A1 (52kD, ribonucleoprotein autoantigen SS-A/Ro)//2.9e-28:664: 
20 63//Hs.1042:M62800 

F-NT2RP20O3567//Homo sapiens mRNA for KIAA0462 protein, partial cds//1.3e-11 4:541 :98//Hs. 129937: 
AB007931 

F-NT2RP2003581//EST//1.0:59:76//Hs.158575:AI368947 

F-NT2RP2003596//ESTS, Weakly similar to No definition line found [C.elegans]//1.3e-63:224:95//Hs.34627: 
25 AA1 26463 

F-NT2RP2003604//Homo sapiens alpha-catenin related protein (ACRP) mRNA, complete cds//1 .7e- 124:585:98// 
Hs.58488:U97067 

F-NT2RP2003629//ESTs//2.0e-1 03:535:95//Hs. 1 05633:AA4791 66 
F-NT2RP2003643//Kallmann syndrome 1 sequence//0. 85:21 6:61 //Hs. 8959 1:M97252 
30 F-NT2RP2003668//Homo sapiens haemopoietic progenitor homeobox HPX42B (HPX42B) mRNA, complete cds// 

9.4e-47:371:80//Hs.12523l:AF068006 

F-NT2RP2003687//EST//2.9e-14:134:80//Hs.132635:Al032875 
F-NT2RP2003691//ESTs//8.2e-47:296:83//Hs.138852:AA284247 

F-NT2RP2003702//DNA POLYMERASE EPSILON, CATALYTIC SUBUNIT A//0.85:1 90:6 1//Hs. 18366 109561 
35 F-NT2RP2003704//ESTS, Weakly similar to putative pl50 [H.sapiens)//5.1e-44:269:91//Hs.139757:N95271 

F-NT2RP2003706//Homo sapiens mRNA for KIAA0525 protein, partial cds//8.3e-110:518:98//Hs.78494: 

AB011097 

F-NT2RP2003713 

F-NT2RP2003714//Homo sapiens hematopoietic cell derived zinc finger protein mRNA, complete cds//2.7e-56: 
40 252:83//Hs.86371 : AF0541 80 

F-NT2RP2003727//EST//0.52:277:59//Hs.69507:AAl11879 

F-NT2RP2003737//Human E2 ubiquitin conjugating enzyme UbcH5C (UBCH5C) mRNA, complete cds//4.0e-55: 
584:71//Hs.118797:U39318 
F-NT2RP2003751 
45 F-NT2RP2003760 
F-NT2RP2003764 
F-NT2RP2003769 

F-NT2RP200377Q//RETINOBLASTOMA BINDING PROTEIN 3//0. 58: 247: 59//Hs .96055: U47677 
F-NT2RP2003777 

50 F-NT2RP2003781//ESTS. Weakly similar to C47D12.3 [C.elegans]//3.7e-63:356:92//Hs.16131 :AA568689 

F-NT2RP2003793//ESTs//4.8e-68:392:92//Hs.93949:AA782955 
F-NT2RP2003825//ESTs//7.6e-79:232:98//Hs.14347:AA287742 

F-NT2RP2003840//DNAJ PROTEIN HOMOLOG HSJ1//0.95:300:59//Hs.77768:X63368 
F-NT2R P2003857//EST//1 .0:11 2:62//Hs. 1 392 1 6: AA244425 
55 F-NT2RP2003859 

F-NT2RP2003871//ESTs//2.5e-44:222:99//Hs.146295:AA935780 
F-NT2RP2003885 

F-NT2RP2003912//ESTS, Weakly similar to G2-SPECIFIC PROTEIN KINASE NIMA tEmericelta nidutans]//2.2e- 
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113:632:92//Hs.50072:Al378221 

F-NT2RP2003952//ESTS, Moderately Similar to 60S RIBOSOMAL PROTEIN L32 [H.sapiens]//1 .0:146:67//Hs. 
1 56920: AA489296 

F-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquitin specific protease, complete cds//6.8e-30:l 65:96//Hs. 
5 35086:AB014458 

F-NT2RP2003976//Homo sapiens mRNA for KIAA0447 protein, complete cdS//7.9e-116:610:94//Hs.7302: 
AB007916 

F-NT2RP2003981//Homo sapiens mRNA for Kl AA0804 protein , partial Cds//3.2e-1 61 :783:96//Hs.731 6: AB01 8347 
F-NT2RP2003984 

10 F-NT2RP2003986//ESTs//1.3e-39:296:83//Hs.152482:AI050036 

F-NT2RP2003988//Thiopurine S-methyltransferase//7. 1 e-44:532:70//Hs.5 1 1 24: AF01 9369 
F-NT2RP2004013//ESTS, Highly similar to TRANSCRIPTION FACTOR BTF3 [Homo sapiens]//7.0e-1 04:556:93// 
Hs.111081:AI380378 
F-NT2RP2004014 

is F-NT2RP2004041//Homo sapiens chromosome l9,cosmid Fi7l27//6.0e-l1:l20:80//Hs.10H6:AC004780 

F-NT2RP2004042 

F-NT2RP2004066//Homo sapiens zinc finger protein (ZnF20) mRNA, complete cds//0.80:292:61//Hs.1147: 
AF011573 

F-NT2RP2004081//ESTs//5.7e-87:427:96//Hs.102296:AI217942 
20 F-NT2RP2004098//Homo sapiens leucine-rich repeat protein SHOC-2 (SHOC-2) mRNA, complete cds//0.15:199: 

60//Hs.104315:AF054828 

F-NT2RP2004124//Homo sapiens mRNA for ephrin-A2//0.98:233:59//Hs. 158306: AJ007292 
F-NT2RP2004142 

F-NT2RP2004152//ESTs//5.7e-35:187:96//Hs.98977:AA625872 
25 F-NT2RP2004165//Homo sapiens serine kinase SRPK2 mRNA, complete cds//0.69:l76:63//Hs.78353:U88666 

F-NT2RP2004170//ESTs//3.9e-05:380:61//Hs.143748:AI419966 
F-NT2RP2004172//ESTs//5.8e-18:104:99//Hs.157031:AI343501 

F-NT2RP2004187//ESTS, Moderately similar to zinc finger protein [H.sapiens]//I.7e-16:276:67//Hs.36779: 
AA626790 

30 F-NT2RP2004194//Human p300/CBP-associated factor (P/CAF) mRNA, complete cds//1 .0:1 24:69//Hs. 155302: 

U57317 

F-NT2RP2004196 

F-NT2RP2004207//ESTs//3.8e-11:92:88//Hs.22678:AA604756 

F-NT2RP2004226//ESTS, Weakly Similar to teg292 protein [M.musculus}//1 .8e-80:386:98//Hs.68791 :AA527270 
35 F-NT2RP2004232//Protein kinase C, mu//3.9e-36:446:67//Hs.2891 :X75756 

F-NT2RP2004239//ESTS//0. 1 2: 1 96:6 1 //Hs. 1 27209: AA976680 
F-NT2RP200424G//EST//1 -0:134:63//Hs.1 04466:AA282536 

F-NT2RP2004242//Homo sapiens Nck-2 (NCK2) mRNA, complete Cds//0.27:313:59//Hs.1 29725 :AF047487 
F-NT2RP2004245//ESTs, Weakly similar to No definition line found [C.elegans]//8.2e-5l :474:74//Hs. 108990: 
40 N25951 

F-NT2RP2004270//MUELLERIAN INHIBITING FACTOR PRECURSOR/71 .6e-06:490:60//Hs.12432:AC005263 
F-NT2RP2004300//1-PHOSPHATIDYUNOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE BETA 3//0.35: 
157:67//Hs.37121 :Z37544 

F-NT2RP2004316//Homo sapiens EXT-like protein 2 (EXTL2) mRNA, complete Cds//1.5e-151:735:97//Hs.61152: 
« AF000416 

F-NT2RP2004321//ESTs//2.6e-64:385:88//Hs.133128:W27735 

F-NT2RP2004339//ESTs//3.3e-46:338:83//Hs.1 45091 :AA814510 

F-NT2RP2004347//ESTs//1.0:164:61//Hs.134469:AA731632 ' 

F-NT2RP2004364//ESTs//2.9e-70:366:95//Hs.14928:AA256202 
50 F-NT2RP2004365 

F-NT2RP2004366//Homo sapiens mRNA for DFFRY protein, abundant transcript//©. 60:295 :57//Hs. 39 163: 

AF000986 

F-NT2RP2004373 

F-NT2RP2004389//ESTS, Highly Similar to HYPOTHETICAL 70.7 KD PROTEIN F09G8.3 IN CHROMOSOME III 
55 [Caenorhabditiselegans]//3.3e-97:477:98//Hs.30490:AA146916 
F-NT2RP2004392//ESTs//2.6e-61:305:98//Hs.43100:AAl 86588 

F-NT2RP2004396//Homo sapiens BAC Clone RG135C18 from 7q21//1 .4e-174:875:95//Hs.152759:AC005164 
F-NT2RP2004399//ESTS. Weakly similar to K01H 12.1 [C.elegans]//1 .2e-92:5 19:91 //Hs. 13275 :AI34 1468 
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F-NT2RP2004400//EST//0.018:150:65//Hs.158739:AI375367 
F-NT2RP2004412 

F-NT2RP2004425//EST//0.049:145:64/Hs.160759:R36944 
F-NT2RP2004463//ESTS//1 .5e-40:207:98//Hs.98057:Cl 5687 
5 F-NT2RP2004476//Homo sapiens TWiK-related acid-sensitive K+ channel (TASK) mRNA, complete cds//0.45: 

208:61//Hs.24040:AF006823 
F-NT2RP2004490 

F-NT2RP2004512//ESTs//0.0012:330:61//Hs.70258:AI091203 

F-NT2RP2004523//Human high-affinity copper uptake protein (hCTR1) mRNA, complete cds//l .3e-29:270:79// 
10 Hs.7361 4:1183460 

F-NT2RP2004538//Homo sapiens mRNA for KIAA0591 protein, partial cds//4.6e-1 39:687 :96//Hs.1 29908: 
AB011163 

F-NT2RP2004551//ESTs//0.0075:285:62//Hs.149442:AI346891 

F-NT2RP2004568//Homo sapiens antigen NY-CO-16 mRNA, complete cds//8.8e-06:291:61//Hs. 132206: 
15 AF039694 

F-NT2RP2004580//Small inducible cytokine A5 (RANTES)//1.2e-45:334:82//Hs.155464:AF088219 
F-NT2RP2004587//Homo sapiens mRNA for KIAA0766 protein, complete cds//0.98:136:64//Hs.28020:AB01 8309 
F-NT2RP2004594//ESTS, Highly similar to MKR2 PROTEIN [Mus musculus)//1 .0:104:68//Hs.125729:N99898 
F-NT2RP2004600//Homo sapiens mRNA for Hrs, complete cds//0.20:260:60//Hs.24756:U43895 
20 F-NT2RP2004602//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.0e-59: 

273:93//Hs.12845:N28835 

F-NT2RP2004614//EST//0.99:103:68//Hs.148738:AI224908 

F-NT2RP2004655//Homo sapiens mRNA for leucine rich protein//8.4e-104:496:98//Hs.5198:AJ006291 
F-NT2RP2004664//Homo sapiens mRNA for KIAA0460 protein, partial cds//5.2e-155:728:98//Hs.29956: 
25 AB007929 

F-NT2RP2004675//EST//0.65:151:62//Hs.130504:AI003839 
F-NT2RP2004681 

F-NT2RP2004689//Homo sapiens mRNA for KIAA0625 protein, partial Cds//4.1e-61:327:94//Hs.154919: 
AB014525 

30 F-NT2RP2004709//ESTs//2.2e-05:98:77//Hs.161898:AA286942 
F-NT2RP2004710//ESTs//0.0035:76:82//Hs.108470:R93780 

F-NT2RP2004736//Homo sapiens mRNA for KIAA0478 protein, complete cds//2.1e-118:582:96//Hs.4236: 
AB007947 

F-NT2RP2004743//EST//0. 1 1 :1 70:64//Hs.1 1 2670: AA609242 
35 F-NT2RP2004767//EST//1 .5e-09:303:65//Hs.1 48374: AA948 163 

F-NT2RP2004768//ESTS, Highly similar to SERIN E/THREONINE-PROTEIN KINASE PAK [Rattus norvegicus)// 
3.7e-110:548:96//Hs.85768:W16504 

F-NT2RP2004775//Homo sapiens transcriptional regulatory protein p54 mRNA, complete cds//0.025:547:57//Hs. 
107474:AF045451 

40 F-NT2RP2004791 //Human endosome-associated protein (EEA1) mRNA, complete cds//0.99:121:64//Hs.2864: 

L40157 

F-NT2RP2004799//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds// 
4.9e-118:594:95//Hs.40820:AF058953 
F-NT2RP2004802//ESTs//5.6e-16:116:91//Hs.153841:N36043 
« F-NT2RP2004816//Homo sapiens H beta 58 homolog mRNA, complete Cds//6.8e-103:495:97//Hs.67052: 

AF054179 

F-NT2RP2004841//Human transposon-like element mRNA//3.0e-70:5l9:83//Hs.84775:M23161 
F-NT2RP2004861//ESTs//6.7e-89:427:98//Hs.132980:AI290258 
F-NT2RP2004897//ESTs//6.4e-81 :431 :94//Hs.1 30961 :N791 11 
50 F-NT2RP2004933//Homo sapiens mRNA for ZIP-kinase, complete cds//6.5e-84:4l8:95//Hs.256l9:AB0071 44 

F-NT2RP2004936 
F-NT2RP2004959 

F-NT2RP2004961//Human mRNA for KIAA0065 gene, partial cds//7.2e-26:456:66//Hs.70617:D31763 
F-NT2RP2004962//EST//2.8e-15:242:69//Hs.146794:AI149478 
55 F-NT2RP2004967//ESTs//0.0022:218:63//Hs.131987:AI239735 

F-NT2RP2004978//Homo sapiens mRNA for KIAA0458 protein, complete CdS//1 .0:21 8:61//Hs.7414:AB007927 
F-NT2RP2004982//Human kinesin-like spindle protein HKSP (HKSP) mRNA, complete cds//0.13:260:60//Hs. 
41723:U37426 



2121 



EP1 074 617 A2 



F-NT2RP2004985//Human mRNA for KIAA0144 gene, complete CdS//4.8e-22:431 :65//Hs.8127:D63478 
F-NT2RP2004999 

F-NT2RP2005000//Homo sapiens hyperpolarization-activated channel 1 (IH1) mRNA, partial cds//0.99:269:58// 
Hs.124161:AF065164 

5 F-NT2RP2005001//Homo sapiens mRNA for KIAA0615 protein, complete cds//1 . 9e-1 60 :782:97//Hs. 155972: 

AB014515 

F-NT2RP2005003//H .sapiens Staf50 mRNA//9.9e-44:430:75//Hs.68054:X82200 

F-NT2RP2005012//Homo sapiens SEC63 (SEC63) mRNA, complete CdS//4.5e-1 00:501 :96//Hs.31575:AF100141 
F-NT2RP200501 8//Arachidonate 5-lipoxygenase//1 .0:232:58//Hs.89499:J03600 

10 F-NT2RP2005020//ESTS//1 .2e-06:61 :1 00//HS.1 061 60:AA527433 

F-NT2RP2005022//Eukaryotic translation initiation factor 3 (elF-3) p36 subunit//0.095:271 :60//Hs.1 39745:U39067 
F-NT2RP2005031//Homo sapiens mRNA for SCP-1 . complete CdS//0.99:338:61//Hs.112743:D67035 
F-NT2RP2005037//Homo sapiens mRNA for repressor protein, partial cds//0.098:217:60//Hs.58167:D3061 2 
F-NT2RP2005038//Homo sapiens protease-activated receptor 4 mRNA, complete cds//0.22:498:59//Hs. 137574: 

15 AF055917 

F-NT2RP2005108//EST$//0.74:145:63//Hs.116557:AA657838 

F-NT2RP2005116//Homo sapiens mRNA for KIAA0664 protein, partial cds//6.4e-105:495:98//Hs.22616: 
AB014564 

F-NT2RP2005126//H.sapiens mRNA for RNA helicase (Myc-regulated dead box protein)//9.2e-29:l57:98//Hs. 
20 100555:X98743 

F-NT2RP2005139//ESTs//2.6e-91:479:95//Hs.1 25037 :W42803 
F-NT2RP2005140//ESTs//0.81:308:59//Hs.27308:AA534947 

F-NT2RP2005144//Homo sapiens tubby like protein 3 (TULP3) mRNA, complete cds//8.3e-91 :447;96//Hs. 132226: 
AF045583 
25 F-NT2RP2005147 

F-NT2RP2005159//ESTS//1 .5e-44:242:94//Hs.109819:AI357582 

F-NT2RP2005162//ESTS, Weakly similar to Y53C12A.3 [C.elegans)//0.97:80:73//Hs.107747:AI357868 
F-NT2RP2005168//Homo sapiens mRNA for ElB-55kDa-asS0Ciated protein//4.4e-127:633:96//Hs.155218: 
AJ007509 

30 F-NT2RP2005204//H.sapiens 5T4 gene for 5T4 Oncofetal antigen//0.0034:187:66//Hs.82128:AJ0l2l59 

F-NT2RP2005227//Homo sapiens PAC clone DJ0905J08 from 7pl2-pl4//1.3e-66:340:95//Hs.8173:AC005189 
F-NT2RP2005239//EST//1.3e-05:215:66//Hs.129528:AA994783 

F-NT2RP2005254//H.saptens mRNA for PHAPI2b protein//1 .0:101 :71//Hs.84264:U70439 
F-NT2RP2005270//Homo sapiens creatine transporter mRNA, complete cds//0 .56: 114:68//Hs. 154503:1136341 
35 F-NT2RP2005276//Homo sapiens acyl-CoA synthetase 4 (ACS4) mRNA, complete Cds//1 .2e-40:594:65//Hs. 
81452:AF030555 

F-NT2RP2005287//ESTs//8.2e-07:1 75:70//Hs.1 1 71 34:AI383932 

F-NT2RP2005288//Homo sapiens RCCMike G exchanging factor RLG mRNA, complete cds//2.3e-l 23:604:96// 
Hs.27007:AF060219 

40 F-NT2RP2005289//Homo sapiens mRNA for XPR2 protein//1 .3e-141 :670:98//Hs.44766:AJ007590 

F-NT2RP2005293//EST//1.9e-50:254:98//Hs.162017:AA505833 

F-NT2RP2005315//Homo sapiens mRNA for KIAA0676 protein, partial CdS//3.6e-97:483:96//Hs.1 15763: 
AB014576 

F-NT2RP2005325//Human LIM-homeobox domain protein (hLH-2) mRNA, complete cds//2.6e-23:166:90//Hs. 
45 1569:1111701 

F-NT2RP2005336//Homo sapiens snRNA activating protein complex 1 90kD subunit (SNAP190) mRNA, complete 
cds//0.016:353:62//Hs.113265:AF032387 

F-NT2RP2005344//Homo sapiens mRNA for KIAA0566 protein, partial cds//2. 8e-30:456:66//Hs. 44697: AB01 1138 
F-NT2RP2005354//ESTS//0.71 :1 92 :60//Hs. 39063 :AA708958 
so F-NT2RP2005358//Homo sapiens methyl-CpG binding protein MBD3 (MBD3) mRNA, complete cds//1.4e-100: 

489:96//Hs.1 07254 :AC005943 

F-NT2RP2005360//ESTs//8.2e-35:190:95//Hs.163038:AA700122 

F-NT2RP2005393//Homo sapiens CTG26 alternate open reading frame mRNA, complete cds//0.87:244:59//Hs. 
113252:U80761 
55 F-NT2RP2005407 

F-NT2RP2005436//Homo sapiens mRNA for KIAA0561 protein, partial cds//0.28:338:57//Hs.6189:AB011133 

F-NT2RP2005441//ESTs//3.3e-45:238:96//Hs.5209:AA780068 

F-NT2R P2005453//ESTS//2. 1 e-20:1 1 5:99//Hs. 1 33087: AI091 1 64 
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F-NT2RP2005457//ESTS, Highly similar to NADH-UBIQUINONE OXIDOREDUCTASE SUBUNIT B1 4.5B [Bos tau- 

rusJ//8.5e-48:295:90//Hs.75017:AA1 66853 

F-NT2RP2005464//ESTs//2.0e-99:495:96//Hs.3530:AA808243 

F-NT2RP2005465//V-crk avian sarcoma virus CT10 oncogene homolog//0.032:176:64//Hs.16:D10656 
F-NT2RP2005472//ESTS//1 .4e-34:1 80:98//Hs.1 58892:AD7841 2 

F-NT2RP2005476//Homo sapiens mRNA for KIAA0772 protein, complete cds//9.9e-48:432:77//Hs.15519: 
AB018315 

F-NT2RP2005490//ESTs//4.5e-19:165:84//Hs.134382:AA083573 
F-NT2RP2005491 

F-NT2RP2005495//ESTs//5.6e-96:452:99//Hs.145417:AI084164 

F-NT2RP2005496//Human mRNA for KIAA0326 gene, partial cds//4.4e-48:621 :68//Hs.6833:AB002324 
F-NT2RP2005498//Human protein phosphatase 2A beta subunit mRNA, complete Cds//1 .6e-63:503:78//Hs.7688: 
M64930 

F-NT2RP2005501//Homo sapiens Notch3 (NOTCH3) mRNA, complete cds//0.56:139:66//Hs.8546:U97669 
F-NT2RP2005509//Glutamate-cysteine ligase (gamma-glutamylcysteine synthetase), regulatory (30.8kD)//i .0: 
291:59//Hs.89709:L35546 

F-NT2RP2005520//Homo sapiens chromosome-associated protein-E (hCAP-E) mRNA, complete cds//1 .2e-82: 
444:92//Hs. 1 1 9023: AF092563 

F-NT2RP2005525//Homo sapiens mRNA for KIAA0764 protein, complete cds//2.2e-19:112:99//Hs.6232: 
AB018307 

F-NT2RP2005531//ESTS, Weakly similar to erythrocyte membrane protein 4.1 [H.sapiens]//3.5e-50:366:83//Hs. 
61833:AA036735 

F-NT2RP2005539//Homo sapiens mRNA for NS1 -binding protein (NS1-BP)//9.4e-1 55:747 :97//Hs. 159597: 
AJ012449 

F-NT2RP2005540//Homo sapiens mRNA for KIAA0494 protein, complete cds//1.9e-131:618:98//Hs.62515: 
AB007963 

F-NT2RP2005549//ESTS, Weakly similar to HYPOTHETICAL 32.0 KD PROTEIN C16C10.10 IN CHROMOSOME 

III [C.elegans]//2.5e-51 :292:93//Hs.105684:H24407 

F-NT2RP2005555//EST//0.046:308:57//Hs.1 45962: AI276822 

F-NT2RP2005557//ESTs//4.6e-48:382:79//Hs.125014:AI422839 

F-NT2RP2005581//ESTs//6.3e-28:166:93//Hs.87803:AA034436 

F-NT2RP2005600//ESTS//1 .6e-40:228:93//Hs.1 60085:AI218627 

F-NT2RP2005605//ESTs//5.7e-13:115:86//Hs.37718:H60071 

F-NT2RP2005620//Homo sapiens epsin 2b mRNA, complete cds//3.1e-92:447:97//Hs.22396:AF062085 

F-NT2RP2005622//ESTs//0.16:242:63//Hs.136395:AA523702 

F-NT2RP2005635 

F-NT2RP2005637//ESTs//0.055:96:69//Hs.105998:R90905 
F-NT2RP2005640//ESTs//4.5e-16:107:92//Hs.150823:AI292145 
F-NT2RP2005645//ESTs//2.7e-29:181:90//Hs.121653:AI375440 
F-NT2RP2005651//Oxysterol binding protein//0.00011 :122:69//Hs.1433065:M86917 

F-NT2RP2005654//Homo sapiens mRNA for KIAA0288 gene, complete cds//l.5e-08:351:62//Hs.9l400: 
AB006626 

F-NT2RP2005669//ESTS//0.01 6: 1 85:64//Hs.9771 3:AA442239 

F-NT2RP2005675//Homo sapiens growth suppressor related (DOC-1R) mRNA, complete cds//7.7e-96:462:98// 
Hs.25664:AF089814 

F-NT2RP2005683//ESTs//0.83:242:62//Hs.136395:AA523702 

F-NT2RP2005690//PYRROLINE-5-CARBOXYLATE REDUCTASE//2.5e-11 :328:61//Hs.7921 7:M77836 
F-NT2RP2005694 

F-NT2RP2005701//Homo sapiens protein phosphatase 2A B56-epsilon (PP2A) mRNA, complete cds//0. 15:496: 
55//Hs.79326:L76703 

F-NT2RP2005712//Homo sapiens mRNA for KIAA0799 protein, partial cds//5.1e-126:599:97//Hs.61638: 
AB018342 

F-NT2RP2005719//ESTs//0.58:326:60//Hs.157209:N57527 

F-NT2RP2005722//Zinc finger protein 136 (clone pHZ-20)//8.2e-46:415:77//Hs.69740:U09367 
F-NT2RP2005723//ESTS//1 .0e-1 5:1 41 :81//Hs.1 63747:AA1 7401 7. 
F-NT2RP2005726//EST//3.4e-15:96:95//Hs.156170:AI334191 ' 
F-NT2RP2005732//ESTs//0.99:162:62//Hs.154914:AA721086 

F-NT2RP2005741//Homo sapiens chondroadherin gene, 5'flanking region and//0.80:362:58//Hs.97220:U96769 
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F-NT2RP2005748//Hsapiens ZNF33B gene//0 .47:99: 65//HS.72991 :X68688 

F-NT2RP2005752//Homo sapiens TNFR-related death receptor-6 (DR6) mRNA, complete cds//2.5e-23: 134:96// 
Hs.159651:AF068868 

F-NT2RP2005753//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//4.0e-l02:486:98//Hs. 
5 26285:AF082516 

F-NT2RP2005763//EUKARYOTIC INITIATION FACTOR 4A-LIKE N UK-34//2.3e-05: 425 :56//Hs. 79768: D2 1853 
F-NT2RP2005767//Homolog 2 of Drosophila large discs//0.085:262:61//Hs.23205:X82895 
F-NT2RP2005773//PYRROUNE-5-CARBOXYLATE REDUCTASE//2.0e-16:153:82//Hs.79217:M77836 
F-NT2RP2005775//Hurnan thimet oligopeptidase (THOP1) mRNA, complete cdS//1.7e-42:645:64//Hs. 76769: 
10 Z50115 

F-NT2RP2005781//ESTS//1 .1e-1 9:1 32:90//Hs.1 3550: AI378556 

F-NT2RP2005784//lnhibitor of DNA binding 4, dominant negative helix-loop-helix protein//2.9e-06:201:67//Hs. 
34853:U28368 

F-NT2RP2005804//ESTS//1 .2e-07:62:93//Hs.1 25509 :AA883820 
15 F-NT2RP2005812 

F-NT2RP2005815//ESTS//1 .9e-32:173:97//Hs.1 44587 :AI1 93595 
F-NT2RP2005835 

F-NT2RP2005841//Homo sapiens retinal rod Na-Ca+K exchanger (NCKX1) mRNA, complete cds//0.94: 148:65// 
Hs.59829:AB014602 
20 F-NT2RP2005853 

F-NT2RP2005857//Homo sapiens chromosome-associated protein-C (hCAP-C) mRNA, partial cds//5.4e-l 76:829: 
98//Hs.50758:AF092564 

F-NT2RP2005859//ESTs//2.1e-97:537:92//Hs.131915:W22567 
F-NT2RP2005868 

25 F-NT2RP2005886//Human putative M phase phosphoprotein 1 (MPP1) mRNA, partial cds//0.26:728:57//Hs.240: 

L16782 

F-NT2RP2005890//ESTs//2.0e-97:453:1 00//HS.88671 :AA279943 
F-NT2RP2005901//ESTs//0.99:188:64//Hs.28639:R78360 
F-NT2RP2005908//ESTs//2.5e-43:325:82//Hs.152340:AA521399 
30 F-NT2RP2005933//ESTs, Highly simitar to nucleoporin p54 [R.norvegicusJ//7.9e-90:326:98//Hs.1 56882: 

AA292186 

F-NT2RP2005942//H.sapiens PAP mRNA//5.1e-48:618:67//Hs.49007:X76770 

F-NT2RP2005980//ESTs//2.8e-22:358:68//Hs.125446:AA883339 

F-NT2RP2006023 

35 F-NT2RP2006038//ESTs//8.0e-37:351 :74//Hs.1 28787:AA41 8382 

F-NT2RP2006043//Human novel homeobox mRNA for a DNA binding protein//0.51 :271 :59//Hs. 37035 :U07664 
F-NT2RP2006052//ESTs//4.0e-05:233:63//Hs.124864:AA663093 

F-NT2RP2006069//Human mRNA for KIAA0279 gene, partial CdS//0. 0082: 770 :58//Hs. 57652 :D87469 
F-NT2RP2006071//ESTS//2.1 e-24:396:65//H$.1 04404 :AI337416 
40 F-NT2RP2006098//ESTs//0.97:125:67//Hs.97996:AA405970 
F-NT2RP2006100 

F-NT2RP2006103//ESTs//5.2e-11:102:83//Hs.125656:AA883135 
F-NT2RP2006106//ESTs//1.6e-78:456:90//Hs.133496:AA315349 
F-NT2RP2006141//ESTs//1.7e-20:262:72//Hs.128677:AA649240 
45 F-NT2RP2006166 

F-NT2RP2006184//H.sapiens p63 mRNA for transmembrane protein//1 .0:94:73//Hs. 74368 :X6991 0 
F-NT2RP2006186//Homo sapiens mRNA for KIAA0654 protein, partial cds//2.5e-114:567:96//Hs. 109299: 
AB014554 

F-NT2RP2006196//Homo sapiens mRNA for KIAA0772 protein, complete cds//2.0e-23:187:85//Hs.15519: 
50 AB018315 

F-NT2RP2006200//ESTS//1 .0:224:62//Hs.1441 00:AI205503 

F-NT2RP2006219//H.sapiens mRNA for DGCR6 protein//4.4e-1 18:61 8: 93//HS.1 5391 0:X96484 

F-NT2RP2005237 

F-NT2RP2006238 

55 F-NT2RP2006258//ESTs//0.0034:143:69//Hs.145798:AI269970 

F-NT2RP2006261//H.sapiens mRNA for serine/threonine protein kinase EMK//0.01 9:111 :71//Hs.i 571 99.X97630 
F-NT2RP2006275//Homo sapiens mRNA for serin protease with IGF-binding motif, complete cds//2.4e-05:388: 
60//Hs.75111:D87258 
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F-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, complete cds//2.le-121:598:97//Hs.3404:AF035262 
F-NT2RP2006320//ESTS, Moderately similar to maternal transcript Maid [M.musculus)//1.9e-29:151:100//Hs. 
36794:AI038407 

F-NT2RP2006321//ESTs//7.0e-15:141:82//Hs71241:H09371 
5 F-NT2RP2006323//Homo sapiens mRNA for NBPhox, complete cdS//4.7e-06:170:70//Hs.87202:D82344 

F-NT2RP2006333//Homo sapiens TRRAP protein (TRRAP) mRNA, complete cds//0.11:43:100//Hs.6892: 
AF076974 

F-NT2RP2006334//Homo sapiens mRNA for KIAA0602 protein, partial Cds//3.1 e-05:233:65//Hs.37656:AB01 1174 
F-NT2RP2006365//ESTs//8.9e-46:268:93//Hs.58403:AA058501 
10 F-NT2RP2006393//ESTs//1.2e-20:159:86//Hs.146018:AA280341 

F-NT2RP2006436//Human homeodomain-containing protein (HANF) mRNA, complete cds//0.59:133:64//Hs. 
95838:AF059734 

F-NT2RP2006441//ESTs//1.6e-82:400:98//Hs.143514:AI221934 ■ 
F-NT2RP2006454//ES77/5.2e-07:172:68//Hs.157742:AI360509 
J5 F-NT2RP2006456 

F-NT2RP2006464//Homo sapiens mRNA for AND-1 protein/1 .1e-1 49:545 :98//Hs.721 60: AJ006266 

F-NT2RP2006467 

F-NT2RP2006472 

F-NT2RP2006534//ESTs//5.6e-05:192:66//Hs.135750:AA1 60048 
20 F-NT2RP2006554//EST//0.60:116:65//Hs.160110:AA922134 

F-NT2RP2006565//Homo sapiens secretory carrier-associated membrane protein (SCAMP) mRNA, complete 
Cds//2.le-115:669:90//Hs.31218:AF038966 

F-NT2RP2006571//Cytochrome P450, subfamily IIA (phenobarbital-inducible), polypeptide 6//2.1 e-24:476:64//Hs. 
73864:U22029 
25 F-NT2RP2006573 

F-NT2RP2006598//ESTs//1.3e-16:137:B5//Hs.131350:AA805223 
F-NT2RP3000002//ESTs//3.6e-32:21 5:66//Hs.1 55446:AA1 881 80 

F-NT2RP3000031//Homo sapiens mRNA for histone deacetylase-like protein (JM21)//1 .9e-i37:637:98//Hs.6764: 
AJ011972 

30 F-NT2RP3000046//Homo sapiens TTF-I interacting peptide 20 mRNA, partial cds//9.1e-07:568:61//Hs.79531: 

AF000560 
F-NT2RP3000047 

F-NT2RP3000050//Human repressor transcriptional factor (ZNF85) mRNA. complete cds//1 .2e-58:633:69//Hs. 
37138:1135376 

35 F-NT2RP3000055//ESTs//1.2e-07:200:66//Hs.1 27362: AA954961 

F-NT2RP3000068 

F-NT2RP3000072//EST//0.99:199:63//Hs.8469:T40769 

F-NT2RP3000080//Landsteiner-Wiener blood group glycoprotein//4.8e-41:353:78//Hs.108287:L27670 
F-NT2RP3000085//Propionyl-coA carboxylase alpha chain//7.9e-30: 665 :60//Hs. 80741 :X14608 
40 F-NT2RP3000092//EST//2.0e-1 5:94:97//Hs. 1 45389:AI2531 40 

F-NT2RP3000109//ESTs//6.8e-11:77:96//Hs.153931:AI243595 

F-NT2RP3000134//Homo sapiens PAC Clone DJ0905J08 from 7p12-p14//5.0e-94:438:100//Hs.8173:AC005189 
F-NT2RP3000142//Homo sapiens mRNA for KIAA0592 protein, partial cds//2.9e-182:849:98//Hs.13273: 
AB011164 

45 F-NT2RP3000149//Human Line-1 repeat mRNA with 2 open reading frames//4.1e-20:133:94//Hs.23094:M 19503 

F-NT2RP3000186//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0492//6.6e-08:152:71//Hs. 
1 27338: AB007961 

F-NT2RP3000197//ESTS//1 .1e-58:301 :96//Hs.87461 :AA292779 
F-NT2RP3000207 
50 F-NT2RP3000220 

F-NT2RP3000233//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//6.6e-20:509:58//Hs. 
122967:AF059569 

F-NT2RP3000235//ESTS//1 .7e-06:220:62//Hs.42771 :N26740 

F-NT2RP3000247//Human mRNA for KIAA0218 gene, complete cds//6.7e-11 1:691 :86//Hs.75863:D86972 
55 F-NT2RP3000251//ESTs//6.7e-48:245:97//Hs.28249:AA203733 
F-NT2RP3000252 
F-NT2RP3000255 

F-NT2RP3000267//ESTs//0.14:53:92//Hs.15l586:W45568 
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F-NT2RP3000299//Homo sapiens enhancer of fomentation (HEF1) mRNA, complete cds//l.7e-13:2l4:67//Hs. 
80261 :L43821 

F-NT2RP3000312//ESTs//2.6e-50:255:97//Hs.146263:AA255863 

F-NT2RP3000320//Homo sapiens proline and glutamic acid rich nuclear protein isoform mRNA, partial cds// 
5 0.0088:236:63//Hs. 102732:11881 53 

F-NT2RP3000324//ESTs//3.8e-10:102:83//Hs.55495:AI091242 

F-NT2RP3000333//ESTs, Weakly similar to mitogen-activated kinase kinase kinase 5 [H.sapiens]//0. 57: 189:65// 
Hs.46146:AA418097 

F-NT2RP3000341//Human mRNA for KIAA0392 gene, partial CdS//1 .1e-49:442:78//Hs.40100:AB002390 
10 F-NT2RP3000348 

F-NT2RP3000350//H.sapiens mRNA for GTP-binding protein//0.93:164:59//Hs.78582:X80754 
F-NT2RP3000359//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL/^ .8e-43:649:66//Hs.101642: 
X60673 

F-NT2RP3000361//ESTs//2.6e«112:531:98//Hs.17672:AA305921 
is F-NT2RP3000366//ESTS, Highly similar to RAS-RELATED PROTEIN RAB-18A [Lymnaea stagnalis)//4.0e-116: 

596:95//Hs.21 094: AI33701 6 

F-NT2RP3000393//ESTs//2.6e-18:137:89//Hs.115600:AA351639 
F-NT2RP3000397//ESTs//8.7e-44:355:73//Hs.1 21 961 :AA777873 

F-NT2RP3000403//Homo sapiens formin binding protein 21 mRNA, complete cds//1.6e-1 75:841 :97//Hs. 28307: 
20 AF071185 

F-NT2RP3000418//Human Line-1 repeat mRNA with 2 open reading frames//2.7e-33:610:65//Hs.23094:M19503 • 

F-NT2RP3000433//ESTS//1 .5e-32:246:69//Hs.1 20892:AA724948 

F-NT2RP3000439//Adenosine A2b receptor//0.44:210:62//Hs .45743 :X68487 

F-NT2RP3000441 
25 F-NT2RP3000449//ESTs//0.60:177:64//Hs.132605:AI051562 

F-NT2RP3000451 //Receptor protein-tyrosine kinase EDDR1//0.95:315:58//Hs.75562:U48705 

F-NT2RP3000456//ESTs//7.5e-23:140:92//Hs.5209:AA780068 

F-NT2RP3000484//EST//2.5e-06:166:67//Hs.149950:AI289822 

F-NT2RP3000487//ESTS//1 .2e-63:311 :98//Hs.143304:AI084058 
30 F-NT2RP3000512//Homeo box B3//3.1e-18:109:97//Hs.49931:Xl6667 

F-NT2RP3000526//ESTs//3.7e-74:424:93//Hs.42991 :N21 379 

F-NT2RP3000527//Human mRNA for KIAA0211 gene, complete cds//8.0e-36:706:63//Hs.79347:D86966 
F-NT2RP3000531//ESTs//9.6e-75:392:95//Hs.144148:H08308 
F-NT2RP3000542//ESTs//3.2e-88:448:96//Hs.30622:AA486412 
35 F-NT2RP3000561//EST//0.88:92:64//Hs.148290:AA908404 

F-NT2RP3000562//ESTS//1 . 1 e-1 1 2:522:99//Hs. 1 251 53: AA453723 
F-NT2RP3000578 

F-NT2RP3000582//ESTs//2.1e-82:413:97//Hs.118544:Rl7277 
F-NT2RP3000584 
40 F-NT2RP3000590//ESTs//1.0:134:64//Hs.12969:N56904 

F-NT2RP3000592//Paired basic amino acid cleaving system 4//3.4e-05:502:57//Hs.77234:AB001914 
F-NT2RP3000596//ESTs//6.8e-71 :361 :95//Hs.1 1 8741 :AA1 79811 

F-NT2RP3000599//ESTs, Weakly similar to T19BT0.6 [C.elegans]//9.3e-61 :355:92//Hs.114622:AA693492 

F-NT2RP3000603//Human mRNA for KIAA0227 gene, partial cds//6.3e-10:553:59//Hs.79170:D86980 
45 F-NT2RP3000605//ESTs//5.8e-51:283:94//Hs.127152:AI421203 

F-NT2RP3000622//ESTs//1.7e-10:72:98//Hs.155360:AA984683 

F-NT2RP3000624//64 KD AUTO ANTIGEN D1//0.99:1 94:61//Hs.79386:X541 62 

F-NT2RP3000628//ESTs//0.96:221:61//Hs.131161:AI017333 

F-NT2RP3000632//ESTs//4.4e-53:244:77//Hs.143010:AA767904 
50 F-NT2RP3000644//Small inducible cytokine A5 (RANTES)//3.0e-49:343:84//Hs.155464:AF088219 

F-NT2RP3000661 

F-NT2RP3000665//Homo sapiens putative transcription factor CA150 mRNA, complete cds//0.62:305:59//Hs. 
13063:AF017789 
F-NT2RP3000685 
55 F-NT2RP3000690//EST//1 .0:149:64//Hs.140263:AA709001 

F-NT2RP3000736//ESTs//5.3e-26:146:97//Hs.98613:D83884 
F-NT2RP3000739//ESTs//0.0046:66:87//Hs.6880:W26854 
F-NT2RP3000742//ESTs//5.5e-08:311:61//Hs.152224:Al369426 
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F-NT2RP3000753//ESTs//2.6e-63:3l8:97//Hs.153000:AA777765 

F-NT2RP3000759//Horno sapiens mRNA for follistain-related protein (FRP), complete cds//1.6e-38:245:91//Hs. 

2427:089937 - 

F-NT2RP3000815 
5 F-NT2RP3000825//EST//1.0:220:61//Hs.135944:N45132 

F-NT2RP3000826//Homo sapiens deltex (Dx) mRNA, complete cds//0.00040:263:65//Hs. 124024: AF053700 

F-NT2RP3000836//ESTS, Highly similar to CLATHRIN COAT ASSEMBLY PROTEIN AP47 HOMOLOG 2 [H.sapi- 

ens]//1.1e-71:363:96//Hs.23803:AAl26476 

F-NT2RP3000841//EST//0.36:224:60//Hs.162094:AA524012 
10 F-NT2RP3000845//H.sapiens mRNA for serine/threonine protein kinase EMK//6.5e-48:593:68//Hs.157199: 

X97630 

F-NT2RP3000847//ESTs//0.0028:56:92//Hs.116406:AA209520 

F-NT2RP3000850//Small inducible cytokine A5 (RANTES)//2.0e-49:323:86//Hs.1 55464: AF0882 19 
F-NT2RP3000852 
15 F-NT2RP3000859//ESTs//0.39:169:62//Hs.148948:AA699918 
F-NT2RP3000865//EST//0.15:236:62//Hs.123366:AA811476 

F-NT2RP3000868//Human ovarian cancer downregulated myosin heavy chain homolog (Doc1 ) mRNA, complete 
Cds//6.4e-31 :766:60//HS.15432:U53445 

F-NT2RP3000869//Human plectin (PLEC1) mRNA, complete cds//1.le-13:701:60//Hs.79706:U53204 
20 F-NT2RP3000875 

F-NT2RP3000901//ESTs//8.2e-26:191:87//Hs.18793:R99101 

F-NT2RP3000904//EST//2.4e-49:240:100//Hs.160842:AI348374 

F-NT2RP3000917 

F-NT2RP3000919//MAP KINASE PHOSPHATASES. 19:340:60//Hs.109895:X68277 
25 F-NT2RP3000968//40S RIBOSOMAL PROTEIN Sl5A//7.7e-44:351 :83//Hs.2953:X84407 

F-NT2RP3000980//ESTs//6.5e-10:102:81//Hs.86950:AI204212 
F-NT2RP3000994//ESTs//4.1e-120:57l:98//Hs.127295:AA918411 
F-NT2RP3001004//ESTs//1.1e-76:438:88//Hs.144554:N92198 
F-NT2RP3001007 

30 F-NT2RP3001055//ESTs, Weakly similar to weak similarity to procollagen alpha chain 1(V) chain [C.elegans]// 

2. 9e-1 21 :588:98//Hs.1 28781 :AA1 60707 

F-NT2RP3001057//ESTS, Highly similar to ZINC FINGER PROTEIN 45 [Homo sapiens]//9.8e-54:282:97//Hs. 
30303:AI244662 

F-NT2RP3001 081 //Homo sapiens RCCVIike G exchanging factor RLG mRNA, complete cds//2.7e-51 :534:74// 
35 Hs.27007:AF060219 

F-NT2RP3001084//Homo sapiens mRNA for KIAA0782 protein, partial CdS//3.7e-16:474:60//Hs.21264:AB01 8325 
F«NT2RP3001096//Homo sapiens mRNA for cartilage-associated protein (CASP)//4.4e-i6:428:60//Hs.i 55481: 
AJ006470 

F-NT2RP3001107//Human mRNA for KIAA0215 gene, complete cds//2.8e-34:712:64//Hs.82292:D86969 
40 F-NT2RP3001 1 09//ESTS//1 .2e-67:323:99//Hs. 1 34734 :AI337050 

F-NT2RP3001111 

F-NT2RP3001113//EST//1.1e-33:173:99//Hs.112640:AA609088 
F-NT2RP3001 1 1 5//EST//1 3e-22: 1 22: 1 00//HS. 1 62990:AA68B023 
F-NT2RP3001116//ESTs//1.1e-15:93:98//Hs.58412:W74779 
45 F-NT2RP3001119//Homo "sapiens BC-2 protein mRNA, complete cds//0.96:258:61//Hs. 121 07: AF042384 

F-NT2RP3001120//Zinc finger protein 136 (Clone pHZ-20)//2.4e-77:687:75//Hs. 69740: U09367 
F-NT2RP3001126//Homo sapiens mRNA for KIAA0775 protein, complete cds//0. 0001 8 :341:60//Hs. 94790: 
AB018318 

F-NT2RP3001133//Homeo box A4//0.00011 :484:59//Hs.77637:M 74297 
50 F-NT2RP3001 1 40//Homo sapiens mRNA for KIAA0762 protein, partial cds//1 .1 e-1 80:851 :98//Hs.5378: AB01 8305 

F-NT2RP3001147 

F-NT2RP3001150//PUTATIVE TACHYKININ RECEPTOR//0.97:257:59//Hs.957:M84605 
F-NT2RP3001155//Homo sapiens mRNA for AND-1 protein//1 .7e-191 :891 :98//Hs.72160:AJ006266 
F-NT2RP3001176 
55 F-NT2RP3001214//EST//0.88:218:60//Hs.161147:AI417859 

F-NT2RP3001216//ESTs//1.5e-66:340:96//Hs.105994:Wl9981 

F-NT2RP3001221//ESTS, Weakly similar to M05D6.7 [C.elegans]//1 .7e-97:512:95//Hs. 10381 6: AA1 30866 
F-NT2RP3001232//EST//0.0016:116:71//Hs.136498:AA594010 



2127 



EP 1 074 617 A2 



F-NT2RP3001236//ESTs//3.7e-97:455:99//Hs.l57488:Al362756 

F-NT2RP3001239//MICROTUBULE-ASSOCIATED PROTEIN 1B//1 .7e-20:501 :62//Hs.1 03042: L06237 
F-NT2RP3001245//ESTS//7.1 e-80:434:93//Hs.22587:AA743132 . 

F-NT2RP3001253//Hurnan prepromultimerin mRNA, complete cds//0.99:293:60//Hs. 32934:1)27 109 
5 F-NT2RP3001260//Homo sapiens mRNA for KIAA0726 protein, complete Cds//1 .2e-48:76l :64//Hs.i 07809: 

AB018269 

F-NT2RP3001268//Zinc finger protein 45 (a Kruppel-associated box (KRAB) domain polypeptide)/^ .2e-42:454: 
72//HS.41 728175847 

F-NT2RP3001272//ESTs//5.0e-21:162:87//Hs.69149:AA102566 
10 F-NT2RP3001274 

F-NT2RP3001281//ESTs//2.1e-39:186:73//Hs.161662:AA836811 

F-NT2RP3001297//Human mRNA for KIAA0281 gene, complete cds//2.4e-48:544:69//Hs.31463:D87457 
F-NT2RP3001307//Human homeodomain protein (Prox 1) mRNA, complete cds//0.72:1 51 :68//Hs. 159437: 
U44060 

15 F-NT2RP300i3i8//Amylo-l,6-glucosidase, 4-atpha-glucanotransferase (glycogen debranching enzyme, glyco- 
gen storage disease type III)//0.012:522:56//HS.904:U84010 
F-NT2RP3001325//ESTs//2.9e-80:396:97//Hs.99838:AA204731 

F-NT2RP3001338//Human mRNA for KIAA0211 gene, complete Cds//1 .6e-30:345:73//Hs.79347:D86966 
F-NT2RP3001339//Homo sapiens mRNA for KIAA0451 protein, complete cds//6.3e-67:559:80//Hs.1 8586: 
20 AB007920 

F-NT2RP3001340//Homo sapiens hyperpolarization-activated channel 1 (1H1) mRNA, partial cds//0. 000 19:473: 
61//Hs.124161:AF065164 

F-NT2RP3001355//ESTS, Weakly similar to AD P, ATP CARRIER PROTEIN, LIVER ISOFORM T2 [H.sapiensJ// 
1.1e-81:421:96//Hs.32508:H29831 . . 

25 F-NT2RP3001356//Homo sapiens Nck-2 (NCK2) mRNA, complete cds//0.1 5:3 13:60//Hs.1 29725: AF047487 

F-NT2RP3001374//ESTs//0.98:269:59//Hs.125303:AA873022 

F-NT2RP3001383//Homo sapiens mRNA for Sck, partial cds//0.73:173:65//Hs.30965:AB001451 
F-NT2RP3001384//Homa sapiens mRNA for HRIHFB2018, partial Cds//2.1 e-1 58:743:98//Hs. 1 4621 4:AB01 5332 
F-NT2RP3001392//ESTS//0.013:246:63//HS.95111:AA514595 
30 F-NT2RP3001396//ESTs//5.6e-16:141 :85//Hs.97664:H10783 

F-NT2RP3001398//Zinc finger protein 45 {a Kruppel-associated box (KRAB) domain polypeptide)//l.0e-05:l89: 
66//HS.41 728175847 

F-NT2RP3001399//Homo sapiens mitochondrial citrate transport protein (CTP) mRNA, 3' end//0.77:132:66//Hs. 
111024177567 

35 F-NT2RP3001407//EST//0.015:167:65//Hs.42217:H96658 
F-NT2RP3001420//ESTs//1.0:214:60//Hs.91226:AA649047 
F-NT2RP3001426 
F-NT2RP3001427 

F-NT2RP3001428//Neurotrophic tyrosine kinase, receptor, type 1//1.8e-73:431:91//Hs.85844:X66397 
40 F-NT2RP3001432//ESTs, Moderately similar to !!!! ALU SUBFAMILY SX WARNING ENTRY !!!! [H.sapiens)//6.9e- 

05: 1 95:65//Hs. 1 1 5868: AA568393 
F-NT2RP3001447 

F-NT2RP3001449//RYANODINE RECEPTOR, SKELETAL MUSCLE//0.00033:187:68//Hs.89631 :U48508 
F-NT2RP3001453//ESTs//0.020:260:60//Hs.97882:AA203212 
45 F-NT2RP3001457//ESTs//9.4e-29:165:94//Hs.71749:AA988323 
F-NT2RP3001459 

F-NT2RP3001 472//Homo sapiens Sox-like transcriptional factor mRNA, complete cds//4.2e.-1 0:1 68:70//Hs.3231 7: 
AF072836 

F-NT2RP3001490//ESTs//3.1e-35:198:94//Hs.163665:AA250877 ' 
50 F-NT2RP3001 495//ESTs//2.5e-47:239:98//Hs.1 28045:AA970231 

F-NT2RP3001497//Homo sapiens multiple membrane spanning receptor TRC8 (TRC8) mRNA, complete cds// 
2.8e-172:804:98//Hs.28285:AF064801 

F-NT2RP3001527//Human lymphoid-specific SP100 homolog (LYSP100-B) mRNA, complete cds//9.4e- 139:743: 
91//Hs.85283:U36500 

55 F-NT2RP3001 529//ESTs, Moderately similar to topoisomerase IC-terminal fragment [H.sapiensJ//0.28:224:65//Hs. 

1 0591 2:AI431 328 

F-NT2RP3001538//ESTs//4.1e-05:139:71//Hs.148425:AI198074 

F-NT2RP3001554//Microtubule-associated protein 1A//9.8e-16:327:64//Hs.147918:U38291 
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F-NT2RP3001580//lnsulin-like growth factor binding protein 2//1. 9e-0 6:426 :59//Hs.1 62 :X 16302 
F-NT2RP3001587//Guanine nucleotide binding protein (G protein), alpha 11 (Gq class)//0.049:185:65//Hs.1686: 
M69013 

F-NT2RP3001589//Human mRNA for tryptophan hydroxylase (EC 1.1 4.1 6.4)//9.6e-51:345:82//Hs. 144563: 
5 AF057280 

F-NT2RP3001 607//ESTS//1 .3e-07:299:63//Hs .43231 :N22688 
F-NT2RP3001608//ESTs//5.7e-14:85:98//Hs.161133:AI091349 
F-NT2RP3001621//ESTS//1 .6e-1 06:31 0:96//Hs.1 28505: AA306435 
F-NT2RP3001629 

io F-NT2RP3001 634//Homo sapiens TRIAD1 type I mRNA, complete cds//1 .4e-62:276:97//Hs.9899:AF099149 

F-NT2RP3001642//ESTs//1.0:148:63//Hs.159495:T70173 ■ 
F-NT2RP3001646 

F-NT2RP3001671//Homo sapiens mRNA for NSl-binding protein (NSl-BP)//1.le-1 72:81 6:98//Hs. 159597: 
AJO 12449 

15 F-NT2RP3001672//ESTs//5.0e-16:138:82//Hs.151B64:T69027 

F-NT2RP3001 676//ESTS, Highly similar to GTP-BINDING PROTEIN LEPA [Pseudomonas fluorescen$J//9.0e-53: 
375:85//Hs.41 1 27:AA5551 84 

F-NT2RP3001678//Human mRNA for KIAA0233 gene, complete cds//0.21:321:65//Hs.79077:D87071 
F-NT2RP3001679//ESTS, Highly similar to HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III 
20 [Caenorhabditis elegansj//4.0e-1ll :518:99//Hs.20364:AI420022 

F-NT2RP3001688//Homo sapiens mRNA expressed in thyroid gland//1 .0:230:63//Hs.7486:D83198 
F-NT2RP3001 690//EST//0. 1 5:291 :59//Hs. 1 62336: AA564329 
F-NT2RP3001698//ESTs//0.24:134:69//Hs.129551:AA885219 

F-NT2RP3001708//ESTS, Weakly similar to TWISTED GASTRULATION PROTEIN PRECURSOR [D.mela- 
25 nogasterj//1 .4e-31 :191 :94//Hs.131279:AA486291 

F-NT2RP3001712//Human SLP-76 associated protein mRNA, complete cds//0.41 :259 :59//Hs. 58435: AF001 862 
F-NT2RP3001716//ESTS, Highly similar to BONE MORPHOGENETIC PROTEIN 1 PRECURSOR [Mus musculus] 
//7.6e-1 59:747:98//Hs.6823: W1 81 81 

F-NT2RP3001 724//Homo sapiens chromodomain-helicase-DNA-binding protein mRNA, complete cds//4.4e-l61 : 
30 565:97//Hs.1 59273:AF0541 77 

F-NT2RP3001727//ESTS, Highly similar to HYPOTHETICAL 37.7 KD PROTEIN ZK686.3 IN CHROMOSOME Ml 
[Caenorhabditis elegans)//3.5e-ll 6:554:98//Hs. 144332: AA046836 

F-NT2RP3001730//Human mRNA for KIAA0128 gene, partial cds//1 .3e-1 05:811 :78//Hs.90998:D50918 
F-NT2RP3001739 

35 F-NT2RP3001752//ELK1, member of ETS oncogene family//7.2e-35:299:80//Hs. 11 6549: AL009 172 

F-NT2RP3001753//Human putative cerebral cortex transcriptional regulator T-Brain-1 (Tbr-1) mRNA, complete 
cds//0.10:528:56//Hs.22138:U49250 

F-NT2RP3001764//Human protein-tyrosine phosphatase mRNA, complete cds//2.4e-47:725:64//Hs.4l688: 
U27193 

<o F-NT2RP3001 777//Human eukaryotic translation initiation factor (elF3) mRNA, complete cds//0.42:198:61//Hs. 

57783:U78525 

F-NT2RP3001782//Homo sapiens mRNA for KIAA0459 protein, partial cds//9.1e-1 53:71 0:98//Hs.28 169: 
AB007928 

F-NT2RP3001792//Human M4 protein mRNA, complete cds//5.6e-27:358:69//Hs.79024:L03532 
45 F-NT2RP300l799//ESTs//0.0088:178:64//Hs.134938:AI091361 . 

F-NT2RP3001819//ColIagen, type IX, alpha 3//0.026:530:58//Hs. 53563 :L41 162 
F-NT2RP3001844//Homo sapiens mRNA for hair keratin acidic 3-ll//0.90:379:58//Hs.32950;X82634 
F-NT2RP3001 854//ESTS//1 .5e-1 00:501 :96//Hs.7221 7:AA1 66729 

F-NT2RP3001855//Human homeobox-containing protein mRNA, complete cds//7.8e-35:481 :67//H$. 158225: 
50 U68727 

F-NT2RP3001 857//ESTs//2.7e-85:414:98//Hs.1 51001 :AA564706 

F-NT2RP3001896//ESTS, Weakly similar to F20D12.3 gene product [C.eIegans]//2.9e-94:452:98//Hs.54952: 
AA872675 

F-NT2RP3001898//Homo sapiens mRNA for synaptogyrin 1a//0.65:245:61//Hs.6139:AL022326 
55 F-NT2RP3001915//ESTs//1.1e-83:397:99//Hs.157125:AA723896 
F-NT2RP3001926//EST//053:362:57//Hs.127917:AA969185 
F-NT2RP3001929//ESTs//7.4e-16:141:82//Hs.138852:AA284247 
F-NT2RP3001931 
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F-NT2RP300l938//Cyclin-dependent kinase inhibitor 1C (p57, Kip2)//0.0022:268:61//Hs.106070:U22398 
F-NT2RP3001943//Homo sapiens mRNA for KIAA0675 protein, complete cds//5.8e-1 67:81 5:96//Hs.1 5869: 
AB014575 

F-NT2RP3001944//ESTs//0.00052:60:91//Hs.131731:AI339335 
F-NT2RP3001969 

F-NT2RP3001989//EST//0.00016:263:63//Hs.144096:AI032180 

F-NT2RP3002002//Small inducible cytokine A5 (RANTES)//4.0e-61:293:83//Hs.155464:AF088219 
F-NT2RP3002004//H.sapiens mRNA for FAST kinase//5.2e-28:1 04 :100//Hs. 75087 :X86779 
F-NT2RP3002007//ESTs//0.025:88:69//Hs.163310:AA856946 
F-NT2RP3002014//ESTs//4.8e-70:291 :98//Hs.1 23693 :AA283821 

F-NT2RP3002033//Homo sapiens mRNA for HYA22, complete cds//0.021 :175:67//Hs.147189:D88153 
F-NT2RP3002045//ESTS, Highly Similar to ALPHA-ADAPTIN [M.musculus]//3.8e-48:353:81//Hs.127507: 
AA993745 

F-NT2RP3002054//ESTS. Weakly similar to KIAA0319 [H.sapiens]//3.0e-25:212:83//Hs.71622:AA195155 
F-NT2RP3002056//ESTS, Highly similar to RETINOBLASTOMA BINDING PROTEIN 1 [Homo sapiensJ//4.2e-82: 
407:97//Hs. 1 31 888:AI091 806 

F-NT2RP3002057//Human Line-1 repeat mRNA with 2 open reading frames//3.7e-21:168:85//Hs.23094:M19503 
F-NT2RP3002062//EST//0.46: 1 98:62//Hs. 1 5771 1 : AI35971 0 

F-NT2RP3002063//Membrane metallo-endopeptidase (neutral endopeptidase. enkephalinase, CALLA, CD10)// 

0.91:1 94:65//Hs. 1 298: J03779 

F-NT2RP3002081 

F-NT2RP3002097//Homo sapiens proline and glutamic acid rich nuclear protein isoform mRNA partial cds//0.073: 
297:61//Hs.102732:U88153 

F-NT2RP3002102//EST//2.8e-16:237:67//Hs.136255:T70256 
F-NT2RP3002108 

F-NT2RP3002142//ESTs//4.3e-138:654:98//Hs.5729:AA306018 

F-NT2RP3002146//H.sapiens mRNA for RanGTPase activating protein 1//0.27:276:62//Hs.5923:X82260 
F-NT2RP3002147//Human DNA sequence from clone 431 H6 on chromosome 16. Contains a novel gene with 
some homology to mouse HN1 (Hematological and Neurological expressed sequence 1 ) downstream of a putative 
CpG island. Contains ESTs and GSSs//6.0e-51:204:99//Hs.1 07256: AL03 1009 
F-NT2RP3002151//G1 to S phase transition 1//2.6e-37:292:81/flHs.2707:Xl7644 

F-NT2RP3002163//Human DNA fragmentation factor-45 mRNA, complete cds//0.46:224:60//Hs. 155344:1191 985 
F-NT2RP3002165//ESTs, Highly similar to TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP[Mus musculus] 
//3.0e-61:340:93//Hs.11379:AA594140 
F-NT2RP3002166//EST//0.039:114:69//Hs.140335:AA737046 

F-NT2RP3002173//ESTS, Weakly similar to HYPOTHETICAL 92.1 KD PROTEIN ZK1 098.3 IN CHROMOSOME 
111 [Caenorhabditis elegansJ//4.0e-39:255:72//Hs.141429:AA631915 
F-NT2RP3002181//ESTs//3-6e-111:5l8:99//Hs.128505:AA30643 

F-NT2RP3002244//Myosin, heavy polypeptide 6, cardiac muscle, alpha (cardiomyopathy, hypertrophid )//0.98: 

242:57//Hs.1 14001 :Z20656 

F-NT2RP3002248 

F-NT2RP3002255//ESTs//8.4e-19:227:75//Hs.122817:AA77226V 

F-NT2RP3002273//Homo sapiens homeobox protein A10 (HOXA10) gene, complete Cds//0.42:189:62//Hs. 
110637:AC004080 

F-NT2RP3002276//ESTs//8.2e-97:463:98//Hs.45120:AA225139 
F-NT2RP3002303//ESTs//7.1e-10:96:87//Hs.135700:AA989386 

F-NT2RP3002304//Protein phosphatase 1 , catalytic subunit, beta isoform//l .3e-05:496:60//Hs.21 537:X80910 
F-NT2RP3002330//ESTS//1 .3e-81 :482:90//Hs.1 21460:AA744871 

F-NT2RP3002343//Homo sapiens potassium channel mRNA, complete cds//0.30:462:56//Hs.1 43624 :AF033383 
F-NT2RP3002351 //NAD-DEPENDENT METHYLENETETRAHYDRO FOLATE DEHYDROGENASE//! .6e-65: 
588:75//Hs.154672:X16396 

F-NT2RP3002352//Homo sapiens mRNA for protein encoded by cxorfS (71-7A) gene//4. 2e- 166: 770 :98//Hs. 6483: 
Y16355 

F-NT2RP3002377//Homo sapiens mRNA for KIAA0788 protein', partial cds//7.5e-161:911:89//Hs.2397:Z70200 
F-NT2RP3002399 

F-NT2RP3002402//ESTS, Weakly similar to F02E9.6 [C.elegans]//4.3e-41 :233:94//Hs.22880:AA056274 
F-NT2RP3002455//Homo sapiens mRNA for KIAA0678 protein, partial cds//3.9e-1 40:649 :99//Hs. 12707: 
AB014578 
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F-NT2RP3002484//ESTs//0.95:166:63//Hs.149993:AI291310 
F-NT2RP3002501//ESTs//0.92:43:90//Hs.119314:AA432108 

F-NT2RP3002512//Homo sapiens mRNA for KIAA0466 protein, partial cds//1 .0:1 73:61 //Hs. 81 234: AB007935 
F-NT2RP3002529//Human vacuolar protein sorting homolog h-vps45 mRNA, complete cds//4.4e-l46:763:93//Hs. 
5 5773B:U35246 

F-NT2RP3002545//Homo sapiens mRNA for KIAA0729 protein, partial cds//5.9e-1 80 :833:98//Hs. 19542: 
AB018272 

F-NT2RP3002549//ESTS, Weakly similar to POLYPOSIS LOCUS PROTEIN 1 [H.sapiens]//1.3e-42:510:70//Hs. 
96759:AA469984 

10 F-NT2RP3002566//Carnitine acetyltransferase//0.032:226:62//Hs. 12068:X78706 

F-NT2RP3002587//EST//4.8e-31:330:74//Hs.139415:AA426054 
F-NT2RP3002590//EST//1 .3e-40:202:1 00//HS.1 4471 6:AI1 8791 9 

F-NT2RP3002602//RYANODINE RECEPTOR. SKELETAL MUSCLE//1 .3e-06:280:63//Hs.89631 :U48508 
F-NT2RP3002603 

15 F-NT2RP3002628//Homo sapiens mRNA for MSJ-1 , complete cds//1 .5e-05:264:61//Hs.3845:AB014888 

F-NT2RP3002631//Homo sapiens ADAM 21 mRNA, partial cdS//0.97:320:58//Hs.121287:AF029900 
F-NT2RP3002650//Homo sapiens mRNA for cartilage-associated protein (CASP)//2.6e-1 3:441 :63//Hs.1 55481: 
AJ006470 

F-NT2RP3002659//Human TAR RNA loop binding protein (TRP-185) mRNA, complete cds//1.7e-05:615:58//Hs. 
20 151518:U38B47 

F-NT2RP3002660//ESTs//2.9e-32:1 64:1 00//HS. 1 52982: AA584308 

F-NT2RP3002663//ESTS, Highly Similar to OXYSTEROL-BINDING PROTEIN [Homo sapiensl//4.1e-38:493:70// 
Hs.41086:AI337400 

F-NT2RP3002671//ESTs//3.7e-05^88:59//Hs.161359:AI421991 
25 F-NT2RP3002682//ESTS, Weakly similar to F1 7C11 .8 [C.elegans]//1 .6e-61 :294:100//Hs.128750:AI367584 

F-NT2RP3002687 

F-NT2RP3002688//EST//1.0:312:58//Hs.156800:AI352200 
F-NT2RP3002701//EST//0.00083:55:87//Hs.159750:AI393657 
F-NT2RP3002713//ESTs//0.93:229:61//Hs.150459:AI279514 
30 F-NT2RP3002763//ESTs//1.7e-97:419:96//Hs.121593:W86291 

F-NT2RP3002770//Homo sapiens G protein-coupled receptor kinase 6 (GRK6) gene, partial Cds//0.91: 161:62// 

Hs.1 29736: AF040753 

F-NT2RP3002785 

F-NT2RP3002799//EST//1.7e-17:199:73//Hs.118694:AAl48713 
35 F-NT2RP3002810//ESTS, Weakly similar to KIAA0062 [H.sapiens]//1 .4e-76:423:93//Hs.41068:AA844350 

F-NT2RP300281 8//Homo sapiens jerky gene product homolog mRNA, complete cds//2.2e-55:61 5:70//Hs.1 05940: 
AF004715 

F-NT2RP3002861//ESTS//1 .1 e-88:468:94//Hs. 1 59821 :AA524070 
F-NT2RP3002869//ESTs//3.4e-23:132:97//Hs.148873:T33582 
40 F-NT2RP3002876//Homo sapiens mRNA for B120, complete cds//2.7e-90:557:88//Hs.1 23090: AB001 895 

F-NT2RP3002877//ESTS//1 . 1 e-1 9:1 60:84//Hs.1 1 8273:AA626040 

F-NT2RP3002909//Homo sapiens mRNA for KIAA0771 protein, partial Cds//1 .8e-1 81 :853:98//Hs.61 62:AB01 831 4 
F-NT2RP3002911//ESTs//2.8e-07:160:70//Hs.140402:AI138765 

F-NT2RP3002948//ESTS, Highly similar to RING CANAL PROTEIN [Drosophila melanogaster]//1 .4e-1 33:645:97// 
45 Hs.3826:U69560 

F-NT2RP3002953//Homo sapiens mRNA for KIAA0588 protein, complete cds//5.2e-13:594:57//Hs.74599: 
AB011160 

F-NT2RP3002955//Homo sapiens mRNA for KIAA0719 protein, complete cds//0.76:412:57//Hs.21 198: AB0 18262 
F-NT2RP3002969//EST//3.7e-50:272:94//Hs.162331:AA563670 
50 F-NT2RP3002972//Homo sapiens PAC clone DJ130H16 from 22q1 2.1 -qter//5.1 e-35:361:75//Hs. 8003: AC004997 

F-NT2RP3002978//ESTs//2.8e-46:253:95//Hs.151924:AI287703 

F-NT2RP3002985//Human TFIIB related factor hBRF (HBRF) mRNA, complete cds//0.071:550:58//Hs.32935: 
U28838 

F-NT2RP3002988//EST//0.0016:180:63//Hs.147632:AI218308 
55 F-NT2RP3003008//Human DNA-binding protein (HRC1) mRNA, complete cds//0.59:201 : 63//Hs. 72925: M9 1083 

F-NT2RP3003032//ESTS//9.1 e-40:241 :92//Hs.1 1 3363:C06446 
F-NT2RP3003059//ESTs//0.0015:399:58//Hs.136895:AA897749 
F-NT2RP3003061//Ankyrin 1 , erythrocytic//4.5e-14:633:59//Hs.1242:X16609 
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F-NT2RP3003068//EST//0.00014:80:83//Hs.121993:AA777928 
F-NT2RP3003071//ESTS//1 . 1 e-62:31 5:98//Hs.1 61 41 :W56079 . 
F-NT2RP3003078 
F-NT2RP3003101 

5 F-NT2RP3003121//EST, Moderately Similar to !!!! ALU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//0.98: 

88:68//Hs.9971 5:AA292700 

F-NT2RP3003133//EST//8.0e*17:218:68//Hs.134815:AI090740 

F-NT2RP3003l38//Homo sapiens vasopressin-activated calcium mobilizing putative receptor protein (VACM-1) 
mRNA, complete cds//0.013:438:57//Hs.101 299: AF01 7061 
10 F-NT2RP3003139//ESTs//0.020:260:61//Hs.59142:W88975 

F-NT2RP3003145//Homo sapiens aortic carboxypeptidase-fike protein ACLP mRNA, complete cds//2.2e-20:430: 

63//Hs.118397:AF053944 

F-NT2RP3003150 

F-NT2RP3003157//Human repressor transcriptional factor (ZNF85) mRNA, complete cds//2.0e-72:894:68//Hs. 
15 37138:U35376 

F-NT2RP3003185//Homo sapiens mRNA for KIAA0521 protein, partial cds//0.045:410:59//Hs.6150:AB011093 
F-NT2RP3003193//Zinc finger protein 10 (KOX 1)//2.4e-74:737:71//Hs.2479:X78933 
F-NT2RP30031 97//ESTS//1 .8e-24:1 30:1 00//HS. 1 62504:AA66821 1 
F-NT2RP3003203//ESTs//3.5e-30:232:82//Hs.6880:W26854 
20 F-NT2RP3003204//ESTs//3.1e-109:524:98//Hs.152982:AA584308 
F-NT2RP3003210//ESTs//3.6e-16:113:91//Hs.121030:AA625325 
F-NT2RP3003212//EST//1:Oe-52:500:74//Hs.161635:W22525 

F-NT2RP3003230//Human mRNA for actin binding protein p57, complete cds//6.0e-55:587:70//Hs.1 09606: 
D44497 

25 F-NT2RP3003242//Homo sapiens stanniocalCin-2 (STC-2) mRNA, complete cds//1.2e-1 29:61 7:98//Hs. 155223: 

AF055460 

F-NT2RP3003251//H .sapiens StafSO mRNA//1.1e-68:651:76//Hs.6B054:X82200 

F-NT2Rp3003264//Human bullous 230 kDa pemphigoid antigen (BPAG1) mRNA, complete cds//0.069:382:59// 
Hs.620:M69225 

30 F-NT2RP3003278//Homo sapiens hook2 protein (HOOK2) mRNA, complete cds//0. 98 :261:59//Hs. 30792: 

AF044924 

F-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, complete cds//4.2e-133:694:93//Hs.11702:L36983 

F-NT2RP3003290//Human mRNA for RTP, complete cds//6.3e-66:662:71//Hs J5789:D87953 

F-NT2RP3003301//EST//1.0:58:74//Hs.158575:AI368947 
35 F-NT2RP3003302//Human Line-1 repeat mRNA with 2 open reading f rames//3. le-91: 68 1:80//Hs. 23094: M 19503 

F-NT2RP3003311//ESTs//0.95:308:59//Hs.27308:AA534947 

F-NT2RP3003313//ESTs//0.0016:345:61//Hs.143304:AI084058 

F-NT2RP3003327//H.sapiens StafSO mRNA//8.0e-31 :253:67//Hs.68054:X82200 

F-NT2RP3003330 
40 F-NT2RP3003344 

F-NT2RP3003346//H.sapiens mRNA for delta 4-3-oxosteroid 5 beta-reductase//1 .2e-42:644:66//Hs.2638:Z28339 

F-NT2RP3003353//Breast cancer 1 , early onset//0.30:145:67//Hs.66746:L78833 

F-NT2RP3003377//Human mRNA for cadherin-15. complete cds//0.019:416:60//Hs.148090:D83542 

F-NT2RP3003384//ESTs//1.1e-65:346:96//Hs.35012:R92791 
*5 F-NT2RP3003385//ESTS, Highly similar to SKD3 [M.muSCUlus]//7.0e-74:384:96//Hs.21263:H16363 

F-NT2RP3003403//ESTs//4.9e-12:335:63//Hs.87258:AA463850 

F-NT2RP3003409//Human DHHC-domain-containing cysteine-rich protein mRNA, complete cds//3.2e-22:430: 
63//Hs.113272:U90653 

F-NT2RP3003411//Human metallothionein-le gene (hMT-lej//0.99:1i6:62//Hs.74l70:Ml0942 
50 F-NT2RP3003427//ESTs//0.24:447:61//Hs.160907:AI422830 

F-NT2RP3003433//Protein tyrosine phosphatase, non-receptor type 12//1.0:243:6l//Hs.62:M93425 
F-NT2RP3003464//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds//1.7e-182:853:98//Hs. 
14934:AF004828 

F-NT2RP3003490//Homo sapiens mRNA for KIAA0725 protein, partial Cds//5.2e-175:826:98//Hs.26450: 
55 AB018268 

F-NT2RP3003491//Ryanodine receptor 2 (cardiac)//1 .0:1 48:66//Hs.90821:X98330 
F-NT2RP3003500//ESTs//0.86:21 1 :62//Hs. 1 36037: AA01 3302 

F-NT2RP3003543//Homo sapiens clone 23790 unknown protein mRNA, complete cds//0. 64: 626 :58//Hs. 150828: 
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AF038169 
F-NT2RP3003552 

F-NT2RP3003555//ESTs//1 .4e-12:81 :9B//Hs. 144487: A 141 8322 
F-NT2RP3003564//EST//4.5e-08:l86:69//Hs.116769:AA630365 
F-NT2RP3003572//EST//0.27:105:69//H$.162134:AA526311 
F-NT2RP3003576//ESTS//1 .2e-57:277:84//Hs.1 38852 :AA284247 

F-NT2RP3003589//RAS-RELATED PROTEIN RAB-8//6.3e-38:373:73//Hs.123109:X56741 
F-NT2RP3003621//HEPATOCYTE GROWTH FACTOR ACTIVATOR PRECURSOR//8.0e-09:564:61//Hs.104: 
D14012 

F-NT2RP3003625 
F-NT2RP3003656 
F-NT2RP3003659 

F-NT2RP3003665//ESTS//0.01 5:221 :62//Hs.1 53705: AA527586 
F-NT2RP3003672//ESTs//0.70:351 :57//Hs.27633:N761 84 

F-NT2RP3003680//Human Bcl2, p53 binding protein Bbp/53BP2 (BBP/53BP2) mRNA, complete cds//0.013:190: 
63//Hs.44585:U58334 

F-NT2RP3003686//Homo sapiens clone 24519 unknown mRNA, partial cds//0.69:246:62//Hs.118463:AF055000 
F-NT2RP3003701//EST//0.93:79:69//Hs.145285:AI249848 

F-NT2RP3003716//Homo sapiens KIAA0405 mRNA, complete cds//8.3e-24:478:61//Hs.48998:AB007865 
F-NT2RP3003726//Homo sapiens mRNA for KIAA0757 protein, complete cds//7.4e-150:700:98//Hs.48513: 
AB018300 
F-NT2RP3003746 

F-NT2RP3003795//ESTS//7.1 e-20:228:74//Hs.1 59571 :AA454230 
F-NT2RP3003799 

F-NT2RP3003800//Gardner-Rasheed feline sarcoma viral (v-fgr) oncogene homolog//4.7e-41:432:73//Hs.1422: 
M 19722 

F-NT2RP3003805//Myosin, heavy polypeptide 6, cardiac muscle, alpha (cardiomyopathy, hypertrophic 1)//0.98: 
242:57//Hs. 1 14001 :Z20656 

F-NT2RP3003809//Human transcription factor, forkhead related activator 4 (FREAC-4) mRNA, complete cds// 
5.1e-07:624:59//Hs.96028:AF042832 

F-NT2RP3003819//Human ring zinc-finger protein (ZNF127-Xp) gene and 5' flanking sequence//0.84:17l:63//Hs. 

102877:1141315 

F-NT2RP3003825 

F-NT2RP3003828//ESTs//2.1e-12:434:61//Hs.156864:AI346481 
F-NT2RP3003831 

F-NT2RP3003833//Homo sapiens clones 24718 and 24825 mRNA sequence/^. 6e-48:242:98//Hs.25300: 
AF070611 

F-NT2RP3003842//lntegrin. beta 8//1 .0:345 :60//Hs.832:M73780 

F-NT2RP3003846//Homo sapiens mRNA for Kl AA0725 protein , partial cds//1 .3e-37:335:68//Hs.26450: AB01 8268 
F-NT2RP3003870//Homo sapiens mRNA for KIAA0800 protein, complete cds//1.3e-1 75:805: 99//HS.1 18738: 
AB018343 

F-NT2RP3003876//ESTS, Highly similar to Rabin3 [R.norvegicuS]//6.8e-39:243:90//Hs.124832:AA846576 
F-NT2RP3003914//ESTS. Weakly similar to UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE 
PRECURSOR [D.melanogaster]//1.1e-107:499:99//Hs.105794:AA701659 

F-NT2RP3003918//Homo sapiens VAMP-associated protein of 33 kDa (VAP-33) mRNA, complete cds//8.3e-49: 
404:77//Hs.9006:AF057358 

F-NT2RP3003932//ESTs//0.94:278:58//Hs.1 5661 :W02396 
F-NT2RP3003989//ESTS//1 .0:1 74:64//Hs.8095:AI359006 

F-NT2RP3003992//Cyclic nucleotide gated channel (photoreceptor), cGMP gated 2 (beta)//0.00070:433:58//Hs. 
93909: AF042498 

F-NT2RP3004013//ESTS, Moderately similar to M-phase phosphoprotein 4 [H.sapiens]//2.8e-1 27:61 7:97//Hs. 
142151 :AA984061 

F-NT2RP3004016//Human p300/CBP-associated factor (P/CAF) mRNA, complete CdS//0.00B6:283:62//Hs. 
155302:U57317 

F-NT2RP3004041//EST//0.98:264:58//HS.127552:AA953234 

F-NT2RP3004051//Human mRNA for KIAA0319 gene, complete cds//7.0e-63:774:67//Hs.26441 :AB002317 
F-NT2RP3004070//EST//6.8e-22:163:85//Hs.132635:AI032875 

F-NT2RP3004078//Regu!atory factor (trans-acting) 2 (influences HLA class II expression)//5.3e-90:520:90//Hs. 
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100007:X76091 
F-NT2RP3004093 

F-NT2RP3004095//Human clone 23732 mRNA, partial cds//3.3e-27:372:69//Hs.81281 :U79258 
F-NT2RP3004110//Human mRNA for KIAA0392 gene, partial cds//1 .2e-20:211 :77//Hs.40100:AB002390 
5 F-NT2RP3004125//ESTS, Highly similar to OOCYTE ZINC FINGER PROTEIN XLCOF7.1 [Xenopus laevis]//1 .Oe- 

1 26:590:99//Hs. 1 29888:AI096509 
F-NT2RP3004145 
F-NT2RP3004148 

F-NT2RP3004155//Homo sapiens timing protein CLK-1 mRNA, complete cds//2.1e-121:578:98//Hs.l57H3: 
10 AF032900 

F-NT2RP3004189//ESTS//1 .3e-80:409:97//Hs.1 51001 :AA564706 

F-NT2RP3004205//Human mRNA for Stac, complete cds//1.O:245:60//Hs.56045:D86640 
F-NT2RP3004207/fTranscription factor 3 (E2A immunoglobulin enhancer binding factors E12/E47)//0. 095:281: 
62//Hs.101047:M31523 
15 F-NT2RP3004209//EST$//5.8e-87:458:94//Hs.1 55303:AI221 835 

F-NT2RP3004215//ESTs//0.074:56:80//Hs.163590:H43361 
F-NT2RP3004242 

F-NT2RP3004246//EST//0.20:21 9:63//Hs. 1 61 920: AA483240 
F-NT2RP3004253//ESTS//1 .2e-36:204:96//Hs.143588:AI1 49140 
20 F-NT2RP3004258//Human gene for neurofilament subunit M (NF-M)//7.2e-07:369:59//Hs.71346:Y00067 

F-NT2RP3004262//Homo sapiens heat shock protein hsp40-3 mRNA, complete Cds//I.0e-154:733:98//Hs. 
1 58471 :AF088982 

F-NT2RP3004282//Homo sapiens torsinA (DYT1) mRNA, complete cds//4.2e-26:597:61//Hs.19261:AF007871 
F-NT2RP3004332 
25 F-NT2RP3004334//ESTs//8.8e-27:142:99//Hs.28068:H06285 
F-NT2RP3004341//EST//0.0068:213:64//HS.153208:X98426 : 
F-NT2RP3004348//ESTS//1 .2e-1 8:1 26:93//Hs. 58595: AA830999 

F-NT2RP3004349//ESTS, Weakly Similar to HYPOTHETICAL 92.1 KD PROTEIN ZK1 098.3 IN CHROMOSOME 
III [Caenorhabditis elegans]//3.9e-45:337:83//Hs.141429:AA631915 
30 F-NT2RP3004378//ESTs, Weakly similar to weak similarity to procollagen alpha chain 1(V) chain [C.elegansJ// 

4.3e-125:608:98//Hs.128781:AAl60707 

F-NT2RP3004399//H.sapiens mRNA for leucine-rich primary response protein 1//2.3e-141:804:90//Hs.123122: 
X97249 

F-NT2RP3004424//ESTS, Weakly similar to JTV-1 [H.sapiens]//3.2e-122:609:96//Hs.20132:AA203113 
35 F-NT2RP3004428//Homo sapiens ALR mRNA, complete cds//0.00044:458:60//Hs.153638:AF010403 

F-NT2RP3004451//Bone morphogenetic protein 8 (osteogenic protein 2)//0.00023:357:59//Hs.99948:M97016 
F-NT2RP3004454//Homo sapiens mRNA for KIAA0448 protein, complete cds//2.0e-124:583:99//Hs.27349: 
AB007917 

F-NT2RP3004466//Homo sapiens mRNA for KIAA0664 protein, partial cds//0.48:399:58//Hs.22616:AB014564 
40 F-NT2RP3004470//EST//1.3e-56:331:91//Hs.136830:AA769219 
F-NT2RP3004472 

F-NT2RP3004475//Homo sapiens mRNA for KIAA0456 protein, partial cds//9.8e-1 52:71 5:98//Hs.5003:AB007925 
F-NT2RP3004480//ESTS. Highly similar to VACUOLAR SORTING PROTEIN 35 [Saccharomyces cerevisiaej// 
4.6e-118:547:99//Hs.124768:AA307735 
« F-NT2RP3004490//Homo sapiens mRNA for Musashi, complete cds//2.3e-1 56:752:97//Hs.1 58311 :AB01 2851 

F-NT2RP3004498//ESTS, Moderately Similar to ROSA26AS [M.musculus)//3.5e-89:425:99//Hs.126082:AI077718 
F-NT2RP3004503//EST//5.3e-49:399:81//Hs.162335:AA564256 

F-NT2RP3004504//Homo sapiens mRNA for KJAA0479 protein, partial cds//1.0:370:59//Hs.1 58244: AB007948 
F-NT2RP3004507//Human zinc finger protein (MAZ) mRNA//0:86:129:66//Hs.7647:M94046 
so F-NT2RP3004527//EST//0.053:250:62//Hs.123314:AA810110 
F-NT2RP3004534//ESTs//3.5e-78:370:99//Hs.1 32808:AI031 571 

F-NT2RP3004539//Homo sapiens mRNA for KIAA0532 protein, partial cds//2.7e-1 46 :679:98//Hs. 75970: 
AB014532 

F-NT2RP3004544//Homo sapiens mRNA for KIAA0554 protein, partial Cds//9.1e-171:793:98//Hs.74750: 
55 AB011126 

F-NT2RP3004566//ESTS, Highly similar to ZINC FINGER PROTEIN MLZ-4 [Mus muSCu!us]//2.2e-66:362:94//Hs. . 

125870:AI364967 

F-NT2RP3004569 
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F-NT2RP3004572//Homo sapiens cofactor of initiator function (CI F50) mRNA, complete cds//3.3e-1 81:860:97// 
Hs.122752:AF026445 

F-NT2RP3004578//Homo sapiens mRNA for KIAA0454 protein, partial cds//4.0e-85:422:97//Hs. 129928: 
AB007923 

5 F-NT2RP3004594//Homo sapiens mRNA for AND-1 protein//3.7e-1 60:796:95//Hs.72160:AJ006266 

F-NT2RP3004617//ESTS, Weakly similar to estrogen-responsive finger protein, efp [H.sapiens]//6.4e-l 3:356:64// 
HS.124138:AI266336 

F-NT2RP300461 8//ESTS//1 .5e-42:481 :70//Hs.1 30768 :AA909232 

F-NT2RP3004669//Human plectin (PLEC1) mRNA, complete Cds//0.0099:538:56//Hs.79706:U53204 
10 F-NT2RP3004670//Homo sapiens soxl gene//0.11:311:58//Hs.144029:Y13436 

F-NT2RP4000008//ESTS, Highly similar to CHLORINE CHANNEL PROTEIN P64 [Bos taurus]//6.0e-1 77:827:98// 
Hs.118991:AA675919 

F-NT2RP4000023//ESTs//1-4e-33:182:96//Hs.122722:AA45566B 
F-NT2RP4000035//ESTS//1 . 1 e-23:283:72//Hs.1 421 47:AA706495 
is F-NT2RP4000049//Homo sapiens decoy receptor 2 mRNA, complete Cds//6.8e-83:556:85//Hs.1 29844: AF029761 

F-NT2RP4000051//Homo sapiens mRNA for cartilage-associated protein (CASP)//4.9e-1 3:441 :62//Hs.1 55481: 
AJ006470 

F-NT2RP4000078//Homo sapiens mRNA for NSl-binding protein (NS1 -BP)//8.0e-1 51 :720:97//Hs.1 59597: 
AJ012449 

20 F-NT2RP4000102//ESTs//8.8e-33:184:82//Hs.93054:H47743 

F-NT2RP4000109//Homo sapiens mRNA for MEGF5, partial cds//1 .4e-167:774:99//Hs.57929:AB01153B 
F-NT2RP4000111 

F-NT2RP4000129//Homo sapiens mRNA for KIAA0483 protein, partial cds//1.le-115:548:98//Hs. 64691: 
AB007952 

25 F-NT2RP4000147//Human mRNA for KIAA0041 gene, partial cds//0. 00045 :212:63//Hs. 75520 :D26069 

F-NT2RP4000150 

F-NT2RP4000151//Homo sapiens Chromosome 7q22 sequence//0. 98:431 :59//Hs.3386:AF053356 
F-NT2RP4000159 
F-NT2RP4000167 
30 F-NT2RP4000185//ESTs//1.1e-51:240:68//Hs.33020:N31946 

F-NT2RP4000210//Homo sapiens mRNA for KIAA0700 protein, partial CdS//1.6e-175:825:98//Hs.13999: 
AB014600 

F-NT2RP4000212//ESTs//1.6e-10:74:95//Hs.111885:AA422006 
F-NT2RP4000214//ESTs//3.9e-11:225:68//Hs.59793:AA451731 
35 F-NT2RP4000218//Human G protein-coupled receptor (STRL22) mRNA, complete cds//6.2e-34:425:7l//Hs. 

46468:U45984 

F-NT2RP4000243//Homo sapiens mRNA for cartilage-associated protein (CASP)//8.6e-1 58:771 :97//Hs. 155481: 
AJ006470 

F-NT2RP4000246//ESTS, Highly similar to NPC DERIVED PROLINE RICH PROTEIN 1 [M.musculus]//1.9e-62: 
<0 384:89//Hs.115498:AA436298 

F-NT2RP4000259//Homo sapiens clone 683 unknown mRNA, complete sequence//9.4e-l30:604:99//Hs.43728: 

AF091092 

F-NT2RP4000263 

F-NT2RP4000290//EST//1.0:149:63//Hs.136928:AA812580 
45 F-NT2RP4000312//Human mRNA for KIAA0147 gene, partial cds//1.5e-42:685:63//Hs.1 581 32:063481 

F-NT2RP4000321//Homo sapiens gene for insulin receptor substrate-2, complete cds//8.6e-05:547:57//Hs. 
1 43648: AB000732 

F-NT2RP4000323//Human HCF1 gene related mRNA sequence//0.48:589:58//Hs.83634:U52112 
F-NT2RP4000355 

50 F-NT2RP4000360//Homo sapiens mRNA for KIAA0738 protein, complete cds//6.4e-142:654:99//Hs.1 07479: 

AB018281 

F-NT2RP4000367//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds//8.5e- 
137:649:97//HS.31323:AF0441 95 

F-NT2RP4000370//ESTS. Weakly similar to MITOCHONDRIAL PEPTIDE CHAIN RELEASE FACTOR 1 PRECUR- 
55 SOR [S.cerevisiaeJ//1 .2e-09:157:76//Hs.97950:AI382073 

F-NT2RP4000376//1-PHOSPHATIDYLINOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE BETA 2//- 
0.098:291 :59//Hs.994:M95678 

F-NT2RP4000381//Myosin, heavy polypeptide 7, cardiac muscle, beta//0.00025:509:59//Hs.929:M57965 
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F-NT2RP4000398//Zinc finger protein 140 (clone pHZ-39)//4.9e-60:469:68//Hs. 154205:1)09368 
F-NT2RP4000415//ESTs//0.85:89:67//Hs.152312:AA485688 

F-NT2RP4000417//Homo sapiens alpha 1 ,2-mannosidase IB mRNA, complete cds//0.014:178:66//Hs.125315: 
AF027156 

5 F-NT2RP4000424//Human G protein-coupled receptor (STRL22) mRNA, complete cds//2.0e-34:43i:73//Hs. 

46468:U45984 

F-NT2RP4000448//Human mRNA for KIAA0118 gene, partial cds//1 .9e-37:360:75//Hs.154326:D42087 
F-NT2RP4000449//EST//0.84:113:65//Hs.145274:AI249468 

F-NT2RP4000455//ALPHA-2C-1 ADRENERGIC R EC EPTOR//0. 063:221 :61//Hs.1 23022 :J03853 
10 F«NT2RP4000457//H.sapiens mRNA for herpesvirus associated ubiquitin-specific protease (HAUSP)//1.1e-05: 

532:57//Hs.78683:Z72499 

F-NT2RP4000480//Homo sapiens mRNA, complete cdS//0.056:655:60//Hs.133151:AB001535 
F-NT2RP4000481//Human mRNA for KIAA0268 gene, partial CdS//0.46:272:58//Hs.78862:D87742 
F-NT2RP4000498//Human DNA binding protein FKHL15 (FKHL15) mRNA, complete cds//0.94:133:69//Hs. 
15 159234:U89995 

F-NT2RP4000500//V-myb avian myeloblastosis viral oncogene homolog-like2//0.60:335:61//Hs.74605:X13293 
F-NT2RP400051 5//ESTs//2.9e-45:253:95//Hs.1 04898:AA429594 
F-NT2RP4000517//EST//0.043:131:64//Hs.99030:AA443904 

F-NT2RP4440518//Homo sapiens mRNA for ATP-dependent RNA helicase, partial//2.0e-34:203:93//Hs.99423: 
20 AJ010840 

F-NT2RP4000519//Human mRNA for KIAA0374 gene, complete Cds//0.33:1 54: 66//HS.1 00837: AB002372 

F-NT2RP4000524 

F-NT2RP4000528 

F-NT2RP4000541//ESTs//2.1 e-51 :251 :99//Hs.1 57240: A 13481 54 
25 F-NT2RP4000556//ESTS, Highly Similar to 60S RIBOSOMAL PROTEIN L11 [R.norvegiCUS]//1 .1e-27:162:93//Hs. 

25597:H93026 

F-NT2RP4000560//ESTs//2.5e-09:1 81 :66//Hs.1 22609:AA778351 
F-NT2RP4000588//ESTS//1 .4e-46:533:70//Hs.B836:AA1 81 053 

F-NT2RP4000614//Homo sapiens TLS-associated protein TASR-2 mRNA, complete Cds//I.0e-139:666:98//Hs. 
30 4214:AF067730 

F-NT2RP4000638//Fibroblast growth factor 2 (basic)//1 .0:226:61//Hs.56066:J04513 
F-NT2RP4000648//ESTs//2.5e-11:116:80//Hs.115449:AA416396 

F-NT2RP4000657//Homo sapiens bone morphogenetic protein 11 (BMP11) mRNA, complete cds//0 .00056:367: 
60//Hs.144626:AF100907 

35 F-NT2RP4000704//Homo sapiens mRNA expressed in 19week fetal lung, clone IMAGE:300B56//8.0e-l 67:676: 

98//Hs.50748:AB004848 

F-NT2RP4000713//Homo sapiens N-methyl-D-aspartate receptor 2D subunit precursor (NMDAR2D) mRNA, com- 
plete CdS//6.9e-07:494:61 //Hs. 1 1 3286:U77783 

F-NT2RP4Q00724//ESTS, Weakly similar to pol/env ORF [H.sapiens]//2.8e-46:411:78//Hs.111817:T80622 
40 F-NT2RP4000728//Homo sapiens mRNA for KIAA0606 protein, partial cds//9.9e-43:350:71//Hs.38176:AB011178 

F-NT2RP4000737//Human mRNA for KIAA0252 gene, partial cds//0.97:409:60//Hs.83419:D87440 
F-NT2RP4000739//DESMOPLAKIN I AND ll//0.99:192:63//Hs.74316:AL031058 

F-NT2RP4000781//Homo sapiens mRNA for APC 2 protein, complete cds//0.023:351 :60//Hs.20912:AB012162 
F-NT2RP4000787//Human mRNA for ESP1/CRP2, complete Cds//0.0051 :276:58//Hs.70327:D42123 
45 F-NT2RP4000817//Homo sapiens mRNA for KIAA0470 protein, complete cds//4.8e-i 76:81 6:98//Hs.251 32: 

AB007939 

F-NT2RP4000833//Homo sapiens PAC clone DJ0905J08 from 7p12-pl4//1 .3e-93:438:99//Hs.8173:AC005189 
F-NT2RP4000837//Homo sapiens SALL1 gene. partial//5.9e-05:470.59//Hs.123094:X98833 
F-NT2RP4000839//ESTs//5.7e-11:133:82//Hs.103852:W27603 
50 F-NT2RP4000855//Homo sapiens DNA-binding protein (CROC-1B) mRNA, complete cds//1 .4e-37:680:63//Hs. 

75875:U49278 

F-NT2RP4000865//Zinc finger protein 136 (clone pHZ-20)//2.0e-96:415:78//Hs.69740:U09367 
F-NT2RP4000878//ESTs//2.7e-16:390:63//Hs.1 63451 :AI205803 
F-NT2RP4000879//ESTs//0.89:184:64//Hs.122333:AA782843 
55 F-NT2RP4000907//Homo sapiens BAC clone RG118D07 from 7q31//4.5e-52: 933 :61//Hs. 3781 :AC004142 

F-NT2RP4000915//Homo sapiens mRNA forZNFl98 protein//3.0e-80:584:78//Hs.109526:AJ224901 
F-NT2RP4000918 

F-NT2RP4000925//Homo sapiens KIAA0405 mRNA, complete cds//1 .9e-47:661 :61//Hs.48998:AB007865 
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F-NT2RP4000927//ESTs//0.37:159:63//Hs.147949:AI341503 

F-NT2RP4000928//Homo sapiens CDP-diacylgtycerol synthase 2 (CDS2) mRNA, partial cds//1.1e- 164:78 1:97// 
Hs.24812:AF069532 

F-NT2RP4000929//ESTs//0.88:284:60//Hs.141317:AI281371 
5 F-NT2RP4000955//Human mRNA for cadherin-15, complete Cds//0.0019:495:58//Hs.1 48090: D83542 

F-NT2RP4000973//Homo sapiens mRNA for MSJ-1 , complete cds//1.2e-05:318:60//Hs.3845:AB0 14888 

F-NT2RP4000975//ESTs//0.0051:345:61//Hs.143304:AI084058 

F-NT2RP4000979 

F-NT2RP4000984 

io F-NT2RP4000989//Homo sapiens Tax interaction protein 1 mRNA, partial cds//0.85;257:63//Hs. 12956:119091 3 

F-NT2RP4000996//ESTs//4.3e-10:329:62//Hs.33085:AA258068 

F-NT2RP4000997//Human plectin (PLEC1) mRNA, complete cds//1 .0:21 8:58//Hs.79706:U53204 
F-NT2RP4001004 

F-NT2RP4001006//ESTS, Moderately similar to ROSA26AS [M.musculus]//7.4e-90:425:99//Hs.126082:AI077718 
is F-NT2RP4001010//Homo sapiens PSD-95/SAP90-associated protein-2 mRNA, partial cds//2.8e-l9:689:6V/Hs. 
113287:AF009204 

F-NT2RP4001029//Human transcription factor LSF mRNA, complete cds//9.6e-84:778:74//Hs.154970:U03494 
F-NT2RP4001 041 //Human endosome-associated protein (EEA1) mRNA, complete cds//0.95:170:64//Hs.2864: 
L40157 

20 F-NT2RP4001057//EST//9.6e-05:122:72//Hs.132518:AA928157 

F-NT2RP4001064//Homo sapiens mRNA for cartilage-associated protein (CASP)//7.2e-l 3:441 :63//Hs.1 55481: 
AJ006470 

F-NT2RP4001 078//ESTS//1 .3e-29:1 65:95//Hs.1 1 381 7:AA702497 

F-NT2RP4001079//Homo sapiens mRNA for putative Ca2 + -transporting ATPase, partial//1.4e-13i:634:98//Hs. 
25 106778:AJ010953 

F-NT2RP4001080//Polypyrimidine tract binding protein (hnRNP I) {alternative products}//0.025:166:66//Hs. 
146459:X66975 

F-NT2RP4001 086//Homo sapiens mRNA for KIAA0592 protein, partial cds//1 .5e-85:604:86//Hs.1 3273:AB01 11 64 
F-NT2RP4001095 

30 F-NT2RP4001100//ESTS, Weakly similar to C17G10.1 [C.elegans]//1.4e-93:448:98//Hs.1 05837: AA536054 

F-NT2RP4001117//ESTS, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 
familiarisJ//2.2e-26:171:92//Hs.14038:R06800 

F-NT2RP4001122//Human mRNA forhistone H1x, complete cds//0.99:185:66//Hs.109804:D64142 

F-NT2RP4001126//ESTS, Moderately similar to The KIAA0138 gene product is novel. [H.sapiens]//5.8e-37:l85: 
35 100//Hs.126925:AA931237 

F-NT2RP400l138//ESTs//3.4e-09:125:77//Hs.1433 82:AA476266 

F-NT2RP4001143//ESTs//1.0:282:57//Hs.1 57423: AI358261 

F-NT2RP4001148//ESTs//0.82:206:62//Hs. 1 29259: AA992207 

F-NT2RP4001 1 49//EST//1 .3e-1 7:1 40:88//Hs. 1 01 727:H1 61 71 
40 F-NT2RP4001150//AXONIN-1 PRECURSOR//7.7e-07:562:59//Hs.2998:X67734 

F-NT2RP4001159//EST//0.26:125:66//HS.152092:AA377324 

F-NT2RP4001174//ESTs//2.9e-103:502:98//Hs.125886:AA884264 

F-NT2RP4001206//EST//0.33:125:66//HS.152092:AA377324 

F-NT2RP4001207 
45 F-NT2RP4001210//ESTs//3.1e-95:460:97//Hs.46913:AI017636 

F-NT2RP4001213//KRAB zinc finger protein {alternative products}//1 .1 e-45:187:74//Hs.22556:U37251 

F-NT2RP400l219//ESTs//1.4e-69:352:96//Hs.116392:AA936262 

F-NT2RP4001228//Homo sapiens actin binding protein MAW EN mRNA, complete cds//7.2e-28:855:60//Hs. 
1 22967: AF059569 

50 F-NT2RP4001235//Homo sapiens Jagged 2 mRNA, complete cds//1.0:257:59//Hs.1 06387: AF029778 

F-NT2RP4001256//Human mRNA for KIAA0273 gene, complete cds//0.96:247:62//Hs.75899:D87463 
F-NT2RP4001260//Syntrophin, alpha (dystrophin-associated protein A1 , 59kD, acidic component)//0.01 5:246:62// 
Hs.31121:U40571 

F-NT2RP4001274//Homo sapiens Clone 24674 mRNA sequence//1.2e-06:259:64//Hs.71168:AF070578 
55 F-NT2RP4001276//Homo sapiens CAGF9 mRNA, partial cds//7.6e-06:266:62//Hs. 110826:1180736 

F-NT2RP4001313//Homo sapiens mitochondrial outer membrane protein (TOM40) mRNA, nuclear gene encoding . 
mitochondrial protein, complete cds//2.3e-3l :535:65//Hs.30928:AF043250 
F-NT2RP4001315//EST//9.5e-20:146:88//Hs.158755:AI375917 
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F-NT2RP4001336//ESTs//1.0:128:67//Hs.99598:AA603110 

F-NT2RP4001339 

F-NT2RP4001343 

F-NT2RP4001345//Lecithin-Cholesterol acyltransferase//8.0e-39;686:64//Hs.ll2125:Ml2625 
F-NT2RP4001351//Human ovarian cancer down regulated myosin heavy chain homolog (Dod ) mRNA, complete 
CdS//2.0e-31:784:62//Hs.15432:U53445 

F-NT2RP4001353//Homo sapiens chromosome 7q22 sequence//0.0034:497:57//Hs.125742:AF053356 
F-NT2RP4001372 

F-NT2RP4001373//Homo sapiens clone Dt1P1b11 mRNA, CAG repeat region//0.43:290:58//Hs.82101:Z50194 
F-NT2RP4001375 

F-NT2RP4001379//TRICHOHYALIN//8.2e-05:591:5B//Hs.82276:L09190 
F-NT2RP4001389//EST//5.3e-27:212:84//Hs.160402:A!393918 

F-NT2RP4001407//Homo sapiens mRNA for RGS5, complete cds//0.93:218:58//Hs.24950:AB008109 
F-NT2RP4001414//Human mRNA for KIAA0202 gene, partial cds//6.3e-78:818:71//Hs.80712:D86957 
F-NT2RP4001433//Zinc finger protein 10 (KOX 1)//1.1e-88:839:73//Hs.2479:X78933 
F-NT2RP4001442 

F-NT2RP4001447//Homo sapiens mRNA for KIAA0783 protein, complete cds//0.0075:218:63//Hs.41153: 
AB018326 

F-NT2RP4001474//ESTs, Weakly similar to probable CBP3 protein homolog [C.elegans]//2.le-90:460:96//Hs. 
26676:AA033997 

F-NT2RP4001483//Oxoglutarate dehydrogenase (lipoamide)//8.1 e-61 :480:75//Hs. 75533 :D 10523 
F-NT2RP4001498//ESTS, Weakly similartoGA BINDING PROTEIN BETA-2 CHAIN [H.sapiens]//0.25:216:60//Hs. 
63220:AA522707 

F-NT2RP4001502//ESTs//2.6e-41:206:99//Hs.159257:N40395 

F-NT2RP4001507//H.sapiens mRNA for RanGTPase activating protein 1//0.51:281:61//Hs.5923:X82260 
F-NT2RP4001524//ESTS. Weakly similar to F13B12.1 [C.elegansl//9.4e-30:173:94//Hs.5570:AI377863 
F-NT2RP4001 529//Human transcription factor LSF mRNA, complete cds//1 .3e-35:329:76//Hs.154970:U03494 
F-NT2RP4001547//Homo sapiens forkhead protein FREAC-2 mRNA, complete Cds//0.001 5:221 :65//Hs.4448l: 
U 13220 

F-NT2RP4001551//Human BRCA2 region, mRNA sequence CG003//0.56:428:59//Hs.30649:U50534 

F-NT2RP4001555//EST//0.99:225:64//Hs.96863:AA347174 

F-NT2RP4001567 

F-NT2RP4001568//ESTS. Weakly similar to HYPOTHETICAL 32.6 KD PROTEIN IN MET30-CBR5 INTERGENIC 
REGION [Saccharomyces cerevisiaej//l .le-54:252:83//Hs.l 58208: AA1 67836 
F-NT2RP4001571//ESTs//3.0e-94:475:96//Hs.65322:AA019410 
F-NT2RP4001574 

F-NT2RP4001575//Homo sapiens mRNA for AREMike protein//!. 8e-169:796:98//Hs.1 08826 :AL031 228 
F-NT2RP4001592 

F-NT2RP4001610//Human involucrin mRNA//0.94:462:59//Hs.1 57091 :M13903 

F-NT2RP4001614//ESTs//0.71:331:58//Hs.116533:AI343952 

F-NT2RP4001634 

F-NT2RP4001638//ESTS, Weakly similar to HYPOTHETICAL 117.9 KD PROTEIN IN FKH1-STH1 INTERGENIC 
REGION [S.cerevisiae]//8.6e-57:287:97//Hs.117439:C18436 

F-NT2RP4001 644//Human mRNA for MNK1 , complete cds//1 .7e-53:415:80//Hs.5591 :AB000409 
F-NT2RP4001656//ESTS, Highly similar to P H EN YLALANYL-TRN A SYNTHETASE MITOCHONDRIAL PRECUR- 
SOR [Saccharomyces cerevisiae]//1 .0:311 :59//Hs. 57969 :AA203629 

F-NT2RP4001677//Homo sapiens short form transcription factor C-MAF (c-maf) mRNA, complete Cds//0.1 9:1 62: 
67//Hs.30250:AF055376 

F-NT2RP4001679//Homo sapiens PYRIN (MEFV) mRNA, complete cds//2. 2e-50 : 332 :86//Hs. 11 3283 :AF0 18080 
F-NT2RP4001696 

F-NT2RP4001 725//Galactokinase 1//1 .0:202 :63//Hs. 9235 7: L76927 

F-NT2RP4001730//Human growth/differentiation factor 1 (GDF-1) mRNA, complete cds//0.0035:247:62//Hs. 
92614:M62302 

F-NT2RP4001739//Complement component 8, gamma polypeptide//0.74:654:56//Hs.l285:U08198 
F-NT2RP4001753//Zinc finger protein 84 (HPF2)//4.5e-29:476:67//Hs.9450:M27878 
F-NT2RP4001 760//ESTs//1 .0:41 1 :60//Hs. 1 08548:AA081 656 

F-NT2RP4001790//Homo sapiens PAC clone DJ0604G05 from 7q22-q31 .1//9.le-34:400:68//Hs.154212: 
AC004522 
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F-NT2RP4001803//Human high conductance inward rectifier potassium channel alpha subunit mRNA, complete 
CdS//0.028:560:58//Hs.2363:L36069 

F-NT2RP4001 822//ESTs//3.4e-50:307:90//Hs.1 1 3509:AA1 321 31 

F-NT2RP4001823//Human faciogenital dysplasia (FGD1) mRNA, complete cds//3.le-07:509:59//Hs.l572: 
U11690 

F-NT2RP4001828 

F-NT2RP4001838//Human mRNA for KIAA0071 gene, partial cds//6.9e-55:555:73//Hs.78398:D31888 
F-NT2RP4001841//ESTs//0.99:215:60//Hs.136895:AA897749 

F-NT2RP4001849//Homo sapiens mRNA for KIAA0672 protein, complete CdS//5.6e-57:813:65//Hs.6336: 
AB014572 

F-NT2RP4001861//ESTs, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens}//4.8e-12: 

84:94//Hs. 1 40232: AA7051 70 

F-NT2RP4001889 

F-NT2RP4001893//Homo sapiens BAC Clone GS166A23 from 7p21//4.4e-108:535:97//Hs.15144:AC005014 
F-NT2RP4001896 

F-NT2RP4001 901//ESTS//1 .4e-50:291 :93//Hs.67991 :AA1 47848 
F-NT2RP4001927 

F-NT2RP4001938//ESTS, Weakly Similar to ZINC FINGER PROTEIN 91 [H.sapiens]//2.8e-54:375:84//Hs.119294: 
AI379442 

F-NT2RP4001 946//EST//0.050:268:60//Hs.1 48341 :AA921 894 
F-NT2RP4001 950//EST//7.9e-1 4:336:63//Hs. 1 1 281 0: AA61 0063 
F-NT2RP4001 953//ESTS//0.01 8:206:65//Hs. 1 301 05:AA904868 

F-NT2RP4001 966//Human DNA sequence from clone 1 052M9 on chromosome Xq25. Contains the SH2D1 A gene 
for SH2 domain protein 1 A, Duncan's disease (lymphoproliferative syndrome) (DSHP), part of a 60S Acidic Ribos- 
omal protein 1 (RPLP1) LIKE gene and part of a mouse DOC4 LIKE gene. Contains ESTs and GSSS//1 .7e-54: 
788:65//Hs.23796:AL022718 F-NT2RP4001975//Homo sapiens homeobox protein Six3 (SIX3) gene, complete 
cds//0.0019:279:65//Hs.1 59439: AF092047 

F-NT2RP4002018//ESTs, Highly similar to RING CANAL PROTEIN [Drosophila me!anogasterJ//0.58:463:55//Hs. 
3826:U69560 

F-NT2RP4002047//EST//2.5e-13:102:90//Hs.148997:AI243139 
F-NT2RP4002052 

F-NT2RP4002058//ESTs//5.2e-41:347:72//Hs.12l961:AA777873 

F-NT2RP4002071//Homo sapiens TTAGGG repeat binding factor 2 (hTRF2) mRNA, complete cds//0. 97:227:60// 

Hs.1 00030: AF002999 

F-NT2RP4002075 

F-NT2RP4002078//ESTs. Moderately similar to zinc finger protein [H.sapiens]//i.0e-38:243:90//Hs.i39H5: 
AA325104 

F-NT2RP4002081//TATA box binding protein//0.0059:310:60//Hs.1100:M55654 

F-NT2RP4002083//H.sapiens Pur (pur-alpha) mRNA, complete CdS//0.0015:152:70//Hs.25180:M96684 
F-NT2RP4002408//Human protein kinase C-L (PRKCL) mRNA, complete cds//8.0e- 10:401 :59//Hs.89616:M55284 
F-NT2RP4002791//Ataxin 1//1 .0:215:61//Hs.74520:X79204 
F-NT2RP4002888 

F-NT2RP4002905//ESTs//3.4e-50:280:94//Hs.131697:H14960 

F-NT2RP5003459//Glyceraldehyde-3-phosphate dehydrogenase//! .3e-35:l 93 :96//Hs.74456:U34995 
F-NT2RP5003461//ESTs//3.6e-1 04:51 3:98//Hs.88088:AA521 071 

F-NT2RP5003477//Eukaryotic translation initiation factor 3 (elF-3) p36 subunit//0.1 8:271 :60//Hs.139745:U39067 
F-NT2RP5003492 

F-NT2RP5003500//Homo sapiens mRNA for heparan-sulfate 6-sulfotransferase, complete cds//6.1e-56: 750:69// 
Hs.132884:AB006179 

F-NT2RP5003506//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-69G12//5.1e-14:348:62//Hs. 154050: 
AC004131 

F-NT2RP5003512//Homo sapiens mRNA for KIAA0542 protein, partial cds//0.94:202:63//Hs.8152:AB014542 
F-NT2RP5003522 

F-NT2RP5003524//ESTs//8.7e-08:340:62//Hs.152730:AI308943 
F-NT2RP5003534 

F-OVARC 1000001 //Homo sapiens mRNA for KIAA0465 protein, partial cds//4.0e-69:373:94//Hs.1 08258: 
AB007934 

F-OVARC 1 000004//ESTs//6.0e-38:2l 6:93//Hs.1 63801 :AI391 729 
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F-OVARC1000006//ESTS, Highly similar to HISTONE H2A [Cairina moschata]//4,4e-75:355:99//Hs.36727: 
AI051983 

F-OVARC1 00001 3//ESTs//0.65:331 :58//Hs.U6326:AA534304 

F-OVARC1000014//Homo sapiens GLE1 (GLE1) mRNA, complete cds//1.8e-1 71:81 5:98//Hs.8U49:AF058922 
F-OVARC1000017//Homo sapiens mRNA for NTAK, complete cdS//0.50:482:58//Hs.113264:AB005060 
F-OVARC1000035//Homo sapiens GA1 7 protein mRNA, complete cds//2.2e-37:238:89//Hs.69469:AF064603 
F-OVARCl000058//ESTs//1.1e-23:132:97//Hs.61809:AA503549 

F-OVARC1000060//ESTS, Highly similar to ribonuclease 6 precursor [H.sapiens]//6.7e-60:305:97//Hs.31696: 
H50008 

F-OVARC 1 000068//ESTs//3.8e-1 0:69:1 00//HS. 89048 :AA282798 
F-OVARCl000071//ESTs//1.9e-36:202:95//Hs.125013:AA400543 
F-OVARC 1000085 

F-OVARC 1 000087//EST//1 .0:1 99:58//Hs. 1 229 1 9: AA768442 

F-OVARC1000091//Homo sapiens Jagged 2 mRNA, complete . cds//0.00017:414:59//Hs.106387:AF029778 
F-OVARC 1 000092//ESTs//4.6e-06:41 0:60//Hs.1 52250 :AA203600 

F-OVARC1000106//ESTS, Weakly similar to C25A1.1 [C.elegans]//2.9e-73:406:92//Hs.109463:AI205174 
F-OVARC1000109 

F-OVARC 1 00011 3//Homo sapiens okadaic acid-inducible phosphoprotein (OA48-18) mRNA, complete cds//5.3e- 
1 35:663:96//Hs.3688: AF069250 

F-OVARC1000114//Homo sapiens mRNA for KIAA0562 protein, complete cds//3.4e-43:532:72//Hs.1 18401: 
AB011134 

F-OVARCl000133//ESTs//9.4e-50:249:98//Hs.159146:AI384010 
F-OVARC 10001 39 

F-OVARC 1 0001 45//ESTS//1 .6e-09:87:90//Hs.2521 9: AA291 293 
F-OVARC 1 0001 48//ESTs//4.4e-28 : 1 46: 1 00//HS. 1 33223:AA67741 4 
F-OVARC 10001 51 

F-OVARC 1 0001 68//ESTs//2.3e-48:264:95//Hs.1 4539:H67305 

F-OVARC1000191//Thrombopoietin {myeloproliferative leukemia virus oncogene ligand, megakaryocyte growth 
and development factor)//0.10:504:59//Hs.1 54083: U701 36 
F-OVARCl000198//ESTs//1.3e-103:505:97//Hs.149341:AI249131 
F-OVARC 1000209//EST//1 .0:73:72//Hs.1 62600: AA594840 
F-OVARCl000212//ESTs//1.7e-17:121:91//Hs.50473:W68834 

F-OVARC 1000240//ESTS. Highly similar to THREONYL-TRNA SYNTHETASE, CYTOPLASMIC [Homo sapiens] 
//2.7e-31:264:79//Hs.151895:AA196379 

F-OVARC1000241//Homo sapiens Clone 23698 mRNA sequence//3.4e-35:466:68//Hs.8136:U81984 
F-OVARC1000288//TESTS, Weakly similar to Y53C12A.3 [C.elegans)//0.00084:170:65//Hs.1 07747: AI35786B 
F-OVARC1 000302//EST//4.1 e-05:249:60//Hs.1 36432:AA555306 
F-OVARC 1000304//ESTS//1 .0:252:64//Hs.12126:AA203287 

F-OVARC1000309//ESTS, Highly similar to BRAIN ENRICHED HYALURONAN BINDING PROTEIN PRECUR- 
SOR [FeliS catus)//0.51 :193:66//Hs.6194:AI378579 
F-OVARC1 000321 

F-OVARC I000326//Homo sapiens T-type calcium channel alpha-1 subunit mRNA, complete Cds//0.001 8:507:60// 
Hs.122359:AF051946 

F-OVARCl000335//ESTs//9.3e-39:202:98//Hs.132849:AA779444 
F-OVARC 1000347 

F-OVARC I000384//Homo sapiens (clone PEBP2aAi) core-binding factor, runt domain, alpha subunit 1 (CBFA1) 
mRNA, 3' end of cds//3.4e-06:353:62//Hs.121895:AF001450 " 

F-OVARC 1000408//Human mRNA for KIAA0140 gene, complete cds//0.94:231:64//Hs.156016:D50930 

F-OVARC1000411//EST//0.43:234:59//HS.124673:AA858162 

F-OVARCl000414//EST//5.2e-05:105:72//Hs.98827:AA435682 

F-OVARC1000420//Human mRNA for KIAA0140 gene, complete cds//0.86:231:58//Hs.156016:D50930 
F-OVARC1000427//ESTS, Moderately Similar to ORF1 [H.sapiens]//1.7e-25:190:84//Hs.139513:AA259082 
F-OVARC 1 000431 //ESTs//0.041 :356:57//Hs.139907:AA621615 

F-OVARC1000437//Filamin 1 (actin-binding protein-280)//0.93 :281:60//Hs.76279:X53416 
F-OVARC1000440//Human PINCH protein mRNA, complete cds//8.8e-21:116:99//Hs.83987:U09284 
F-OVARC1 000442//ESTs//2.0e-19:207:78//Hs.1 34071 :AI377423 

F-OVARC1000443//Homo sapiens mRNA for KIAA0683 protein, complete cds//3.2e-1 40 :566:99//Hs. 12334: 
ABO 14583 
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F-OVARC1000461//ESTs//1.08-39:215:95//Hs.131532:AI024524 

F-OVARC1000465//Homo sapiens clone 24781 mRNA sequence//1 .0:252:58//Hs.108112:AF070640 
F-OVARCl000466//ESTs//3.6e«14:189:71//Hs.164041:R51854 
F-OVARC1000473//ESTs//0.00012:77:85//Hs.29173:AA134926 
5 F-OVARC1 000479 

F-OVARCl000485//ESTs//4.2e-07:409:60//Hs.99280:AA453036 
F-OVARCl000496//ESTs//6.0e-14:240:69//Hs.131900:AI023327 

F-OVARC1000520//Homo sapiens supervillin mRNA, complete Cds//6.9e-115:539:99//Hs.111285:AF051850 
F-OVARCl000526//ESTs//2.9e-08:368:611/Hs.42771:N26740 
W F-OVARC1000533//EST//3.4e-14:137:82//Hs,123405:AAB13492 
. F-OVARC1000543//ESTs//0.13:278:61//Hs.54894:N98475 
F-OVARC1000556//ESTS//1 .4e-31:217:90//Hs.1 06385 :W26667 
F-OVARC1 000557//ESTs//3.8e-20:208:76//Hs.1 3891 9:AA82741 0 . 

F-OVARC1 000564//Human dsRNA adenosine deaminase DRADA2D (DRADA2b) mRNA, complete cds//0.87:1 35: 
15 66//Hs.85302:U76421 

F-OVARCl000573//ESTs//2.1e-22:268:76//Hs.121852:AA776358 
F-OVARCl000576//ESTs//9.4e-22:124:98//Hs.24220:W22200 
F-OVARC 1 000578//EST//4.7e-31 :335:74//Hs,1 62881 :AA652729 

F-OVARC1000588//Human BMK1 alpha kinase mRNA, complete cds//0.67:263:63//Hs.3080:U29725 
20 F-OVARC 1 000605//EST//1 .0:1 48:62//Hs. 1 63346 :AA883722 

F-OVARCl000622//EST//4.3e-50:313:88//Hs.149580:Al281881 
F-OVARC1 000640//ESTs//2.6e-55:441 :80//Hs.1 0531 9:AA470097 

F-OVARC 1 000649//Human squamous cell carcinama of esophagus mRNA for GRB-7 SH2 domain protein, com- 
plete cds//1 .6e-78:424:93//Hs.86859:D43772 
25 F-OVARC1000661//Homo sapiens mRNA for KIAA0590 protein, complete cds//1.6e-100:536:94//Hs.111862: 

AB011162 

F-OVARCl000678//EST//1.3e-08:131:77//Hs.145970:AI277106 
F-OVARC1000679//ESTS//0.66:223:61//HS.134782:H74279 
F-OVARC1000681//EST//0.017:315:61//HS.147799:AI221639 
30 F-OVARC 1000682//Homo sapiens alpha 1 ,2-mannosidase IB mRNA, complete cds//4.8e-153:549:99//Hs. 

125315:AF027156 

F-OVARC1000689//Homo sapiens clone 24640 mRNA sequence//0.030:479:57//Hs.4764:AB018306 
F-OVARC 1000700 

F-OVARCl000703//ESTs//0.41:100:68//Hs.160699:AI284320' 
35 F-OVARC 1 000722//Homo sapiens chromosome 1 q2i -1 q23 beta-1 ,4-galactosyltransferase mRNA, complete cds// 
1.2e-110:451:91//Hs.13476:AF038661 

F-OVARC1000730//ESTS, Weakly similar to C27F2.7 gene product [C.elegansJ//2.9e-53:318:91//Hs.7049: 
Al 141 736 

F-OVARCl000746//ESTs//3.2e-123:570:99//Hs.127295:AA918411 
40 F-OVARC 1 000769//ESTs//0.072:1 77:67//Hs.1 42573:AA601 1 96 

F-OVARC1000771//ESTS, Moderately similar to RAS-R ELATED PROTEIN RAB-2 [H.sapiens]//1.2e-38: 194:99// 
HS.157059:W28130 

F-OVARCl000781//ESTs//4.0e-14:113:89//Hs.41972:AA626793 
F-OVARC1000787//EST//0.92:91:64//HS.163258:AA828B35 
45 F-OVARCl000800//ESTs//1.6e-44:193:81//Hs.163971:N27584 

F-OVARC 1000802//ESTs//4.6e-43:395:80//Hs.11 5401 :AA400032 
F-OVARC 1 000834//ESTS//1 .9e-91 :431 :99//Hs.1 54450 :AA069390 

F-OVARC 1000846//Homo sapiens mRNA for K I AA0643 protein, partial cds//1.9e-1 51 :432:100//Hs. 155995: 
AB014543 

50 F-OVARC 1000850//Homo sapiens PB39 mRNA, complete cds//3.3e-137:632:99//Hs.18910:AF045584 

F-OVARC 1000862//ESTS. Highly similar to gene Fif protein [M.musculus)//6.le-31:183:93//Hs.108620:AA418155 
F-OVARC 1000876//Human DNA binding protein FKHL15 (FKHL15) mRNA, complete cds//0.54:133:69//Hs. 
159234:1)89995 

F-OVARC1000883//ESTS//0.44:154:63//HS.98183:AA417143 
55 F-OVARC 1 000885//EST//0.91 : 1 52:63//Hs. 1 60765 : AI31 3323 

F-OVARCl000886//ESTs//4.6e-08:375:61//Hs.131653:AI025777 
F-OVARC 1000890 
F-OVARC 1000891 



2141 



EP1 074 617 A2 



F-OVARC1 000897//ESTS//1 . 1 e-07: 145:69//Hs.1 1 9878:AA70681 8 
F-OVARCl000912//EST//3.6e-08:376:61//Hs.158782:AI376601 

F-OVARC 1 0009 15//Homo sapiens mRNA for KIAA0600 protein, partial cds//2.3e-85:419:97//Hs.9028:AF039691 
F-OVARC 1 000924//ESTs//3.6e-1 1 3:540:98//Hs.66058: AA424456 
5 F-OVARC 1 000936//Human endogenous retrovirus envelope region mRNA (PU)//4.3e-64:623:72//Hs. 114440: 

M11119 

F-OVARCl000937//EST//2.4e-39:170:96//Hs.129138:AA988078 

F-OVARC 1000945//ESTS, Weakly similar to protein tyrosine phosphatase [H.sapiens]//2.4e-29:i57:97//Hs. 

1 36243: AA307843 
W F-OVARC 1000948 

F-OVARC1000959//EST//0.65:293:55//HS.134725:AI088986 

F-OVARC 1000960//Ley 1-17/1 .4e-41 :425:72//Hs.37062:AC005952 

F-OVARC1000964//ESTS//1 .4e-95:486:96//Hs.57079:D45288 

F-OVARC1000971//ESTS//0.19:198:62//HS.153429:AI283069 
is F-OVARC 1 000984//Breakpoint cluster region protein BCR//0.26:365:56//Hs.2557:Y00661 

F-OVARC1000996//Human p300/CBP-associated factor (P/CAF) mRNA, complete cds//6.8e-10:312:65//Hs. 

155302:U57317 

F-OVARC 1000999//Homo sapiens mRNA for chemokineLEC precursor, complete cds//0.0056:209:62//Hs. 10458: 
AF088219 

20 F-OVARC1 001 000//EST//4.2e-24:242:77//Hs.1 28952:AA9841 1 4 

F-OVARC1001004 
F-OVARC1001010 

F-OVARC1001011//ESTS, Moderately similar to Tera [M.musculus)//3.8e-47:234:99//Hs,110327:AA205866 

F-OVARC 1 001 032//HUM AN IMMUNODEFICIENCY VIRUS TYPE I ENHANCER-BINDING PROTEIN 2//0.0076: 
25 624:57//Hs.75063:AL023584 

F-OVARC1001034//ESTS. Highly similar to mitogen-induced [M.musculus]//3.9e-97:578:89//Hs.111974:AI050735 

F-OVARC1001038//Homo sapiens TRIAD 1 type I mRNA, complete cds//8.6e-152:733:97//Hs.9899:AF0991 49 

F-OVARC 1 001 040//ESTs//2.2e-38:204:96//Hs.128927:AI168074 

F-OVARC1 001 044//EST//0.036:304:6 1//HS. 1 37342: AA01 7385 
30 F-OVARC1001051 

F-OVARC1001055//Human pre-B cell enhancing factor (PBEF) mRNA, complete Cds//I.le-46:381:81//Hs. 

154968:U02020 

F-OVARCl001062//ESTs//0.020:265:60//Hs.146226:AI312873 

F-OVARC1001065//ESTS, Weakly similar to C50F4.12 [C.elegans)//1 .4e-21 :1 83 :84//Hs.46680:AA8 09451 
35 F-OVARC1001068//Homo sapiens Era GTPase A protein (HERA-A) mRNA, partial cds//6.6e-132:620:98//Hs. 

3426:AF082657 

F-OVARCl001072//ESTs//1.1e-24:289:74//Hs.139614:AA709013 
F-OVARC 1 001 074//E STs//0. 059:1 98 :63//Hs. 59974 :AA001 937 
F-OVARC 1 001 085//H. sapiens mRNA for SOrtilin//0.99:142:67//Hs.104247:X98248 
40 F-OVARC1001092//Homo sapiens mRNA for JM5 protein, complete CDS (clone IMAGE 53337, 

LLNLC110F1857Q7 (RZPD Berlin) andl_LNLd10G0913Q7 (RZPD Ber1in))//1.3e-75:289:95//Hs.21753:AJ005897 
F-OVARC1001107//Homo sapiens SKB1HS mRNA, complete cds//1.2e-73:351:86//Hs.12912:AF015913 
F-OVARC1001113//Homo sapiens diaphanous 1 (HDIA1) mRNA, complete cds//2.1e-151:710:98//Hs.26584: 
AF051782 

45 F-OVARCl001117//ESTs//3.8e-73:347:99//Hs.116029:AA813102 
F-OVARC 10011 18 
F-OVARC 1001 129 

F-OVARC 1 001 154//Granulin//2.4e-94:686:83//Hs.75451:AF055008 
F-OVARC 1 001 1 61//ESTs//2.2e-40:208:97//Hs.1 1 3006:AA621 725 
50 F-OVARC1001162 
F-OVARC1001167 

F-OVARC1001169//ESTs//0.81:158:53//Hs.48527:AI078279 
F-OVARC 1 001 1 70//ESTs//9.0e-87:4l 2:99//Hs.1 1 6550:AA81 3287 
F-OVARC 1 001 1 71//ESTs//4.9e-26:1 67:79//Hs.1 391 58:AA2261 59 
55 F-OVARC1001173//ESTS, Moderately similar to GLUTAMATE DEHYDROGENASE 1 PRECURSOR [Homo sapi- 

ens)//! .86-1 1 : 1 92:69//Hs. 1 30020: AA887581 

F-OVARC1001176//Homo sapiens chromosome 19. cosmid R26529//0.61:387:58//Hs.91103:AC005551 
F-OVARC1001180//ESTS, Weakly similar to ubiquitin S6(1) [D.melanogaster)//1.5e-1 3:1 99:71//Hs.1 09966: 
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C06057 

F-OVARC1 001 1 88//ESTS. Weakly similar to HYPOTHETICAL 27.8 KD PROTEIN IN VM A7-RPS31 A INTERGENIC 

REGION [S.cerevisiae]//1 .4e-52:324:90//Hs.114673:W72675 

F-OVARCl001200//ESTs//3.9e-16:104:94//Hs.125520:AA883889 

F-OVARC1001232//Cyclin A//0.95:124:67//Hs.85137:X51688 

F-OVARC1001240//EST//0.017:351:60//Hs.120655:AA745676 

F«OVARCl001243//ESTs//0.78:291:59//Hs.132458:AI424825 

F-OVARC1001244//RING3 PROTEIN//2.8e-19:118:95//Hs.75243:D42040 

F-OVARCl001261//EST//1.9e-42:225:96//Hs.158854:AI377837 

F-OVARC1001268//ESTs//0.66:239:61//Hs.132525:AA576821 

F-OVARC1 001 270//ESTs//0.99:204:60//Hs.1 44647:AA625224 

F-OVARC1001271//Horno sapiens mRNA for KIAA0643 protein, partial cds//6.Be-144:644:96//Hs.1 55995: 
AB014543 

F-OVARC1001282//ESTS, Weakly similar to Ydr438wp [S.cerevisiae]//0.11:355:60//Hs.108812:AA044835 
F-OVARC1001 296//ESTsy/1 .1 e-46:237:98//Hs.33746:N781 72 

F-OVARC1001306//Homo sapiens nuclear receptor co-repressor N-CoR mRNA, complete cds//0.20:188:64//Hs. 
152455:AF044209 

F-OVARC1001329//ESTS//1 .4e-97:486:97//Hs.1 25886 :AA884264 
F-OVARC1001330 

F-OVARC1 001 339//Solute carrier family 4, anion exchanger, member 2 (erythrocyte membrane protein band 3-like 
1 )//0.021 :232:62//Hs.7941 0:U62531 

F-OVARC1001341//ESTS, Weakly similar to C17G10.1 [C.elegans]//2.5e-76:363:99//Hs.105837:AA536054 

F-OVARC1001342//EST//0.98:97:65//HS.148210:AA897493 

F-OVARCl001344//EST//5.3e-10:241:64//Hs.138777:N67251 

F-OVARC1001357//Homo sapiens jerky gene product homolog mRNA, complete Cds//0.64:1 98:61 //Hs. 105940: 
AF004715 

F-OVARCl001360//ESTs//4.9e-87:429:97//Hs.130145:AI264633 
F-OVARCl001369//ESTs//6.3e-07:371:62//Hs.131653:AI025777 

F-OVARC1001372//Homo sapiens mRNA for KIAA0654 protein, partial cds//1.4e-69:533:74//Hs. 109299: 
AB014554 

F-OVARC1001376//Homo sapiens neuronal thread protein AD7C-NTP mRNA, complete cds//2.5e-49:365:73//Hs. 
. 129735:AF010144 

F-OVARC1001381//Homo sapiens mRNA for candidate tumor suppressor involved in B-CLL//4.le-1 49:683:99// 
Hs.151428:AJ224819 

F-OVARC1001391//Homo sapiens methyl-CpG binding protein MBD2 (MBD2) mRNA, complete cds//0.097:235: 
65//Hs.25674:AF072242 

F-OVARC1001399//ESTS//1 .1 e-35:264:83//Hs. 59379: W28225 

F-OVARC1001417//Homo sapiens EXLM1 mRNA, complete cdS//1.3e-150:707:98//Hs.21586:AB006651 

F-OVARC1001419//Homo sapiens GOK (STIM1) mRNA, complete Cds//1.6e-49: 586 :69//Hs. 74597: U52426 

F-OVARCl001425//ESTs//2.4e-11:258:67//Hs.119197:T83651 

F-OVARC1001436 

F-OVARC1001442 

F-OVARC1001453 

F-OVARC1 001 476//ESTS, Weakly similar to HYPOTHETICAL 38.6 KD PROTEIN IN TIF4631-KRE11 INTERGEN- 
IC REGION [S.cerevisiae]//1.9e-125:581:99//Hs.110950:AI041823 
F-OVARC1 001 480//ESTs//0.95:1 25:72//Hs.1 52584: AA584568 
F-OVARCl001489//EST//4.9e-72:341 :100//Hs.148191 :AA897343 

F-OVARC1001496//Homo sapiens C-terminal binding protein 2 mRNA, complete cds//2.6e-86:479:92//Hs.6534: 
AF0 16507 

F-OVARC1001506//Polycystic kidney disease 1 (autosomal dominant)//1.1e-97:538:92//Hs.75813:L33243 
F-OVARC1001525 

F-OVARC1 001 542//Envoplakin//0.34:258:60//Hs.25482:U53786 
F-OVARC1 001 547//EST//0.0046:237:62//Hs.54638:N90595 
F-OVARC1001555 

F-OVARC1001577//Homo sapiens SRp46 splicing factor retropseudogene mRNA//6.8e-57:275:98//Hs.155160: 
AF031166 

F-OVARC1001600//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//0.0035: 
271 :60//Hs. 1 08465 :A1 1 44299 
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F-OVARC1001610//ESTS, Weakly similar to F22E10.5 [C.e!egans]//1 .4e-43:216:99//H$.1 20002 :AI038398 
F-OVARC1001611 

F-OVARC 1 001 61 5//EST//0.99:1 35:68//Hs. 1 2941 0: AA993500 

F-OVARC1001668//Homo sapiens mRNA forKIAA0572 protein, partial cds//3.3e-37:217:94//Hs.14409:AB011144 
5 F-OVARC1001702//Homo sapiens mRNA for hSOX20 protein, complete Cds//5.9e-49:393:81//Hs.95582: 

AB006867 

F-OVARC 1 001 703//EST//1 .7e-24:1 72:88//Hs.1 21 1 98:AA757229 
F-OVARCl001711//Fms-related tyrosine kinase 3 ligand//0.049:353:61//Hs.428:U03858 
F-OVARC1 001 71 3//ESTs//8.9e-37:263:86//Hs.1 1 0298:AA621 807 
10 F-OVARC1001726//ESTs//2.0e-12:121:82//Hs.153332:AA236863 

F-OVARC 1 001 731//Tropomyosin beta chain (skeletal muscle)//1.7e-83:617:80//Hs.155652:X06825 

F-OVARC 1 001 745//EST//0,75: 1 74:64//Hs. 1 46778: Al 1 48588 

F-OVARC1001762 

F-OVARC 1 001 766//Homo sapiens eukaryotic translation initiation factor elF3, p35 subunit mRNA, complete cds// 
15 1 .4e-150:706:98//Hs.1 55377:1197670 

F-OVARC1001767//Homo sapiens mRNA for KIAA0675 protein, complete cds//9.8e-117:580:96//Hs. 15869: 
AB014575 

F-OVARC 1001768//ESTs//0.035:179:64//Hs.87279:AI218697 
F-OVARC1001791 
20 F-OVARCl001795//ESTs//0.19:68:76//Hs.37699:AA062830 

F-OVARC 1 001 802//EST//3.7e-45:254:92//Hs.1 30620:AI0051 02 

F-OVARC 1 001 805//Homo sapiens mRNA for KIAA0744 protein, complete cds//0.77:362:58//Hs.1 16753: 
AB018287 

F-OVARC1001809//Human N-type calcium channel alpha- 1 subunit mRNA, complete cds//2.2e-07:435:62//Hs. 
25 69949:M94172 

F-OVARCl001812//ESTs//3.0e-47:360:83//Hs.141756:AA700825 

F-OVARC 1 001 81 3//EST//1 .8e-57:277:1 00//HS. 1 6241 4: AA573453 

F-OVARC1 001 820//ESTs//1.4e-64:310:99//Hs.137398:AA1 64567 

F-OVARCl001828//EST//1.0e-09:184:66//Hs.130435:AA923537 
30 F-OVARCl001846//ESTs//1.8e-80:410:97//Hs.114539:N54973 

F-OVARC1001861 

F-OVARC1001873//Homo sapiens clones 24718 and 24825 mRNA sequence//3.9e-20:122:95//Hs.25300: 
AF070611 

F-OVARC1 001 879//Homo sapiens putative tumor suppressor gene 26 protein alpha 2 delta calcium channel sub- 
35 unit mRNA, complete cds//0.042:1 99 :67//Hs.1 27436: AF040709 

F-OVARC1001880//Interferon regulatory f actor 5//1.1e-06:489:60//Hs.54434:U5l 127 

F-OVARC1001883//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//9.5e-33:509:68//Hs. 
1 58095: AB007953 

F-OVARC 1001 900//Homo sapiens tumorous imaginal discs protein Tld56 homolog (TID1) mRNA, complete cds// 
40 2.6e-57:300:96//Hs.6216:AF061749 

F-OVARCl001901//ESTs//2.3e-07:185:69//Hs.145630:AI263834 
F-OVARC1001911//EST//0.88:101:66//HS.162622:AA601261 

F-OVARC1001916//H.sapiens mRNA for prepronociceptin//1 .0:540:58//Hs.89040:U48263 
F-OVARC 1001 928 

45 F-OVARC1001942//Human plectin (PLEC1) mRNA, complete cds//0.038:290:62//Hs.79706:U53204 

F-OVARC1001943//ESTS, Weakly similar to HYPOTHETICAL 62.2 KD PROTEIN ZK652.6 IN CHROMOSOME III 
[C.elegans]//2.3e-119:565:98//Hs.5392:AA313794 

F-OVARC1001949//KRAB zinc finger protein {alternative products}//i .8e-17:294:67//Hs.22556:U37251 
F-OVARC1001950//ESTs//1.5e-15:300:65//Hs.13B501:AI051228 
50 F-OVARCl001987//ESTs//6.7e-34:202:92//Hs.115600:AA351639 

F-OVARC1001989//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiensJ//1 .2e-23: 
213:78//Hs.1 05292 :AA504776 

F-OVARC 1 002044//EST//0.26: 1 64:66//Hs.1 61 094:N3041 7 

F-OVARC1002050//Homo sapiens mRNA for KIAA0465 protein, partial cds//6.6e-1 60 :739:98//Hs. 108258: 
55 AB007934 

F-OVARCl002066//ESTs//1.8e-103:482:99//Hs.124923:AI375865 
F-OVARCl002082//EST//2.5e-09:213:67//Hs.112810:AA610063 
F-OVARC 10021 07 
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F-OVARC1002112//Homo sapiens histone macroH2A1.2 mRNA, complete cds//2.7e-101:498:96//Hs.75258: 
AF054174 

F-OVARC1002127//ESTS//1 .6e-76 :397:96//Hs. 33432 :R839 13 

F-OVARC1002138//Homo sapiens p60 katanin mRNA, complete cdS//3.5e-20:399:62//Hs.112725:AF056022 
5 F-OVARCl002143//EST//4.2e-09:240:65//Hs,140547:AA812795 
F-0 VARC 1 002 1 56//E ST//0. 35 : 1 1 2 :66//Hs. 1 36761 : AA738097 

F-OVARC1002158//ESTS, Weakly similar to Y53C1 2 A.3 [C.elegans]//7.4e-07:329 :58//Hs. 107747: AI357868 
F-OVARC1002165//H.sapiens BDP1 mRNA for protein-tyrosine-ph osphatase//0. 0001 0:300 :64//Hs.1 18929: 
X79568 

10 F-OVARC1002182//Homo sapiens ataxin-7 (SCA7) mRNA, complete cds//0.19:178:64//Hs.108447:AJ000517 

F-PLACE1000004//ESTs//0.79:332:59//Hs. 120221 :AA731230 
F-PLACE1000005//ESTs//1.8e-10:89:87//Hs.158913:AI378928 

F-PLACE1000007//Homo sapiens ubiquitin hydrolyzing enzyme t (UBH1) mRNA, partial cds//1 .2e-52:550:72//Hs. 
42400:AF022789 
15 F-PLACE 100001 4 

F-PLACE1 000031 

F-PLACE1000040//ESTs//3.1e-18:123:91//Hs.138387:AA873088 
F-PLACE1000048//ESTS//1 .2e-43:387:78//Hs.61199:AA024494 
F-PLACE1000050//ESTs//1.8e-84:421:96//Hs.128632:AI076755 
20 F-PLACE1000061//Ribosomal protein L37a//5.5e-29:177:93//Hs. 1946 ±06499 

F-PLACE1000066//ESTS, Weakly similar to coded for by C. elegans cDNA ykl0d0.3 [C.elegans]//1 .4e-47:266: 
93//Hs.30026:Al356771 

F-PLACE1000078//ESTS, Weakly similar to !!!! ALU SUBFAMILY SB1 WARNING ENTRY !!!! [H.sapiens]//6.4e- 
15:203:70//Hs.157422:R85366 
25 F-PLACE1000081//Human transporter protein (g17) mRNA, complete cds//0. 30 :324:60//Hs. 76460 :U49082 

F-PLACE1 000094 

F-PLACE1000133//ESTs, Highly similar to TRANSCRIPTION FACTOR BTF3 [Homo sapiens]//6.2e-82:476:92// 
Hs.111081:AI380378 

F-PLACE1000142//ESTS, Weakly similar to enoyl-CoA hydratase [H.sapiensJ//7.7e-27:205:85//Hs.9670: 
30 AA632135 

F-PLACE1000184//Homo sapiens estrogen-related receptor gamma mRNA, complete cds//2.5e-i5i :737:97//Hs. 

151017:AF058291 

F-PLACE1000185 

F-PLACE1000213 

35 F-PLACEl000214//ESTs//0.00059:335:59//Hs.143849:AI167255 

F-PLACE1000236//Fanconi anemia, complementation group A//0. 44 :306:61//Hs. 86297 :X99226 

F-PLACEl000246//ESTs//7.3e-80:457:89//Hs.57209:W22022 

F>PLACEl000292//ESTs//1.8e-05:323:60//Hs.59962:AI278202 

F-PLACEl000308//EST//0.0024:253:62//Hs.144238:W52294 
40 F-PLACE1000332//EST//5.6e-18:223:74//Hs.99532:AA461047 

F-PLACE 1 000347//ESTs//6.4e-33:1 69:99//Hs.1 22975: AA428675 

F-PLACE1000374//Human CCAAT-box-binding factor (CBF) mRNA, complete cds//0.26:45:95//Hs.1 47991: 
M37197 

F-PLACE1000380//Homo sapiens proline and glutamic acid rich nuclear protein isoform mRNA, partial cds//1.0: 
45 262:58//Hs.102732:U88153 

F-PLACE1000383//Myotubular myopathy 1//1.1e-50:669:67//Hs.75302:U46024 

F-PLACE1000401//Homo sapiens mRNA for KIAA061 6 protein, partial cds//0.036:471:58//Hs.6051:AB014516 
F-PLACE1 000406//ESTs, Highly similar to PTB- ASSOCIATED SPLICING FACTOR [Homo sapiensJ//8.7e-63:346: 
93//Hs.19501:AA742260 

so F-PLACE1000420//Homo sapiens mRNA for KIAA0602 protein, partial cds//0.0023:216:65//Hs.37656:AB01 11 74 

F-PLACE1000421//Human lipid-activated protein kinase PRK1 mRNA, complete cds//0.55:212:63//Hs.2499: 
U33053 

F-PLACE1000424 

F-PLACE1000435//Homo sapiens mRNA for XPR2 protein//0.58:674:55//Hs.44766:AJ007590 
55 F-PLACE1000444//Fucosyltransferase 1 (galactoside 2-alpha-L-fucosyItransferase, Bombay phenotype included) 

//2.7e-52:421 :80//Hs.69747:M35531 

F-PLACE1000453//Human mRNA for MTG8a protein, complete Cds//0. 026:240 :60//Hs.31 551 :D43638 
F-PLACE1000481//Oxytocin receptor//1 .6e-25:347:71//Hs.2820:X64878 
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F-PLACE1000492//Human mRNA for KIAA0355 gene, complete Cds//0.58:302:60//Hs.153014:AB002353 
F-PLACE1000540//EST//0.32:229:59//Hs.163011:AA700573 

F-PLACE1000547//Human heparan sulfate proteoglycan (HSPG2) mRNA, complete cds//0.0046:223:65//Hs. 
75578:M85289 
5 F-PLACE1000562 

F-PLACE1000564//ESTs//8.0e-35:247:89//Hs.12999:AA278538 

F-PLACE1000583//Homo sapiens clone 23939 mRNA sequence//6.6e-47:525:72//Hs.21838:AF038179 
F-PLACE1000588//Guanylate binding protein 1, interferon-inducible, 67kD//2.3e-85:503:88//Hs.62661:M55542 
F-PLACE1000596//Homo sapiens mRNA for NSl-binding protein (NS1-BP)//1.2e-1 65:798 :97//Hs. 159597: 
W AJ012449 

F-PLACE1000599//ESTs//0.65:201:58//Hs.98216:AA758751 

F-PLACE1000610//Homo sapiens mRNA for KIAA0642 protein, partial cds//0.98:215:60//Hs.8152:AB014542 

F-PLACEl000611//ESTs//7.2e-20:406:64//Hs.128966:AA620986 

F-PLACE1 000636 

15 F-PLACE1000653//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds//5.0e-l 54:747: 
96//Hs.5819:AF1 02265 

F-PLACE1000656//Homo sapiens mRNA for JM4 protein, complete CDS (clone IMAGE 546750 and 
LLNLC110F1857Q7 (RZPD Bertin))//7.5e-158:775:97//Hs.29595:AJ005896 

F-PLACE1000706//Homo sapiens transcription intermediary factor 1 (TIF1) mRNA, complete Cds//1 .0e-57:675: 
20 69//Hs.128763:AF009353 * 

F-PLACE1000712//EST//0.56:171:61//HS.112790:AA609949 

F-PLACE1 00071 6//Human mRNA for KIAA0258 gene, complete cds//6.1e-38:426:70//Hs.47313:D87447 
F-PLACE1 000748//ESTs//2.6e-43:233:95//Hs. 1 1 0754:AA1 1 2288 

F-PLACE1000749//Human MAGE-9 antigen (MAGE9) gene, complete cds//0.72:331:57//Hs.37110:U 10694 
25 F-PLACE1000755//NUCLEOLIN//0.0038:186:66//HS.79110:M60858 
F-PLACE1 000769 

F-PLACE1000785//Homo sapiens mRNA for KIAA0648 protein, partial cds//1.le-139:663:98//Hs.31921: 
AB014548 

F-PLACE1000786//Myosin, heavy polypeptide 9, non-muscle//8.5e-06:362:59//Hs.44782:Z82215 
30 F-PLACEl000793//ESTs//2.7e-62:315:97//Hs. 16141 :W56079 

F-PLACE1 000798//ESTS//1 .4e-55:31 6:93//Hs. 1 391 1 9:N321 89 
F-PLACE1000841//EST//0.47:143:61//HS.144096:AI032180 

F-PLACE1000849//Homo sapiens CAGF9 mRNA, partial cds//1 .6e-06:266:63//Hs.110826:U80736 
F-PLACE1 000856//ESTs//2.6e»60:31 9:96//Hs.25994:AA470000 
35 . F-PLACE1000863//EST//9.4e-29:249:78//Hs.121919:AA777428 
F-PLACE1000909//ESTS//0.97:214:60//Hs. 128601 :AA906455 
F-PLACEl000931//ESTs//2.1e-46:592:70//Hs.154244:AA195201 
F-PLACE1 000948 

F-PLACE1000972//Homo sapiens enhancer of fomentation (HEF1) mRNA, complete cds//7.9e-10:294:66//Hs. 
40 80261 :L43821 

F-PLACE1 000977//ESTS, Weakly similar to coded for by C. elegans cDNA yk28h2.5 [C .elegans]//9.3e-45:309:88// 
Hs. 13531 :R61789 

F-PLACE1000979//Zinc finger protein 91 (HPF7, HTF10)//0.0034:229:62//Hs.8597:L11672 
F«PLACE1000987//Homo sapiens mRNA for KIAA0724 protein, complete cds//2.6e- 1 41 :694:96//Hs. 158497: 
45 AB018267 

F-PLACE1001000//ESTs//0.0035:116:73//Hs.144532:H39913 

F-PLACE1001007//Guanylate cyclase 2D, membrane (retina-specific)//0.050:338:61//Hs.1974:M92432 
F-PLACE1001010//H.sapiens mRNA for retrotransposon//1.6e-45:371:80//Hs.6940:Z48633 
F-PLACE1001015//ESTs//8.6e-27:211:71//Hs.88040:AA256876 
50 F-PLACE1001024 

F-PLACE1001036//EST//1.0:133:65//HS.161424:AI424741 

F-PLACE1001054//Human plectin (PLEC1) mRNA, complete cds//0.98:284:59//Hs J9706:U53204 
F-PLACE1001062 

F-PLACE1001 076//EST//0.84:223:59//Hs.1 61 147:AI41 7859 
55 F-PLACE1001088 

F-PLACE1001092//Homo sapiens sorting nexin 4 mRNA, complete cdS//1.0e-96:489:96//Hs.95448:AF065485 
F-PLACE1 001 1 04//ESTS//0.1 9:249:64//Hs. 1 52627:AA59581 7 

F-PLACE1001118//Homo sapiens KRAB domain zinc finger protein (ZFP37) mRNA, complete cds//8.2e-66:676: 
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71//Hs.150406:AF022158 

F-PLACE1001136//Amphiregulin (schwannoma-derived growth factor)//1.5e-16:122:91//Hs.1257:M30704 
F-PLACE1001168 

F-PLACEl001171//ESTs//4.3e-12:214:72//Hs.141392:R95135 
5 F-PLACE1001185//ESTS, Weakly similar to ZK792.1 [C.elegans]//1 .6e-28:42l :66//Hs.8763:W30741 

F-PLACE1 001238 

F-PLACElO01241//ESTs//1.1e-22:225:79//Hs.159786:R49494 
F-PLACE1001257//ESTs//1.9e-23:165:89//Hs.126518:AA913929 
F-PLACE1001272//COATOMER BETA'SUBUNIT//0.012:50:96//Hs.75724:X70476 
10 F-PLACE1001279//ESTs//0.97:377:59//Hs.152628:N51283 . 

F-PLACE1001280//Homo sapiens hyperpolarization-activated channel 1 (IH1) mRNA, partial cds//l .2e-08:586: 
58//Hs.124161:AF065164 

F-PLACE1001294//Homo sapiens mRNA for myosin phosphatase target subunit 1 (MYPT1)//0.91:221:61//Hs. 
16533:D87930 

is F-PLACE1001304//Human zinc finger protein mRNA, complete cds//8.6e-08:370:60//Hs.42672:AF016052 

F-PLACE1001311//ESTS//1 .7e-44:480:73//Hs.155384:Z78385 
F-PLACE1 001 323//ESTS//1 . 1 e-25:1 51 :95//Hs.1 341 20: AA699591 
F-PLACE1001351 

F-PLACE1001366//Homo sapiens mRNA for KIAA0799 protein, partial cds//2.8e-26:155:95//Hs.61 638: AB01 8342 
20 F-PLACE1001377//Homo sapiens ADAM 10 (ADAM 10) mRNA, complete cds//3.4e-44:393:79//Hs.152005: 

AF009615 

F-PLACE1 001 383//ESTS//1 .0:1 59 :65//Hs.1 28501 : AA973748 

F-PLACE1001384//Homo sapiens multi PDZ domain protein MUPP1 (MUPP1) mRNA, complete cds//2.6e-09: 
1 1 7:84//Hs.21 301 :AF09341 9 

25 F-PLACE1001387//ESTS, Weakly similar to EPIDERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE 

EPS8 [H.sapiens]//0.00083:187:64//Hs.5399:N30646 

F-PLACE1001395//Homo sapiens mRNA for putative DNA methyltransferase, complete 
CDS//0.0038:496:57//Hs.97681:AJ223333 

F-PLACE1001399//Human melanoma antigen recognized by T-cells (MART-1) mRNA//7.0e-45:456:75//Hs. 
30 154069:U06452 

F-PLACE1001412//Homo sapiens clone 643 unknown mRNA, complete sequence//6.5e-7i:365:96//Hs.H0404: 
AF091087 

F- PLACE1 001 41 4//EST//1 .2e-75:364:98//Hs. 1 36622: AA633232 
F-PLACE1 001 440//ESTs//2.8e-05:1 63:66//Hs. 1 41 082:H1 8987 
35 F-PLACE1001456//EST//0.95:132:61//HS.20373:R09510 

F-PLACE1001468//ESTs//0.00019:184:66//Hs.126536:AI379455 
F-PLACE1 001 484//EST//8.6e-1 8: 1 90:76//Hs. 1 60992:H5271 6 
F-PLACE1001502//Apolipoprotein E//2.5e-05:306:60//Hs.76260:M 12529 
F-PLACE1001503 

40 F-PLACE1 001 51 7//ESTs//1 .9e-1 2:1 38:78//Hs. 1 20352:AA71 891 4 

F-PLACE1001534//EST//0.015:121:65//HS.144156:R85753 
F-PLACE1001545 
F-PLACE1001551 

F-PLACE1 001 570//EST//0.58:286:59//Hs. 1 20202 :AA728835 
45 F-PLACE1001602//Human POU domain protein (Brn-3b) mRNA, complete cds//0.0!3:l59:66//Hs.266:U06233 

F-PLACE1001603//Homo sapiens nitrilase 1 (NIT1) mRNA, complete cds//1.1e-10:133:77//Hs.1 46406: AF069987 
F-PLACEl001608//ESTs//0.022:187:60//Hs.145915:AI342230 
F-PLACE1001610//ESTS//1 .4e-77:377:97//Hs.115700:AA808005 

F-PLACE1001611//Human faciogenital dysplasia (FGD1) mRNA, complete Cds//0.96:141:66//Hs.1572:U 11690 
50 F-PLACE1001632//Homo sapiens mRNA for KIAA0798 protein, complete cds//3.4e-76:702:75//Hs. 159277: 

AB018341 

F-PLACE1001634//ESTS//1 .2e-43:260:92//Hs.1 34064: AI276 198 
F-PLACE1001640 

F-PLACE1001 672//EST//2.8e-21 :201 :82//Hs. 123341 :AA810927 
55 F-PLACE1001691//Homo sapiens okadaic acid-inducible phosphoprotein (OA48-18) mRNA, complete cds//2.8e- 

1 48:726:96//Hs.3688:AF069250 

F-PLACE1001692//ESTS, Highly similar to S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN 
[Rattus norvegicus]//1 .1e-95:481 :92//Hs. 24309: Al 125696 
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F-PLACE1001705//Human RNA polymerase III subunit (RPC39) mRNA, complete cds//6.0e-30:347:76//Hs. 
101555:U93869 

F-PLACE1001716//Human mRNA for KIAA0191 gene, partial cds//2.le-69:369:73//Hs.12413:D83776 
F-PLACE1001720//ESTS//I.2e-27:146:99//HS.106432:AI391686 

F-PLACE1 001 729//Homo sapiens mRNA for KIAA0522 protein, partial cds//0.0084:484:60//Hs.1 29892: AB01 1 094 
F-PLACE1001739//Histidine-rich calcium binding protein//0.14:240:64//Hs.1480:M60052 
F-PLACE1 001 740//ESTs//4.9e-32:343:74//Hs.1 391 58: AA2261 59 
F-PLACE1001745 

F-PLACE1 001 746//ESTs//7.0e-1 5:1 68 :80//Hs. 46601 :N78361 

F-PLACE1001748//Homo sapiens metal lop rotease 1 (MP1) mRNA, complete cds//2.8e-l60:773:97//Hs.4812: 
AF061243 

F-PLACE1001756//Homo sapiens tapasin (NGS-17) mRNA, complete cds//2.7e-35:269:83//Hs.5247:AF029750 
F-PLACE1001761//ESTs//6.9e-27:159:93//Hs.78277:AA131283 

F-PLACE1001771//Human putative calcium influx channel (htrp3) mRNA, complete cds//3.4e-52:548:72//Hs. 

1 50981 :U47050 

F-PLACE1001781 

F-PLACE1 001 799//EST//5.4e-07: 1 45:70//Hs.121 840:AA7761 1 5 
F-PLACE1 001 81 0//ESTs//0.024:1 34:67//Hs.431 34:AA7661 38 

F-PLACE1001817//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds// 

3.6e-1 1 0:546:96//Hs.40820: AF058953 

F-PLACE1001821 

F-PLACE1 001 844//ESTs//5.4e-45:387:79//Hs.61 1 99.AA024494 

F-PLACE1001845//ESTs//2.5e-47:232:100//Hs.120809:AA150214 

F-PLACEl001869//EST//1.0:139:59//Hs.1222B5:AA781906 

F-PLACEl001897//ESTs//0.29:348:57//Hs.139993:AI343257 

F-PLACEl001912//ESTs//4.0e-10:95:89//Hs.13475:Rl8220 

F-PLACE1001920//Homo sapiens TNF-induced protein GG2-1 mRNA, complete cds//4.0e-153:685:95//Hs. 
17839:AF099936 

F-PLACE1001928//H.sapiens HUMM9 mRNA//0.063:196:66//Hs.2750:X74837 

F-PLACE1001983//Homo sapiens Jagged 2 mRNA, complete cds//9.8e-06:431:58//Hs.1 06387: AF029778 
F-PLACE1001989 
F-PLACE1 002004 
F-PLACE1 002046 

F-PLACE1002052//Human mRNA for phospholipase C, complete cds//0.0092:465:58//Hs.153322:D42108 

F-PLACEl002066//EST//0.49:307:61//Hs.150652:AA908555 

F-PLACE1002072//EST//1 .0:1 03:65//Hs.11 6488: F1 3707 

F-PLACE1002073//Homo sapiens mRNA for KIAA0606 protein, partial cds//4.2e-39:635:64//Hs.381 76:AB01 11 78 
F-PLACE1002090//Homo sapiens signal recognition particle 72 (SRP72) mRNA, complete cds//4.3e-83:388:99// 
Hs.5171:AF069765 

F-PLACE1002115//EST//0.18:215:62//HS.135747:AI002637 

F-PLACE1002119//Human transcription factor ETR101 mRNA, complete cds//6.2e-13:384:61//Hs.737:M62831 
F-PLACE1002140//EST, Moderately similar to ALPHA- 1 -ANTITRYPSIN PRECURSOR [Homo sapiens]//0.89:60: 
75//Hs.144290:T61747 - - 

F-PLACE1002150//ESTS//0.56:245:64//HS.24119:AA115631 

F-PLACE1002157//Human mRNA for KIAA0392 gene, partial cdS//2.8e-51:440:79//Hs.40100:AB002390 
F-PLACE1 0021 63//ESTs//0.76:21 2:6 1//HS. 1 1 2494:AI366891 
F-PLACE1002170//ESTs//6.5e-09:108:76//Hs.41418:H90627 
F-PLACEl002171//ESTs//3.5e-81:493:89//Hs.122553:H66674 

F-PLACE1002205//Human clone 23695 mRNA sequence//0.00080:472:60//Hs.90798:U79289 
F-PLACE1 00221 3//ESTS//0.041 : 1 46:67//Hs.1 1 91 62:AA399989 
F-PLACE1002227//ESTs//9.4e-06:173:66//Hs.127882:AI024442 
F-PLACE1002256//ESTS//1 .8e-93:440:99//Hs.1 28700: AA970935 

F-PLACE1002259//Human Line-1 repeat mRNA with 2 open reading f rames//2.3e-75:434:83//Hs. 23094: M 19503 

F-PLACE1 00231 9//ESTs//0.82:1 88:62//Hs.5091 8:AA036675 

F-PLACE1002342//EST//0.61 :148:66//Hs.144319:AA280279 

F-PLACE1002395//ESTS//1 .2e-18:168:B3//Hs.3853:AA034291 

F-PLACE1002399//EST//0.0011:166:65//HS.137500:AA436710 

F-PLAC E1 002433//ESTS//1 .2e- 14:151 :80//Hs. 1 61 837: AA421 067 
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F-PLACE1002437//Human ATP binding cassette transporter (ABCR) mRNA, complete cds//2.6e-23:458:66//Hs. 
40993:AF000148 

F-PLACE1002438//EST//0.81:48:77//Hs.158575:AI368947 

F-PLACE1002450//Homo sapiens KRAB domain zinc finger protein (2FP37) mRNA, complete cds//7.1e-07:270: 

66//Hs.150406:AF022158 

F-PLACE1 002465 

F-PLACE1002474//Homo sapiens mRNA for matrilin-4, partial//1 .3e-14:369:53//Hs. 129361 :AJ007581 
F-PLACE1002477//ESTs//3.5e-13:125:71//Hs.145032:AA343523 
F-PLACE1 002493 
F-PLACE1 002499 

F-PLACE1002500//Human putative zinc transporter ZnT-3 (ZnT-3) mRNA, complete cds//4.3e-19:708:59//H$. 
111967:U76010 

F-PLACE1002514//ESTs//3.1e-07:178:66//Hs.70932:AA126482 

F-PLACE1002529//Homo sapiens mRNA for KIAA0713 protein, partial cds//2.9e-144:583:95//Hs.88756: 
AB018256 

F-PLACE1002532//Homo sapiens BAC clone RG300E22 from 7q21-q31.1//3.1e-115:566:96//Hs.99348: 
AC004774 

F-PLACE1002537//ThiopurineS-methyltransferase//1 .9e-28:198:86//Hs.51124:AF019369 
F-PLACE1002571//Homo sapiens mRNA forTP55, complete cds//0.99:274:59//Hs.1 38202 :AF027866 
F-PLACEl002578//ESTs//7.3e-10:185:73//Hs.41418:H90627 
F-PLACE1002583//EST//0.0028:348:61//HS.160396:AI393725' 

F-PLACE1002591//Human mRNA for actin binding protein p57, complete cds//2.8e-27:279:74//Hs. 109606: 
D44497 

F-PLACE1 002598//EST//0.01 1 :209:62//Hs.1 31 470:AI0241 87 
F-PLACE1002604//EST//0.47:220:61//Hs.145434:AI198915 
F-PLACE1 002625 

F-PLACE1002655//GELSOLIN PRECURSOR, PLASMA//1.7e-36:693:62//Hs.80562:X04412 
F-PLAC E1 002665//EST//0 .1 5: 1 56:65//Hs. 1 61 793: AA380706 

F-PLACE1 002685//Homo sapiens B cell linker protein BLNK mRNA, alternatively spliced, complete Cds//1 .1 e-1 87: 
804:97//Hs.124903:AF068180 

F-PLACE1 00271 4//Human involucrin mRNA//3.6e-08:509:60//Hs.1 57091 :M 13903 

F-PLACE1002722//Human protease-activated receptor 3 (PAR3) mRNA, complete cds//0.34:230:58//Hs.l59l96: 
U92971 

F-PLACE1002768//EST//0.37:126:69//HS.125353:AA877080 

F-PLACE1002772//ESTS//0.0017:147:69//HS.132439:AA923728 

F-PLACE1002775//EST//5.5e-09:l29:75//Hs.135336:AI049827 

F-PLAC E1002782//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//0.0031 :298:62//Hs. 26285: 
AF082516 

F-PLACE1002794//ESTS//0.71:125:66//HS.97441:AI368926 

F-PLACE1002811//Human mRNA for KIAA0172 gene, partial cds//5.8e-46:567:70//Hs. 77546: D79994 
F-PLACE1002815 

F-PLAC E1 00281 6//Homo sapiens mRNA for KIAA0600 protein, partial cds//4.3e-70:687:73//Hs.9028:AF039691 

F-PLACEl002834//ESTs//2.6e-41:393:74//Hs.120206:AI089163 

F-PLACE1002839//ESTS//0.26:177:63//HS.149013:AI334167 

F-PLACE1002851//EST//0.0034:102:72//HS.129630:AI000405 

F-PLACE1002853//ESTS//I.1e-20:136:90//HS.125895:AA889024 

F-PLACE1002881//Interleukin 10//1.1e-41:454:72//Hs.2180:M57627 

F-PLACEl002908//ESTs//3.8e-48:325:88//Hs.54702:AI040029 

F-PLACE1002941//ESTs//5.0e-18:128:88//Hs.17376:AA855056 

F-PLAC E1 002962 

F-PLACE1002968//ESTs, Highly similar to trg gene product [R.norvegicus]//0.031 :372:59//Hs.8021 :AI041815 
F-PLACE1 002991 
F-PLACE1 002993 

F-PLACE1002996//ESTS, Weakly similar to T20D3.3 [C.elegans]//1.3e-12:104:86//Hs.124808:T86959 
F-PLACE1003025//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0510//0.99:192:64//Hs.9266O: 
AB007979 

F-PLACE1003027//Homo sapiens mRNA for KIAA051 6* protein, partial cds//2.0e-1 31 :632:97//Hs. 129872: 
AB011088 
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F-PLACE1003044//Homo sapiens mRNA for KIAA0667 protein, partial cds//27e-1 4 :555:58//Hs. 154740: 

AB014567 

F-PLACE1 003045 

F-PLACE1 003092//ESTS//1 . 1 e-1 08:506:99//Hs.221 1 9:AA885491 
5 F-PLACE1003100//Hurnan Hep27 protein mRNA, complete cds//2.9e-66:650:73//Hs.102137:U31875 

F-PLACE1003108//EST//0,016:181:65//Hs.119762:AA703419 
F-PLACE1003136 
F-PLACE1003145 

F-PLACE1 0031 53//ESTS//3. 1 e-09:209:65//Hs. 1 1 1 583: AA463590 
10 F-PLACE1003174//ESTS//0.073:97:69//HS.12992:W01997 

F-PLACEl003176//ESTs//3.3e-60:296:90//Hs.58239:AA215797 

F-PLACE1003190//Homo sapiens Cl9steroid specific UDP-glucuronosyltransferase mRNA, complete cds//0.98: 
221:60//Hs.139756:U59209 

F-PLACE1003200//EST//0.0021 :309:60//Hs. 140561 :AA765532 
15 F-PLACE1003205//EST//1.2e-07:204:65//Hs.147372:AI208770 
F-PLACE1003238//EST$//7.4e-62:343:94//Hs.121302:AA758208 

F-PLACE1003249//lnsulin-like growth factor 1 (somatomedia C)//0.99:175:62//Hs.85112:X57025 
F-PLACE1 003256 

F-PLACE100325B//H.sapiens mRNA for ZYG homologue//0.00020:217:64//Hs.29285:X99802 
20 F-PLACEl003296//ESTs//2.6e-14:80:86//Hs.1 55441 :AA533106 

F-PLACE1003302//Human repressor transcriptional factor (ZNF85) mRNA, complete cds//4.3e-51 :700:67//Hs. 

37138:1135376 

F-PLACE1003334 

F-PLACEl003342//ESTs//0.94:310:57//Hs.131502:AI023308 
25 F-PLACE1003343//EST//1.2e-09:114:77//Hs.103418:AA035568 

F-PLACE1003353//Homo sapiens breast cancer antiestrogen resistance 3 protein (BCAR3) mRNA, complete cds// 
2.6e-144:773:92//Hs.6564:U92715 

F- PLAC E 1 00336 1 //ESTs , Weakly similar to ATP SYNTHASE A CHAIN [Trypanosoma brucei bruceiy/8.9e-35:332: 
78//Hs.163820:H71277 

30 F.-PLACE1003366//Homo sapiens dysferlin mRNA, complete cdstf7.9e-06:502:57//Hs.143897:AF075575 

F-PLACE1003369//NUCLEOLIN//0.00037:282:60//HS.79110:M60858 
F-PLACE1003373//EST//1.1e-11:420:63//Hs.156592:AI343009 
F-PLACE1003375//EST//0.75:119:68//Hs.160270:AI149069 
F-PLACE1 003383 

35 F-PLACE1003394//ESTS, Highly similar to RAS-RELATED PROTEIN RAB-14 [Rattus norvegicus]//8.9e- 11 3:590: 

94//Hs.125175:AI142546 

F-PLACE1003401//ESTS//0.55:176:66//HS.154292:AA886178 

F-PLACE1003420//Macrophage stimulating 1 (hepatocyte growth factor-like)//0.40:206:62//Hs.30223:X90846 
F-PLACE1 003454//ESTs//0.98:74:72//Hs. 1 271 31 :AA1 5091 2 
40 F-PLACEl003478//EST//5.0e-06:183:69//Hs.127524:AA952674 

F-PLACE1003493//Protein-tyrosine kinase 7//0.98:232:63//Hs.90572:U33635 

F-PLACE1003516//Human kpni repeat mrna (cdna clone pCd-kpni-8), 3* end//3.4e-85:357:86//Hs.1 03948: K00627 
F-PLACE1 00351 9//ESTS//1 .6e-33:288:72//Hs. 1 5951 0: AA2971 45 

F-PLACE1003521//H.sapiens mRNA for retrotransposon//1.4e-45:269:76//Hs.6940:Z48633 
45 F-PLACE1003528//ESTs//0.65:120:68//Hs.162376:AA570248 

F-PLACE1003537//ESTS, Weakly similar to ZK858.6 [C.elegansJ//3.6e-110:543:97//Hs.120416:AA057428 
F-PLACE1 003553 

F-PLACE1003566//ESTs//0.0015:508:59//Hs.5724:AAl 56780 

F-P1_ACE1003575//Homo sapiens Cdc14 homolog mRNA, complete cds//4.4e-05:499:58//Hs.65993:AF000367 
50 F-PLACEl003583//ESTs//5.5e-19:448:63//Hs.161701:AA225932 . 

F-PLACEl003584//EST//1.6e-46:263:94//Hs.147412:AI209194 

F-PLACE1003592//ESTs, Moderately similarto Mi! ALU CLASS B WARNING ENTRY !!!! [H.sapiens]//1 ,4e-50:287: 
93//HS. 1 54799:AA1 30620 

F-PLACE1003593//ESTS//0.0025:318:61//HS.106771:AA806965 
55 F-PLACE1003596//Integral transmembrane protein l//1.9e-54:685:68//Hs. 89650 :L38961 

F-PLACE1003602//Homo sapiens mRNA expressed in placenta//3.4e-l40:679:97//Hs.5685l:D83200 
F-PLACE1003605//Homo sapiens Cdc14B2 phosphatase mRNA, partial cds//0.00065:236:64//Hs.22116: 
AF064104 
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F-PLACE1003611//EST//0.00015:318:59//HS.28788:R66896 

F-PLACE1003618//Human Line-1 repeat mRNA with 2 open reading frames//1 .3e- 122: 737 :87//Hs. 23094: M1 9503 

F-PLACE1003625//ESTs//1.6e-16:103:96//Hs.111223:N51105 

F-PLACE1 003638//ESTs//0.60:305:57//Hs.1 91 04:W07762 

F-PLACE1003669//ESTS, Weakly similar to 3-7 gene product [H.sapiens)//0.021 :445:58//Hs.158275:AI365413 
F-PLACE1003704//Human rnRNA for KIAA0301 gene, partial cds//0.014:622:56//Hs.76730:AB002299 
F-PLACE1003709//Homo sapiens protein kinase (BUB1) mRNA, complete Cds//I.4e-133:669:95//Hs.98658: 
AF053305 

F-PLACEl003711//ESTs//2.2e-14:178:77//Hs. 114831 :T57101 

F-PLACE1 003723//Homo sapiens mRNA for T iymophocyte specific adaptor protein//8.5e-09:393:60//Hs.1 03527: 
AJ000553 

F-PLACE1003738//ESTS, Weakly similar to ZINC FINGER PROTEIN 84 [H.sapiens]//1 .8e-53:260:99//Hs. 102928: 
AI346344 

F-PLACEl003760//ESTs//5.1e-08:334:63//Hs.43675:AA805648 
F-PLACE1003762//ESTS//1.0:59:83//HS.29863:W28983 

F-PLACE1003768//Human kpni repeat mrna (cdna clone pCd-kpni-4), 3' end//2.7e-40:608:68//Hs.139107:K00629 

F-PLACE1003771//ESTs//6.6e-10:226:65//Hs.15776:T91944 

F-PLACE1 003783 

F-PLACE1003784//Homo sapiens mRNA for KIAA0765 protein, partial cds//1 .0:457:57//Hs.62318:AB018308 

F-PLACE1003795//Human homologue of yeast sec7 mRNA, complete cds//0.85:314:60//Hs.1050:M85169 

F-PLACE1003833//ESTS, Weakly similar to C27H6.5 [C.elegans)//0.00059:201 :68//Hs.40806:AA0 18786 

F-PLACE1003850//ESTs//0.0088:220:61//Hs.145504:AI254165 

F-PLACE1 003858//EST//0.77: 1 37:61 /Ms. 1 46935:A1 1 681 24 

F-PLACEl003864//ESTs//0.11:225:59//Hs.160910:AI370359 

F-PLACE1003870//EST//7.2e-18:283:69//Hs.135497:A!091257 

F-PLACE1003885//H.sapiens PAP mRNA//2.4e-75:759:72//Hs.49007:X76770 

F- PLACE 1003886 

F-PLACE1003888//Human mRNA for phosphoiipase C, complete cds//8.4e-55:702:67//Hs.1 53322 :D42 108 
F-PLACEl003892//ESTs//2.4e-13:258:67//Hs.28039:H24050 
F-PLACEl003900//ESTs//3.5e-1 4:271 :66//Hs. 28589: AI004944 
F-PLACE1003903//CTP synthetase//1 .6e-49:528:71//Hs.84112:X52142 

F-PLACE1003915//ESTS, Highly similar to ARGINYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 
[Saccharomyces cerevisiae]//1 .2e-49:251 :98//Hs.65831 :F03069 
F-PLACE1003923//lnterferon, alpha 16//0.48:278:60//Hs.56303:M28585 
F-PLACE1003932//EST//0.00060:221:63//HS.163044:AA707537 
F-PLACE1003936//ESTS//0.86:211:62//HS.1 50751 :A1 123536 

F-PLACE1003968//Human 5'- AM P-activated protein kinase, gamma- 1 subunit mRNA, complete cds//2.0e-47:522: 
71//Hs.3136:U42412 

F-PLACE1004103//ESTs//8.6e-35:226:89//Hs.78973:AI026812 
F-PLACE1004104//ESTS//1 .0:1 79:61 //Hs.163935:AA506940 
F-PLACE1004114//ESTS//1 .3e-52:323:89//Hs.35156:AA148516 

F-PLACE1004118//Spleen focus forming virus (SFFV) proviral* integration oncogene sp»1//0.85:l64:64//Hs. 
153045:X52056 

F-PLACE1004128//Guanine nucleotide binding protein (G protein), beta polypeptide l//3.1e-41 :422:74//Hs.3620: 
X04526 

F-PLACE1004149//ESTS, Weakly similar to F48F7.1 [C.elegans]//8.2e-82:418:96//Hs.156161 :AI333779 
F-PLACE!004156//ESTs//0.10:166:63//Hs.133279:AI053552 

F-PLACE1004161//Human mRNA for KIAA0200 gene, complete cds//0.85:269:64//Hs.76986:D83785 
F-PLACE1004183//EST//1 .3e-40:224:94//Hs.156603:AI343666 
F-PLACEl004197//ESTs//2.8e-91:441:98//Hs.97269:AA292201 

F-PLACE1004203//Homo sapiens GPI-anchored membrane protein CDw108 precursor, mRNA, complete cds// 

1.3e-145:695:98//Hs.24640:AF069493 

F-PLACE1004242//ESTS//0.99:213:60//HS.117311:AA699722 

F-PLACE1004256//EST//0.019:364:58//Hs.122395:AA789273 

F-PLACE1 004257//ESTS//0.77: 1 54:64//Hs.1 1 2582:AA608689 

F-PLACE1004258//ESTS. Weakly similar to vanilloid receptor subtype 1 [R.norvegicusJ//1.le-98:479:97//Hs. 
31718:N29128 

F-PLACE1004270//Homo sapiens CAGF9 mRNA, partial cds//0.00010:369:63//Hs. 11 0826:1180736 
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F-PLACE1004274//Homo sapiens mRNA for KIAA0445 protein, complete cds//0.085:573:56//Hs.154139: 
AB007914 

F-PLACE1004277//Homo sapiens two pore domain K+ channel (TASK-2) mRNA, complete cds//2.0e- 157:756: 
97//Hs.127007:AF084830 
5 F-PLACE1 004284//ESTs//3.6e-71 :344:99//Hs. 1 45870:AI271 884 

F-PLACEl004289//ESTs//2.6e-57:370:85//Hs.16740:AA586576 

F-PLACE1004302//FACTOR VIII INTRON 22 PROTEIN//0.032:513:59//HS.83363:M34677 
F-PLACE1 00431 6//H.sapiens mRNA for apoptosis specific protein//9.3e-152:797:94//Hs.11171:Y11588 
F-PLACE1 004336 

io F-PLACE1 004358//Homo sapiens connector enhancer of KSR-like protein CNK1 mRNA, complete cds//1 .9e-1 40: 

688:97//Hs.16232:AF1 00153 

F-PLACE1004376//ESTS, Weakly similar to F27D4.4 [C.elegans)//3.9e-109:521:98//Hs.14079:AA306552 
F-PLACE1004384//Human HsLIM15 mRNA for HsLimlS. complete cds//2.0e-49:466:76//Hs.37181:D64108 
F-PLACE1 004388 
is F-PLACE1 004405//EST//0.01 0:191 :64//Hs.1 47600:AI21 7871 

F- PLAC E 1 004425// ESTs//2 . 1 e-20 : 1 24 :80//Hs . 94 1 95 : W03579 

F-PLACE1 004428//H.sapiens mRNA for Branched chain Acyl-CoA Oxidase//1 .0: 552 :58//Hs. 9795 :X951 90 
F-PLACE1004437//Human NAD + -specific isocitrate dehydrogenase beta subunit precursor, mRNA, nuclear gene 
encoding mitochondrial protein, complete cds//9.9e-131:536:99//Hs.l554l0:U49283 
20 F-PLACE1004451//ESTs//5.9e-18:203:73//Hs.156097:AI348867 
F-PLACE1004460 

F-PLACE1 004467//ESTs//8.0e-1 7:345:66//Hs. 1 1 2993:AA824363 
F-PLACE1004471//EST//9.3e-69:463:84//Hs.116391:AA644085 
F-PLACEl004473//ESTs//0.93:358:58//Hs.33263:AA724416 
25 F-PLACE1004491//EST//2.5e-58:285:99//Hs.97603:AA398163 ■ 

F-PLACE1 004506//CD81 ANTIGEN//7.2e-06:228:63//Hs.54457:M33680 

F- P LAC E1 00451 0//Homo sapiens cofactorof initiator function (CIF150) mRNA, complete cds//2.5e-1 47:699:97// 
Hs.1 22752: AF026445 

F-PLACE1 00451 6//EST//1 .0e-26:343:7l//Hs.142595:N24150 
30 F-PLACE1004518 

F-PLACE1004548//EST//0.84:193:62//HS.99583:AA461314 

F-PLACE1004550//ESTs, Weakly similar to No definition line found [C.elegans]//4.0e-120:627:94//Hs.l07387: 
AA058854 

F-PLACE1004564//EST//1 .0:240:62//Hs.16824:T91371 
35 F-PLACE1004629//Centromere protein B (80kD)//0.0015:242:64//Hs.85004:X05299 

F-PLACE1 004645 

F-PLACE1004646//RetinaI pigment epithelium-specific protein (65kD)//1.4e-12:386:63//Hs.21 33:111 8991 

F-PLACE1004658//ESTS//0.52:273:61//HS.97252:AA291590 

F-PLACE1 004664 

40 F-PLACE1004672//Human ABL gene, exon 1b and intron 1b, and putative M8604 Met protein (M8604 Met) gene// 

1 .5e-66:357:95//Hs.77705:U07563 

F-PLACE1004674//Homo sapiens calcium binding protein (ALG-2) mRNA, complete cds//L4e-11 0:625:9 1//Hs. 
80019:AF035606 

F-PLACE1004681//EST//0.00092:303:61//Hs-149560:AI281589 
45 F-PLACEl004686//ESTs//3.0e-31:186:76//Hs.139130:AA704561 

F-PLACE1004691//Homo sapiens clone 23963 mRNA sequence//0.54:242:61//Hs.48483:AF007131 

F-PLACE1004693//ESTS, Weakly similar to pot ORF III [H.sapiens]//0.56:96:71//Hs.1 25740: AA884845 

F-PLACEl004716//ESTs//2.0e-79:388:98//Hs.150999:AI306542 

F-PLACE1004722//ESTs//7.5e-06:105:72//Hs.128796:AA485891 
50 F-PLACE1004736//ESTS//1 .7e-27:203:86//Hs.11 9593:AA700148 

F-PLACE1004740//ESTS//1 .0e-25:1 74:89//Hs.29696:AA910680 

F-PLACE1 004743 

F-PLACE1004751//ESTS, Highly similar to CMP-N-ACETYLNEURAMINATE-BETA-1 ,4-GALACTOSlDE ALPHA- 
2,3-SIALYLTRANSFERASE [RattuS norvegiCUS]//2.0e-41 :260:90//Hs.6863:W52470 
55 F-PLACE1004773//Homo sapiens inversin protein mRNA, complete cds//1 .7e-172:828:97//Hs.104715:AF084367 

F-PLACE1004777//Human myosin IXb mRNA, complete cds//1.0e-29:556:63//Hs.1 59629: U42391 
F-PLACE1 004793 
F-PLACE1 004804 
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F-PLACE1004813//EST//2.8e-42:296:83//H$.155725:AI310340 

F-PLACE1 00481 4//ESTs, Weakly similar to U1 SMALL NUCLEAR RIBONUCLEOPROTEIN 70 KD [Xenopus tae- 
vis]//2.4e-78:415:95//Hs.80965:AA493284 

F-PLACE1004815//Human mRNA for KIAA0364 gene, complete cds//4.3e-14;294:69//Hs.22111 :AB002362 
5 F-PLACE1004824//ESTS//0.0072:128:69//HS.164062:AA934047 
F-PLACE1004827//ESTs//0.78:38:100//Hs.18925:W30943 

F-PLACE1004836//Homo sapiens Notch3 (NOTCH3) mRNA, complete cds//0.78:338:57//Hs.8546:U97669 
F-PLACE1 004838 

F-PLACE1004840//Protein phosphatase 1, catalytic subunit, beta isoform//0.89:200:66//Hs.21537:X80910 
10 F-PLACE1004868 

F-PLACE1 004885//ESTS//0.41 : 1 81 :6 1//Hs. 1 1 6796:AA633772 
F-PLACE1 004900 

F-PLACEl004902//ESTs//4.7e-72:367:96//Hs.54971:AI424382 
F-PLACEl004913//ESTs//0.031:166:63//Hs.130110:AA904929 
is F-PLACE1 00491 8//Human tumor susceptiblity protein (TSG101) mRNA, complete cds//4.1e-24:402:64//Hs. 

118910:U82130 

F-PLACE1004930//Homo sapiens TNF-induced protein GG2-1 mRNA, complete cds//9.7e-86:519:88//Hs. 17839: 
AF099936 

F-PLACEl004934//ESTs//7.2e-43:231 :78//Hs.1 33503 :AA628592 
20 F-PLACE1004937//ESTs//0.97:80:68//Hs.144264:C00851 
F- PLACE 1004969 

F-PLACE1004972//Human retinoic acid- and interferon-inducible 58K protein RI58 mRNA, complete Cds//0.031: 
235:60//Hs.27610:U34605 

F-PLACE1004979//Homo sapiens mRNA for KIAA0575 protein, complete cds//4.9e-43:331 :83//Hs.1 53468: 
25 AB011147 

F-PLACE1 004982//ESTS//0.020: 1 48:63//Hs. 1 29377: AI21 8520 

F-PLACEl004985//ESTs//7.9e-05:372:61//Hs.87606:AA242831 

F-PLACEl005026//ESTs//4.6e-29:212:89//Hs.137451:AA351459 

F- PLAC E 1 005027//ESTS//6. 5e-9 1 :455 :97//Hs .30890 :H 15159 
30 F-PLACE1005046//ESTs//3.7e-56:250:96//Hs.152730:AI308943 

F-PLACE1005052//EST//1 .8e-36:370:73//Hs.1 23424: AA81 3594 

F-PLACE1005055//Homo sapiens mRNA for KIAA0576 protein, partial cds//6. 2e-1 61 :761:98//Hs. 14687: 
AB011148 

F-PLACE1005066//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//3.0e-1i:757:56//Hs. 
35 1 22967: AF059569 

F-PLACE1005077//EST//0.79:283:591/Hs.89276:AA283899 
F-PLACE1 005085//ESTs//3.5e-1 8:231 :72//Hs. 1 42654:AA324740 

F-PLACE1005086//Homo sapiens mRNA for KIAA0575 protein, complete cds//1.9e-49:401:80//Hs. 153468: 
AB011147 

40 F-PLACE1005101//Homo sapiens (clone zapl28) mRNA, 3' end of cds//8.2e-20:194:80//Hs.75437:L40401 

F-PLACE1005102//Homo sapiens HIV-1 inducer of short transcripts binding protein (FBM) mRNA, complete cds// 
B.9e-1 8:538:62//Hs.1 04640:AF000561 

F-PLACE1005108//Treacher Collins syndrome susceptibility protein//0.73:405:57//Hs.73166:U76366 
F-PLACE1005111//ESTs//0.66:191.63//Hs.106446:N93227 
45 F-PLACE1005128//Breakpoint cluster region protein BCR//5.6e-08:291 :63//Hs.2557:Y00661 

F-PLACE1005146//ESTS, Weakly similar to hypothetical protein II [H.sapiensJ//4.8e-12:360:63//Hs.l42l77: 
H11741 

F-PLACE1005162//Human mRNA for KIAA0118 gene, partial cds//3.9e-49:563:72//Hs.154326:D42087 
F-PLACE1005176//Homo sapiens mRNA for KIAA0641 protein, complete cds//0.82:259:60//Hs.128316: 
50 AB014541 

F-PLACE1005181//ESTS, Weakly similar to No definition line found [C.elegans]//4.4e-1 26:583 :99//Hs. 25347: 
AI138605 

F-PLACE1005187//ESTs//6.2e-34:222:90//Hs.124265:N70417 
F-PLACE1005206//EST//0.089:167:62//Hs.140487:AA767009 
55 F-PLACE1 005232//ESTs, Weakly similar to synapse-associated protein sap47-l [D.melanogaster]//0.56:i 92:60// 

HS.47334.W72370 
F-PLACE1 005243 

F-PLACEl005261//ESTs//0.52:245:58//Hs.6682:T76941 
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F-PLACE1005266//Kallmann syndrome 1 sequence//7.8e-06:484:60//Hs.89591:M97252 
F-PLACE1005277//Homo sapiens mRNA for KIAA0610 protein, partial cds//5.1e-150:706:98//Hs.1 18087: 
AB011182 

F-PLACEl005287//ESTs//8.1e-107:50t:99//Hs.145703:AA447947 
5 F-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MlTOCHONDRIAL//4.4e-37:597:66//Hs.101642: 

X60673 

F-PLACE1005308//High -mobility group (nonhistone chromosomal) protein 2//0.83:239:62//Hs.80684:X62534 
F-PLACE1005313 

F-PLACE1005327//ESTS, Weakly similar to No definition line found [C.elegansJ//6.0e-8l:459:9l//Hs.i46l77: 
10 R51650 

F-PLACE1005331//Homo sapiens chromosome 19,cosmid F20569//3.7e-66:41 2:88//Hs.1 34031 :AC004794 
F-PLACE1005335//Homo sapiens mRNA for KIAA0754 protein, partial CdS//0.96:510:56//Hs.159183:AB018297 
F-PLACE1 005373 

F-PLACEl005374//ESTs//7.5e-77:437:91//Hs.143266:AI141348 
15 F-PLACEl005409//ESTs//2.4e-05:267:63//Hs.163307:AA856751 
F-PLACE1005453//ESTS//0.12:333:58//HS.134672:AI087951 

F-PLACE1005467//HOMEOBOX/POU DOMAIN PROTEIN RDC-1//0.0043:148:67//Hs.74095:L20433 
F-PLACE1005471//ESTS/A3.4e-24:135:97//HS.49275:N66925 

F-PLACE1005477//Human Line-1 repeat mRNA with 2 open reading frames//3.5e-l26:744:87//Hs.23094:M 19503 
20 F-PLAC E1 005480//ESTs//3.7e-26:1 84:70//Hs.11 31 98:N39323 . 

F-PLACEl005481//EST//0.27:153-:64//Hs.120066:AA707973 

F-PLACE1005494//ESTs//2.4e-50:257:98//Hs.159003:AA633029 

F-PLACE1005502//ESTs//0.15:408:57//Hs.45106:AA504105 

F-PLACEl005526//ESTs//3.2e-61:305:98//Hs.122574:AA776747 
25 F-PLACE1005528//ESTs//9.9e-32:249:78//Hs.142531:N91572 

F-PLACE1 005530//ESTS//1 .0e-94:491 :95//Hs. 1 31 731 :Al339335 

F-PLACE10O5550//ESTs//0.084:290:58//Hs.157775:AI359385 

F«PLACE1005554//EST//0.38:213:58//HS.102749:N64144 

F-PLACE1005557//ESTS, Highly similar to MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L2 PRECURSOR 
30 [Saccharomyces cerevisiaej//4.5e-5l :258:97//Hs.7736:W8i 261 

F-PLACEl005574//ESTs//3.2e-09:236:66//H$.146884:AI160278 

F-PLACE1005584//Fragile X mental retardation 2//l.2e-05:l5l :69//Hs. 54472 :U48436 

F-PLACE1 005595//ESTS//2. 1 e-98:51 2:95//Hs.1 1 8552:W74594 

F-PLACE1 005603//EST//1 .0:90:66//Hs. 1 1 1 204: AA21 1 851 
35 F-PLACE1005611//ESTS, Weakly similar to B0035.14[C.elegans]//3.5e-32:197:92//Hs.8241:AA283057 

F-PLACE1005623//ESTs//3.0e-30:1 91 :92//Hs.77570:N48234 

F-PLAC El005630//ESTs//2.3e-32:1 75:97//Hs. 1 22278 :AA781 867 

F-PLACE1 005639//ESTs//0.88:21 8:58//Hs.1 1 7389:AA701 991 

F-PLACE1 005646//Homo sapiens RN A helicase-related protein mRNA, complete cds//2. 1 e-1 51 :721 :98//Hs.8765: 
40 AF083255 

F-PLACE1005656//Ribonucleotide reductase M2 polypeptide//3.9e-53:480:74//Hs.75319:X59618 
F-PLACE1005666//Homo sapiens mRNA for KIAA044B protein, complete cds//0.086:223:59//Hs.27349: 
AB007917 

F-PLACE1005698//Human membrane-associated lectin type-C mRNA//6.1e-65:374:85//Hs.23759:M98457 
45 F-PLACEl005727//ESTs//8.7e-65:330:96//Hs.127027:AA935437 
F-PLACE1005730//ESTs//2.9e-14:270:67//Hs.28589:AI004944 

F-PLACE1005739//Homo sapiens mRNA for serin protease with IGF-binding motif, complete cds//0.75:289:59// 
Hs.75111:D87258 

F-PLACE1005755//lnsulin-like growth factor binding protein 2//3.6e-05:377:62//Hs.162:X16302 
50 F-PLACE1005763//ESTS, Highly similar to S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN 

[Rattus norvegicusJ//5.7e-49:252:88//Hs.24309:AI125696 
F«PLACEl005799//ESTs//5.2e-13:392:58//Hs.110530:AA191493 
F-PLACE1 005802 
F-PLACE1 005803 

55 F- PLACE 1005804//Homo sapiens alpha 1 ,2-mannosidase IB mRNA, complete cds//4.5e-1 28:636 :96//Hs. 12531 5: 

AF027156 

F-PLACE1005813//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds//8.4e-l56:739:98//Hs.H183: 
AF065482 
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F-PLACE1005828//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY I!!! [H.$apiensl//4.1e-42: 
327:81//HS.138404:R70986 

F-PLACE1005834//Retinoblastoma 1 (including osteosarcoma)//0.038:436:58//Hs.75770:L41870 

F-PLACEl005845//ESTs//4.8e-50:309:89//Hs.107149:AI379497 
5 F-PLACE1 005850//ESTS//7. 1 e-40:253:79//Hs. 1 58096: AA1 86905 

F-PLACEl005851//ESTs//7.6e-93:483:95//Hs.135608:AA732242 

F-PLACE1005876//ESTS//0.97:282:60//HS.98664:AI381487 

F«PLACEl005884//ESTs//0.070:276:60//Hs.106057:AI031552 

F-PLACE1005890//ESTS//I.5e-91:500:93//HS.136993:AA843300 
10 F-PLACE1 005898 

F-PLACE1 005921 

F-PLACE1005923//ESTs7/0.50:308:58//Hs.52489:R61504 
F-PLACE1005925//ESTs//0.024:93:68//Hs.149868:AI288274 

F-PLACE1 005932//TYROSINE-PROTEIN KINASE RECEPTOR EPH PRECURSOR//0.97:342:57//Hs.89839: 
15 M 18391 

F-PLACE1005934//ESTs//8.6e-10:74:93//Hs.25092:AA922142 

F-PLACE1005936//DNA excision repair protein ERCC5//1 .0:1 44 :63//Hs. 48576 :X69978 

F-PLACE1005951//B94 PROTEIN//0.00025:371:61//Hs.75522:M92357 

F-PLACEl005953//ESTs//2.8e-06:290:61//Hs.140996:R73468 
20 F-PLACE1005955//ESTS, Weakly similar to Y53C12A.3 [C.elegans]//0.15:136:66//Hs.107747:AI357868 

F-PLACE1005966//Human zinc fmger/leucine zipper protein (AF10) mRNA, complete cds//1 .0:21 5:63//Hs. 7885: 

U13948 

F-PLACE1 005968 
F-PLACE1 005990 

25 F-PLACE1006002//Putative mismatch repair/binding protein hMSH3//1.9e-46:312:77//Hs.42674:U61981 

F-PLACE1 006003//EST//0.0001 8: 1 71 :67//Hs.1 36882: W73256 
F-PLACE 1006011 

F-PLAC E 1 0060 1 7//ESTS//3. 1 e-2 1 : 1 59:88//Hs . 1 421 73: AA757743 

F-PLACE1006037//Homo sapiens mRNA for KIAA0789 protein, complete Cds//0.021:202:64//Hs.158319: 
30 AB018332 

F-PLACE1006040//Homo sapiens mRNA for alpha endosuifine//i.1e-1 48:71 9:97//Hs.98782:X99906 
F-PLACEl006076//EST//0.29:92:64//Hs.161536:N80395 

F-PLACE1006119//Homo sapiens Ran-GTP binding protein mRNA, partial cds//4.le-147:679:99//Hs.4976: 
AF039023 
35 F-PLACE1006129 
F-PLACE1006139 

F-PLACE1006143//Human mRNA for KIAA0355 gene, complete cds//9.3e-43:357:79//Hs.153014:AB002353 
F-PLACE1006157//ESTS, Weakly similar to ETX1 {alternatively spliced} [H.sapiens]//2.9e-12:119:84//Hs.23153: 
R92857 

40 F-PLACEl006159//ESTs//2.3e-87:443:96//Hs.23740:H17868 
F-PLACE10061641/ESTs//0.099:223:60//Hs.8108:AA902721 

F-PLACE1006167//Homo sapiens Chromosome 19, cosmid F23149//1.1e-68:333:92//Hs.1 52894: AC005239 
F-PLACE1 0061 70//ESTS//0.081 : 1 71 :67//Hs. 1 351 87: AI074005 

F-PLACE1006187//Homo sapiens cyclin E2 mRNA, complete cds//1.2e-150:694:99//Hs.30464:AF091433 
45 F-PLACEl006195//ESTs//8.9e-14:229:70//Hs.141470:N49608 

F-PLACE1006196//ESTS, Weakly similar to protein synthesis initiation factor 4A-II homolog//3.5e-59:369:88//Hs. 

135623:AA134719 

F-PLACE1006205 

F-PLACE1006223//ESTS, Weakly similar to TERATOCARCINOMA-DERIVED GROWTH FACTOR 1 [H.sapiens] 
50 //0.0089: 1 66:63#Hs. 1 271 79: AI279486 

F-PLACE 1006225 

F-PLACE1006236//EST//0.060:89:69//Hs.l36977:AA830668 . 
F-PLACE1006239//ESTS//0.028:105:66//HS.142336:AA358185 
F-PLACE1006246//ESTs//0.060:330:60//Hs.105695:AI085802 
55 F-PLACE1006248//Homo sapiens mRNA for KIAA0648 protein, partial cds//7.3e-1 68:791 :98//Hs.31 921 : 

AB014548 
F-PLACE 1006262 

F-PLACE1006288//Homo sapiens mRNA for Pex3 protein//4.8e-37:186:100//Hs.7277:AJ001625 
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F-PLACE1006318 

F-PLACEl006325//ESTs//3.7e-25:206:83//Hs.102319:AI246503 
F-PLACE1006335//ESTs//2.0e-27:161:95//Hs.163529:AI361492 
F-PLACEl006357//ESTs//0.013:268:61//Hs.105775:AA526249 
5 F-PLACEl006360//ESTs//4.8e-27:146:98//Hs.100739:Z98481 

F«PLACE1006368//Homo sapiens clone 24540 mRNA sequence//0.65:272:59//Hs.153529:AF070581 
F-PLACE1006371//Homo sapiens jerky gene product homolog mRNA, complete cds//2.6e-07:403:61//Hs.1 05940: 
AF004715 

F-PLACE1006382//EST//0.98:77:68//Hs.136933:AA814693 
10 F-PLACE1006385//Homo sapiens epsin 2b mRNA, complete cds//1 .6e-111 : 539 :97//Hs. 22396 :AF062085 

F-PLACE1006412//Human mRNA for KIAA0298 gene, complete cds//1.0e-36:424:74//Hs.21560:AB002296 
F-PLACE1 00641 4//Homo sapiens PCAF associated factor 65 alpha mRNA, complete cds//4.3e-m:525:98//Hs. 
131846:AF069735 

F-PLACE1006438//Homo sapiens mRNA for KIAA0557 protein, partial cds//2.2e-24:531 :65//Hs.101414: 
15 AB011129 

F-PLACE1006445//Homo sapiens chromosome 16 zinc finger protein ZNF200 (ZNF200) mRNA, complete cds// 
1 .0:248:60//Hs.88219:AF060866 

F-PLACE1006469//Human SA mRNA for SA gene product, complete cds//0.24:210:62//Hs.89659:AC004381 
F-PLACE1 006470 

20 F-PLAC El006482//Homo sapiens basic-leucine zipper transcription factor MafK (MAFK) mRNA, complete cds// 

5.0e-46:520:71//Hs.131953:AF059194 

F-PLACE1006488//ESTs//6.2e-47:239:97//Hs. 158161 :AA312511 
F-PLACE1 006492//ESTs//0.82:37:1 00//HS. 1 6041 7: AA488493 

F-PLACE1 006506//HUMAN IMMUNODEFICIENCY VIRUS TYPE I ENHANCER-BINDING PROTEIN 2//0.98:505: 
25 56//Hs.75063:AL023584 

F-PLACEl00652l//ESTs//0.032:222:63//Hs.23171:AA706542 

F-PLACEl006531//EST//2.1e-53:258:100//Hs.117316:AA699358 

F-PLACEl006534//EST//1.8e-07:78:89//Hs.157551:AI356219 

F-PLACE1006540//Homo sapiens mRNA for cadherin-6, complete cds//0.96:383:58//Hs.32963:D3l784 
30 F-PLACE1006552//Human (clone N5-4) protein p84 mRNA, complete cds//0.058:464:57//Hs.1540:L36529 

F-PLACE1006598//Homo sapiens mRNA for KIAA0737 protein, complete cds//4.le-17:372:65//Hs.17630: 
AB018280 

F-PLACE1 00661 5//Homo sapiens eukaryotic translation initiation factor e!F3, p35 subunit mRNA, complete cds// 
2.2e-1 68:781 :99//Hs.1 55377:U 97670 
35 F-PLACE1 00661 7//ESTs//6.0e-08:354:60//Hs.42624:H 99088 

F-PLACE1006626//NUCLEOLIN//0.0044:186:66//HS.79110:M60858 

F-PLACE1006629//Homo sapiens (Clone S22i71) mRNA fragment//0.097:229:63//Hs.26956:L40396 
F.PLACE1006640//ESTS//0.00019:380:59//HS.13672:AI131473 

F-PLAC E 1 006673//ESTs , Weakly similar to T14B4.2 gene product [C.elegans]//1 .6e-1 2: 1 1 3:83//Hs.3385:N2591 7 
40 F-PLACE1 006678 

F-PLACE1006704//Homo sapiens ALR mRNA, complete Cds//0.16:284:60//Hs.1 53638: AF01 0403 
F-PLACE1006731//Homo sapiens SOX22 protein (SOX22) mRNA, complete cds//1 .6e-05:382:63//Hs. 43627: 
U35612 

F-PLACE1006754//Biliary glycoprotein//8.9e-27:305:72//Hs.50964:X16354 
« F-PLACE1006760//ESTS//0.10:207:62//HS.152589:AA954152 

F-PLACE1006779//Kallmann syndrome 1 sequence//0.00025:251 :64//Hs.89591 :M97252 

F-PLACEl006782//ESTs//1.2e-90:423:100//Hs.132826:AI075783 

F-PLAC E 1 006792//ESTs//1 .5e- 1 0:439:58//Hs. 1 38501 :AI051 228 

F-PLACE1006795//TYROSINE-PROTEIN KINASE RECEPTOR ETK1 PRECURSOR//4.5e-10:84:95//Hs. 
50 123642:M83941 

F-PLACEl006800//ESTs//0.00068:360:61//Hs.157876:AI422017 
F-PLACE1006805//ESTs//4.6e-103:491:98//Hs.140465:AA769892 

F-PLACE1 00681 5//Homo sapiens mRNA for KIAA061 8 protein, complete cds//0.47:403:56//Hs. 15832: AB01 451 8 
F-PLACE1006819//Human Line-1 repeat mRNA with 2 open reading frames//3.7e- 103: 6 19:87//HS.23094:M 19503 
55 F-PLACE1006829//ESTS//1 .5e-22:141 :94//Hs.1 42988: AA1 42876 

F-PLACEl006B60//EST//0.0062:206:65//Hs.158793:AI376773 
F-PLACE1006867//ESTS//0.068:218:62//HS.91166:AA551273 

F-PLACE1006878//Homo sapiens mRNA for KIAA0711 protein, complete cds//1 .0:268:58//Hs.5333:AB01 8254 
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F-PLACE1 006883//ESTS//1 .6e-75:398:94//Hs.1 1 9544T95601 
F-PLACE1 006901//ESTS//1 .9e-13:87:96//Hs.1 34737:AI0891 87 
F-PLACE1006904//EST//1 .0:91 :70//Hs.148270:AA906443 
F-PLACE1006917 
5 F-PLACE1006932//ESTs//0.98:110:70//Hs.100855:AI423913 
F-PLACE1006935//EST//1 .0:92:65//Hs.124554:AA847211 
F-PLACE1006956//PERIPHER1N//0.13:443:57//HS.37044:L14565 
F-PLACE1006958//Heat Shock 70kD protein 4//6.4e-40:456:70//Hs. 12711 2723 

F-PLACE1006961//ESTS, Highly similar to RSP5 PROTEIN [Saccharomyces cerevisiael//3.2e-07:67:98//Hs. 
10 21806:AA630312 

F-PLACE1006962//H.sapiens iMB mRNA//2.3e- 16:202:71 //Hs.135202:X6341 7 

F-PLACE1006966//Homo sapiens syntaxin 4 binding protein UNC-18C (UNC-18C) mRNA, complete Cds//0.14: 
191 :67//Hs.881 3:AF032922 

F-PLACE1006989//Cyclin Bl//0.99:224:59//Hs.23960:M25753 
15 F-PLACE1 00701 4//Homo sapiens NBMPR-insensitive nucleoside transporter ei (ENT2) mRNA, complete cds// 
3.1e-05:594:58//Hs.32951:AF034102 
F-PLACE1007021//ESTs//7.2e-89:446:96//Hs.7111:U55971 

F-PLACE1007045//Human Line-1 repeat mRNA with 2 open readin g f rames//1 . Oe- 11 7: 775 :84//Hs. 23094 :M 19503 
F-PLACE1007053//Homo sapiens mRNA for ARN03 protein//0.35:63:82//Hs.129811:AJ223957 
20 F-PLACE1007068//Polycystic kidney disease 1 (autosomal dominant)//0.22:361:60//Hs.758l3:L33243 

F-PLACEl007097//ESTs//2.9e-25:197:83//Hs.105665:H78987 

F-PLACEl007l05//Amylo-1,6-glucosidase, 4-alpha-glucanotransf erase (glycogen debranching enzyme, glyco- 
gen storage disease type lll)//0.18:268:63//Hs.904:U84010 
F-PLACE1 0071 1 1 //EST//0.0066:260:60//Hs. 1 47903:AI223385 
25 F-PLACE1007112 

F-PLACE1 0071 32//ESTS//3. 1 e-30: 1 95:76//Hs.461 58:AI1 601 21 

F-PLACE1 0071 40//TRANSCRIPTION ELONGATION FACTOR S-ll//0.13:302:60//Hs.78869:M81601 
F-PLACEl007178//ESTs//9.6e-54:289:95//Hs.12251:H12965 

F-PLACE1007226//Homo sapiens Notch3 (NOTCH3) mRNA, complete cds//0.00090:412:59//Hs.8546:U97669 
30 F-PLACE1007238//Human plectin (PLEC1) mRNA, complete cds//1 .4e-07:492:64//Hs. 79706:1153204 

F-PLACE1007239//Human mRNA for transcription elongation factorS-ll, hS-ll-Tl , complete cds//2.0e-58:405:87// 
Hs.80598:D50495 

F-PLACE1007242//EST//0.014:55:89//HS.88432:AA262141 
F-PLACEl007243//ESTs//2.0e-43:227:97//Hs.124775:AA648467 
35 F-PLACE1007257//Homo sapiens mRNA for dia-156 protein//3.7e-144:677:98//Hs.121556:Y15909 

F-PLACE1 007274 

F-PLACE1007276//ATPase, Cu++ transporting, alpha polypeptide (Menkes syndrome)//0.94:167:64//Hs.606: 
L06133 

F-PLACE1007282 

40 F-PLACE1007286//ESTs//1.0e-25:333:71//Hs.134860:AI091436 
F.PLACE1007301//EST//0.78:171:61//HS.160990:H52412 

F-PLACE1007317//Homo sapiens oxysterol 7alpha-hydroxylase (CYP7bl) mRNA, complete cds//0.88:298:58// 

Hs.144877:AF029403 

F-PLACE1 007342 

45 F-PLACE1007346//Homo sapiens estrogen-responsive B box protein (EBBP) mRNA, complete cds//i.7e-i2i: 
567:98//Hs.76596:AF096870 

F-PLACE1007367//H.sapiens mRNA for MACH-alpha-2 protein//2.2e-55:532:77//Hs.19949:X98173 
F-PLACE1 007375 

F-PLACE1007386//ESTs//0.00066:61:91//Hs.149318:AI248642 
50 F-PLACEl007402//EST//1.7e-06:193:65//Hs.132124:AI041287 

F-PLACE1007409//Homo sapiens mitoxantrone resistance protein 1 mRNA, partial sequence//3.8e-l 8:1 28:92// 

Hs.14387:AF093771 

F-PLACE1007416 

F-PLACE1007450//ESTs//2.6e-36:194:97//Hs.22359:At024436 
55 F-PLACE1007452//EST//1 .8e-34:1 97:94//Hs.134795:AI090359 

F-PLACE1007454//Homo sapiens (clone S153) mRNA fragment//2.6e-53:317:93//Hs.6445:L40391 

F-PLACE1007460//ESTS//0.0012:168:64//HS.151708:AA554714 

F-PLACE1 007478//ESTS//1 .0e-42:440:74//Hs. 1 41 722:AA7691 03 
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F-PLACE1 007464//ESTS//7. 1 e-1 8:1 27:91//Hs.1 00251 :AA535975 
F- PLACE 1007488 

F-PLAC E 1 007507//ESTS//1 .2e-99:274 :98//Hs . 1 23462 : AA903385 
F-PLACE1007511//Keratin 19//4.2e-31 :586:64//Hs.23761:Y005O3 
5 F-PLACEl007524//ESTs//6.8e-71:356:97//Hs.163067:AA897296 
F- P LAC E 1 007525//ESTs//0 . 073 : 242 :59//Hs . 1 2871 1 :AA856979 

F-PLACE1007537//Homo sapiens PYRIN (MEFV) mRNA, complete cds//0.93:468:57//Hs.113283:AF018080 
F-PLACEl007544//ESTs//1.7e-74:360:98//Hs.128632:AI076755 

F-PLACE1007547//Homo sapiens mRNA for KIAA0661 protein, complete cds//1.0e-70:733:71//Hs.65238: 
W AB014561 

F-PLACE1 007557//EST//0.58:80:72//Hs.1 30267:AI001 863 
F-PLACE1 007583//ESTS//1 .8e-46:234:98//Hs. 155071 :AA584257 
F-PLACE1007598//ESTs//1.7e-83:400:99//Hs.120206:AI089163 

F-PLACE1 00761 8//Homo sapiens mRNA for KIAA0633 protein, partial cds//7.2e-12:778:56//Hs.33010:AB01 4533 
15 F-PLACE1 007621 

F-PLACE1 007632//ESTS//1 .7e-32:1 75:97//Hs.1 22278: AA781 867 
F-PLACE1 007645 
F-PLACE1 007649 

F-PLACE1007677//ESTs//3.0e-13:125:82//Hs.143382:AA476266 
20 F-PLACE1007688//ESTs//6.8e-06:311:61//Hs.132926:AI027055 
F-PLACE1007690//ESTs//1.9e-13:83:98//Hs.150088:AI348503 

F-PLACE1 007697//TRANSFORMING GROWTH FACTOR BETA 1 PRECURSOR//0.99:216:63//Hs.1103:X02612 
F-PLACE1007705//Human mRNA for RTP, complete cds//4.8e-58:637:70//Hs.75789:D87953 
F-PLACE1007706//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds//4.le-l49:709:97//Hs.4812: 
25 AF061243 

F-PLACE1007725//ESTS. Weakly similar to No definition line found [C.elegans]//4.5e-36:233:89//Hs. 108797: 
AA476815 

F-PLACE1007729//ESTS, Moderately Similar to RETRO VIRUS-RELATED PROTEASE [H.sapiens]//0.00033:270: 
64//Hs.104129:AA923278 

30 F-PLACE1007730//Homo sapiens mRNA for KIAA0685 protein, complete cds//2.6e-1 56:728 :98//Hs.1 53121: 

AB014585 

F-PLACE1007737//Coagulation factor II (thrombin) receptor//1.1e-18:364:68//Hs.159347:M62424 

F-PLACE1007743//ESTs//0.029:421:58//Hs.106090:AA457030 

F-PLACEl007746//ESTs//6.7e-55:330:89//Hs.153392:AI089469 
35 F-PLACE1007791//EST//0.39:261:62//Hs.145991:AI277656 

F-PLACE1007807//ESTs//2.0e-54:385:83//Hs.163930:AA640504 

F-PLACE1 00781 0//ESTs//6. 1 e-53:41 6:81//Hs. 1 52395:AA5331 07 

F-PLACE1007829//EST//0.28:271:61//Hs.125514:AA883841 

F-PLACE1007843//EST//0.020:307:59//HS.145535:AI261635 
40 F-PLACE1007846//Human Line-1 repeat mRNA with 2 open reading frames//6.3e-38:396:77//Hs.23094:M19503 

F-PLACE1 007852 

F-PLACE1007858//Homo sapiens mRNA for KIAA0766 protein, complete Cds//1.3e-190:894:98//Hs.28020: 
AB018309 

F-PLACEl007866//ESTs//3:0e-50:333:86//Hs.15792:AI038387 ' 
45 F-PLACE1 007877 

F-PLACE1007897//EST//1 .0:59:72//Hs.138770:N70943 

F-PLACE1007908//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//7.3e-156:755:97//Hs. 
92381 :AB007956 

F-PLACE1007946//ESTs//8.9e-16:250:68//Hs.88527:N24002 
50 F-PLACE1007954//ESTs//1.6e-05:76:90//Hs.63314:AA056538 

F-PLACE1007955//Homo sapiens cyclin-D binding Myb-like protein mRNA, complete cds//8.9e-l 73:81 3:98//Hs. 
5671:AF084530 

F-PLACE1007958//Homo sapiens cAMP-specific phosphodiesterase 8B (PDE8B) mRNA, partial cds//8.2e-l55: 
730:98//Hs.781 06: AF079529 

55 F-PLACE1007969//ESTS, Weakly similar to hnRNA-binding protein M4 [H.sapiens]//5.1e-45:264:92//Hs. 42222: 

W28567 

F-PLACE1007990//ESTS//1 .2e-104:493:99//Hs. 11 8445 :AI 097043 

F-PLACE1008000//Homo sapiens veli 1 mRNA, complete cds//5.7e-63:578:74//Hs.1 50380: AF087693 
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F-PU\CE1008002//ESTs//0.52:236:59//Hs.134292:AA603031 
F-PLACE1008044 

F-PLACE1008045//COL10A1//0.29:221:58//HS.37075:X60382 • 

F-PLACE1008080//Human homeodomain protein (Prox 1) rnRNA, complete cds//0. 00037: 1 51 :71//Hs. 159437: 
5 U44060 

F-PLACE1008095//Human hybrid receptor gp250 precursor rnRNA, complete cds//1 .0:461 :58//Hs. 155494: 
U60975 

F-PLACE1008111//Homo sapiens B lymphocyte chemoattractant BLC rnRNA, complete cds//0.034:497:58//Hs. 
100431 :AF0441 97 
10 F-PLACE1008122//ESTs//0.95:198:60//Hs.126776:N28769 

F-PLACE1008129//ESTs//1.le-99:499:96//Hs.131807:AA778874 
F-PLACE1 0081 32//EST//3.3e-27:21 8:83//Hs. 1 45258:AI21 8683 

F- P LAC E1 0081 77//ESTs, Moderately similar to meiosis-specific nuclear structural protein 1 [M.musculus]//5.1e- 
20: 1 24:95//Hs, 1 46238: AI2631 35 
15 F-PLACE1008181//ESTs//0.018:285:61//Hs.88843:AA281427 
F-PLACE1 0081 98//ESTs//5.9e-07:41 0:60//Hs. 63348: AA643524 
F-PLACE1 008201 
F-PLACE1 008209 

F-PLACE1008231//ESTs//0.40:188:61//Hs.130266:AI001856 
20 F-PLACE1008244//Miller-Dieker syndrome chromosome region//0.22:247:61//Hs.77318:L13385 

F-PLACE1 008273 

F-PLACE1008275//EST//0.77:74:71//HS.145907:AI275113 

F-PLACE1008280//Homo sapiens rnRNA, chromosome 1 specific transcript KIAA0501//2.6e-25:389:70//Hs. 
1 59897: AB007970 

25 F-PLACE1008309//Homo sapiens serine phosphatase FCPla (FCP1) rnRNA, complete Cds//0.16:263:63//Hs. 

4076: AF081 287 

F-PLACE1008329//EST//1 .3e-09:94:85//Hs.144135:R82071 

F-PLACE1008330//Homo sapiens rnRNA for KIAA0557 protein, partial cds//1 .5e-45:291 :83//Hs.101414: 
AB011129 

30 F-PLACE1008331//ESTS. Weakly similar to ORF2-like protein [H.sapiens]//5.4e-74:356:98//Hs. 105382 :AA496362 

F-PLACE1008356//Homo sapiens rnRNA for KIAA0679 protein, partial cds//3.4e-139:659:98//Hs.5734:AB01 4579 
F-PLACE1008368//Homo sapiens actin binding protein MAYVEN rnRNA, complete cds//0.011 :355:60//Hs. 122967: 
AF059569 

F-PLACEl008369//ESTs//0.00074:443:61//Hs.102756:AA526911 
35 F-PLACEl008392//EST//7.4e-08:324:60//Hs.149930:AI289171 
F-PLACE1 008398 

F-PLACE1008401//Homo sapiens met.hyl-CpG binding protein MBD2 (MBD2) rnRNA, complete cds//2.5e-09:46l : 
62//Hs.25674:AF072242 

F-PLACE1008402//Homo sapiens rnRNA for p115, complete cds//1 .4e-149:711 :98//Hs.7763:D86326 

40 F-PLACEl008405//ESTs//2.8e-102:529:95//Hs.116278:AA628943 

F-PLACE1008424//Human DNA sequence from clone 753P9 on chromosome Xq25-26.1 . Contains the gene cod- 
ing for Aminopeptidase P {EC 3.4.11.9, XAA-Pro/X-Pro/Proline/Aminoacylproline Aminopeptidase) and a novel 
gene. Contains ESTs, STSs, GSSs and a gaaa repeat polymorphism//0.98:113:67//Hs.57922:AL023653 
F-PLACEl008426//ESTs//3.2e-77:393:95//Hs.37585:W28499 

45 F-PLACE1008429//Orfi 5'to PD-ECGF/TP...orf2 5'to PD-ECGF/TP [human, epidermoid carcinoma cell line A431, 

rnRNA, 3 genes, 1718 ntJ//0.019:530:58//Hs.72246:S72487 
F-PLACE1008437 

F-PLACEl008455//ESTs//0.51:279:61//Hs.122319:AA782335 
F-PLACEl008457//ESTs//3.0e-30:229:75//Hs.60740:AA053901 
50 F-PLACE1008465//Human rnRNA for KIAA03B3 gene, partial cds//0.0084:21 0:63//Hs.27590:AB002381 

F-PLACE1008488//Human density enhanced phosphatase^ rnRNA, complete cds//6.8e-07:469:60//Hs.1177: 
U10886 

F-PLACE1 008524//Homo sapiens TWIK-related acid-sensitive K+ channel (TASK) rnRNA, complete cds//1 .0:304: 
60//Hs.24040:AF006623 
55 F-PLAC E 1 00853 1 //ESTs//1 . 1 e- 1 7: 1 90 :76//Hs . 1 5604 1 : AI274697 

F-PLACE1008532//Thromboxane A2receptor//5.6e-1 7:231 :71//Hs.89887:D38081 

F-PLACE1008533//Homo sapiens PACclone DJ130H16from 22q12.1-qter//1.1e-45:507:71//Hs.8003:AC004997 
F-PLACE1008568//Homo sapiens rnRNA for neuronatin alpha, complete cds//1 .0:95:71//Hs.117546:U31767 
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F-PLACE100B584//ESTS//1 .4e-13:252:68//Hs.153429:AI283069 

F-PLACE1008603//Homo sapiens mRNA for KIAA0791 protein, complete cds//3.9e-1 75:81 2:98//Hs.23255: 
AB018334 

F-PLACE1008621//ESTS, Weakly similar to reverse transcriptase [H.sapiensl//1.2e-15:350:66//Hs.151087: 
5 AA649326 

F-PLACE1008625//ESTs//0.86:269:57//Hs.94998:N26794 

F-PLACE1008626//ESTS//0.55:69:71//HS.92096:F10560 

F-PLACEl008627//ESTs//3.0e-62:302:99//Hs.120766:H82458 

F-PLACE1008629//EST//0.0012:174:67//Hs.121195:AA757211 
W F-PLACEl008630//ESTs//4.5e-77:371:99//Hs.132960:AA252394 

F-PLACE1008643//Human mRNA for PK-120//4.7e-25:299:64//Hs.76415:D38535 

F-PLACE1008650//Homo sapiens pleiotropic regulator 1 (PLRG1) mRNA, complete cds//3.5e-l35:622:99//Hs. 
1 47967: AF044333 

F-PLACE1008693//EST//0.19:36:94//Hs.138817:N93728 
15 F-PLACE1008696//Human mitochondrial NADH dehydrogenase-ubiquinone Fe-S protein 8, 23 kDa subunit pre- 

cursor (NDUFS8) nuclear mRNA encoding mitochondrial protein, complete cds//8.3e-25:137:97//Hs. 90443: 
AF038406 

F-PLACE1008715//Homo sapiens mRNA for matrilin-3//0.99:183:63//Hs.119534:AJ224741 
F-PLACE1008748//ESTS//0.88:204:63//HS.15139:AA527080 
20 F-PLACE1008757//ESTS, Weakly similar to unknown protein [R.norvegicus)//4.3e-17:285:69//Hs.35460:H65503 

F-PLACE1008790//Homo sapiens importin alpha 7 subunit mRNA, complete cds//1.4e-121:503:97//Hs.6458: 
AF060543 

F-PLACE1008798//ESTS. Weakly similar to putative p150 [H.sapiens]//0.30:127:68//Hs.111380:AA258772 
F-PLACEl008807//ESTs//0.81:346:58//Hs.116901:AA663542 
25 F-PLACE1008808//Homo sapiens putative checkpoint control protein HRAD1 mRNA, complete cds//6.7e-l04: 

376:98//Hs.71 79:AF01 1905 

F-PLACE1 00881 3//Glutamate decarboxylase 1 (brain, 67kD)//0,1 7:31 8:61//Hs.75668:M81 883 
F-PLACE1008851//ESTS, Highly similar to CELL DIVISION CONTROL PROTEIN 2 HOMOLOG [Plasmodium fal- 
ciparum (isolate k1 /thailand)]//0.73:354:59//Hs.26322:AA1 56858 
30 F-PLACE1008854//ESTs//3.0e-26:391:66//Hs.133260:AI052728 
F-PLACE1008867//ESTs//5.9e-08:64:93//Hs.91115:AI221563 

F-PLACE1008887//Human Line-1 repeat mRNA with 2 open reading frames//5.5e-51:701:68//Hs.23094:M19503 
F-PLACE1008902//EST//0.85:425:60//Hs.140573:AA826323 

F-PLACE1008920//Homo sapiens mRNA for KJAA0765 protein, partial cds//2.1e-159:753:98//Hs.62318: 
35 AB018308 

F-PLACE1008925//ESTs//0.025:133:67//Hs.103218:W84771 
F-PLACE1 008934//ESTs//0.27:307:59//Hs. 1 351 68: AI394026 
F-PLACEl008941//ESTs//3.3e-53:266:98//Hs.108677:AA488937 

F-PLACE1008947//Human TBP-associated factor (hTAFII130) mRNA, partial cds//2.4e-13:625:58//Hs.24644: 
40 U75308 

F-PLACEl009020//ESTs//3.3e-11:122:81//Hs.131777:AI024950 

F-PLACE1009027//Homo sapiens mRNA for doublecortin//1 .2e-151:763:96//Hs.34780:AJ003112 
F-PLACE1009039//EST//0.76:111:63//HS.160997:H55762 
F- P LAC E 1 009045//ESTS//2 .2e-76:399 :95//Hs . 1 1 49 1 9: A A457689 
45 F-PLACE1 009048//GLYCOPROTEIN HORMONES ALPHA CHAIN PRECURSOR//2.6e-1 6:93:1 00//HS.1 19689: 

S70585 

F-PLACE1 009050//ESTS//1 .4e-92:451 :98//Hs.66373:AI239698 

F-PLACE1 009060//ESTS//1 .4e- 14:86:1 00//Hs .131 725: AI090525 

F-PLACE1009090//ESTs//2.7e-20:198:78//Hs.110044:AA181800 
50 F-PLACE1009091//ESTs//0.99:342:57//Hs.46903:AI093091 

F-PLACE1009094//ESTs//1.0:225:63//Hs.120374:AI337031 

F-PLACEl009099//H.sapiensZNF81 gene//2 .2e-79: 733 :74//Hs.1 04020 :X680 11 

F-PLACE1 00911 0//ESTs//2.6e-91:453:96//Hs.1 43756: AI040890 

F-PLACE1 0091 1 1//ESTs//2.7e-1 5: 1 59:77//Hs. 1 4681 1 :AA41 0788 
55 F-PLACE1009113//Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds// 

1.1e-139:671:97//Hs.99742:AF035586 

F-PLACE1009130//Human mRNA for KIAA0032 gene, complete cds//1 .1e-24:718:59//Hs.35804:D25215 
F-PLACE1009150//Human HsLIM15 mRNA for HsLiml5. complete cds//1 .7e-50:440:78//Hs.37181 :D64108 
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F-PLACE1009155//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//4.0e-46:440:69//Hs. 
158095:AB007953 

F-PLACE1009158//Human growth/differentiation factor 1 (GDF-1) mRNA, complete cds//0.28:245:61//Hs.92614: 
M62302 

F-PLACE1009166//EST//0.98:114:67//HS.137706:AA977250 
F-PLACE1 0091 72//EST//6.2e-34:257:84//Hs. 1 61 081 :N22770 
F-PLACEl009174//ESTs//6.0e-24:234:77//Hs.155196:AI282821 
F-PLACE1009183//EST//0.021:261:62//HS.144222:N90100 

F-PLACE1009186//ESTS, Weakly similar to No definition line found [C.etegans]//3.6e-117:588:95//Hs.54943: 
Z78396 

F-PLACE1009190//EST//0.046:95:70//HS.131646:AI025689 
F-PLACE1 009200//EST//2.5e-41 : 1 95:78//Hs. 1 62404:AA5731 31 

F-PLACE1009230//CARCINOEMBRYONIC ANTIGEN PRECURSOR//5.3e-29:1 57:77//Hs.1 46403: M29540 
F-PLACE1 009246//EST//0.1 3: 1 78:62//Hs.23298: R22575 

F-PLACE1009298//ESTS, Highly similar to VACUOLAR SORTING PROTEIN 35 [Saccharomyces cerevisiaej// 
1.9e-21:121:98//Hs.124768:AA307735 

F-PLACE1 009308//SERUM PROTEIN MSE55//0.44:195:62//Hs.148101:M88338 

F-PLACE1 00931 9//Homo sapiens post-synaptic density protein 95 (PSD95) mRNA, complete cds//9.7e-0B:411: 
59//Hs.23731:U83192 

F-PLACE1009328//Human Line-1 repeat mRNA with 2 open reading frames//2.3e-91:594:86//Hs.23094:M1 9503 

F-PLACE1009335//EST//0.037:169:63//HS.148875:AI240767 

F-PLACE1009338//ESTs//5.7e-22:123:98//Hs.66783:AA059473 

F-PLACE1 009368 

F-PLACE1 009375 

F-PLACE1009388//Homo sapiens KIAA0395 mRNA, partial CdS//1.7e-41:317:81//Hs.43681:AL022394 
F-PLACE1009398//Zinc finger protein 84 (HPF2)//1 .4e«79:730:74//Hs.9450:M27878 
F-PLACE1009404//M1CROTUBULE-ASSOCIATED PROTEIN TAU//0.099:207:61//Hs.1 01 174: AF047863 
F-PLACE1 00941 0//Homo sapiens BAF57 (BAF57) gene, complete CdS//1.4e-27:210:86//Hs.3404:AF035262 
F-PLACE1009434//Human mRNA for KIAA0005 gene, complete cds//2.8e-45:599:68//Hs. 155291 :D13630 
F-PLACE1009443//H.sapiens 5T4 gene for 5T4 Oncofetal antigen//0.11 :350:58//Hs.82128:AJ012159 
F-PLACE1009444//PHOSPHATIDYLINOSITOL4-KINASE ALPHA//1 .5e-22:146:93//Hs.76987:AF012872 
F-PLACE1009459//H.sapiens garp gene mRNA, complete CDS//1 .0:241 :60//Hs.1 51 641 :Z24680 
F-PLACE1 009468//1 -PHOSPHATIDYUNOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE BETA 211 
0.00039:347:60//Hs.994:M95678 

F-PLACE1009476//Homo sapiens Chromosome 16 BAC Clone CIT987SK-A-67AI//4.1e-91:464:96//Hs.1 55049: 
AC004531 

F-PLACE1009477//ESTs//0.30:221:61//Hs.107287:AI308839 

F-PLACE1009493//Homo sapiens mRNA for LAK-4p, complete cds//1 .6e-30:608:63//Hs.16165:AB002405 
F-PLACE1009524//Human Sec7p-like protein mRNA, partial Cds//2.3e-68:526:78//Hs.8517:U70728 
F-PLACE1 009539//ESTs//3.3e-1 8:1 86:83//Hs.71 922:AA1 4841 7 
F-PLACEl009542//EST//7.8e-11:265:65//Hs.159692:AI416956 
F-PLACEl009571//ESTs//6.1e-15:94:97//Hs.151458:AA600866 
F-PLACE1009581//Microtubule-associated protein 1A//1.0:196:59//Hs. 1479 18:1138291 
F-PLACEl009595//EST//1.8e-28:179:92//Hs.60090:AA004806 

F-PLACE1009596//ESTS, Weakly similar to LIS-1 protein [H.sapiens]//4.1e-1 6:281 :66//Hs. 13889: A 1341 394 

F-PLACE1009607//Horno sapiens PYRIN (MEFV) mRNA, complete Cds//4.9e-52:313:79//Hs.113283:AF018080 

F-PLACE1009613//ESTs//0.50:297:60//Hs.25114:AI074011 

F- PLAC E 1 00962 1 //ESTs//1 .4e-98 :470:98//Hs . 1 24695 : AI094085 

F-PLACE1009622//ESTs//9.8e-14:94:93//Hs.117227:AA682773 

F-PLACE1009637//ESTs//4.9e-92:440:98//Hs.126587:AA917087 

F-PLACE1 009639 

F-PLACE1009659//Homo sapiens mRNA for KIAA0587 protein, complete cds//4.4e-1 73:81 6:98//Hs.21 862: 
AB011159 

F-PLACE1009665//ESTs//9.1e-45:383:79//Hs.61199:AA024494 

F-PLACE1009670//Homo sapiens genethonin 1 mRNA, complete cds//8.1e- 149:701 :98//Hs.1 09590 :AF062534 
F-PLACE1009708//ESTS, Weakly similar to HYPOTHETICAL TRP-ASP REPEATS CONTAINING PROTEIN IN 
HXT14-PHA2 INTERGENIC REGION [S.cerevisiae]//7.5e-51 :295:92//Hs. 48541 :AA827926 
F-PLACE1009721//EST//0.18:467:58//Hs.124358:AA830650 
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F-PLACE1009731//ESTs//1.0:207:63//Hs.60440:AA1 95789 

F-PLACE1009763//Homo sapiens UBA3 (UBA3) mRNA, complete Cds//1.3e-126:602:98//Hs.154320:AF046024 
F-PLACEl009794//ESTs//4.0e-41:252:91//Hs.42927:N20989 

F-PLACE1009798//Human DNA sequence from clone 1189B24 on chromosome Xq25-26.3. Contains NADH-Ubi- 
5 quinone Oxidoreductase MLRQ subunit (EC 1.6.5.3. EC 1.6.99.3, CI-MLRQ), Tubulin Beta and Proto-oncogene 

Tyrosine-protein Kinase FER (EC 2.7.1.112, P94-FER, C-FER, TYK3) pseudogenes, and part of a novel gene 

similar to hypothetical proteins S. pombe C22F3.14C and C. elegans C16A3.8. Contains ESTs and GSSs//5.5e- 

130:600:95//HS.16411:AL030996 

F-PLACE1 009845 
10 F-PLACE1 009861 

F-PLACEl009879//ESTs//6.3e-12:293:66//Hs.147071:AI200021 

F-PLACE1 009886 

F-PLACEl009888//EST//0.044:255:58//Hs.160695:AI282889 
F-PLACE1 009908 

15 F-PLACE1009921//Apoptosis (APO-1) antigen 1//0.62:407:57//Hs.82359:X63717 

F-PLACE1 009924//EST//2.9e-29: 1 55:99//Hs.1 62937: AA634379 
F-PLACE1009925 

F-PLACE1009935//CATHEPSIN K PRECURSOR//0.43:153:66//Hs.83942:X82153 
F-PLACE1009947//ESTs//1.8e-07:56:100//Hs.149940:AI306446 
20 F-PLACE1009971//Acy!-Coenzyme A dehydrogenase, C-2 to C-3 short chain//0.89:243:61//Hs.127610:Z80345 

F-PLACE1 009992//ESTS//0.99: 123:68//Hs.91 202: AM 391 1 4 

F-PLACE1009995//ESTS, Weakly similar to C01 A2.4 [C.elegans]//3.3e-24:174:B8//Hs.11449:AI201540 
F-PLACE1009997//Homo sapiens mRNA for KIAA0629 protein, partial cds//3.7e-36:1 96 :96//Hs. 153545: 
AB014529 
25 F-PLACE1010023 

F-PLACE1010031//ESTs//1.3e-16:132:87//Hs.46847:W02878 ■ 

F-PLACE1010053//ESTS, Moderately similar to M-phase phosphoprotein 4 [H.sapiens]//5.2e-63:3l2:98//Hs. 
142151:AA984061 

F-PLACE101 0069//ESTs//6.6e-33:1 71 :98//Hs.1 28844: AA977596 
30 F-PLACE1010074//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds//5.9e-168:792:98//Hs.11183: 

AF065482 

F-PLACE1 01 0076//ESTs//0.88:379:55//Hs.5884:N21 424 

F-PLACE101 0083//Homo sapiens mRNA for KIAA0456 protein, partial cds//9.6e-1 54:727:98//Hs.5003:AB007925 
F-PLACE1010089//ESTS, Highly similar to PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE [Mus 
35 musculus]//1 .8e-38:21 2:95//Hs.98067:AA236822 

F-PLACE1010096//ESTS, Highly similar to hypothetical protein, 100K [R.norvegicus)//1.8e-08:100:89//Hs.11469: 
U69567 

F-PLACE1010102//Homo sapiens stimulator of Fe transport mRNA, complete cds//0.0035:339:60//Hs. 129683: 
AF020761 

40 F-PLACE1010105//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//1 .2e-26:728:60//Hs. 

122967:AF059569 

F-PLACE1010106//EST//B.5e-28:394:70//HS.142044:AA166682 
F-PLACE10101 34//H.sapiens hbrm mRNA//1 .2e-1 4:380:64//Hs.77590:X72889 
F-PLACE1010148//Human trans-Golgi p230 mRNA, complete cds//0.26:708:57//Hs.158245:U41740 
45 F-PLACE1010152 

F-PLACE1010181//EST//1 .3e-21:312:71//Hs.141501:N50792 
F-PLACE1 01 01 94//ESTs//2.6e-55:284:97//Hs. 1 55940: AA459582 

F-PLACE1010202//ESTs, Weakly simitar to No definition line found [C.elegans]//2.3e-72:391:94//Hs. 35225: 
H69637 
50 F-PLACE1010231 

F-PLACE1010261//Homo sapiens mRNA for KIAA0448 protein, complete cds//1.9e-1 46 :693:97//Hs. 27349: 
AB007917 

F-PLACEl010270//ESTs//2.0e-104:514:98//Hs.124062:H04590 

F-PLACE1010274//ESTS, Weakly similar to C01 A2.4 [C.elegansJ//6.8e-25:149:93//Hs.11449:AI201540 
55 F-PLACEl010293//EST//4.5e-36:358:74//Hs.162398:AA572813 

F-PLACE1010310//HOMEOBOX/POU DOMAIN PROTEIN RDC-1//2.1e-10:352:62//Hs.74095:L20433 
F-PLACE1010321//Human hSIAH2 mRNA, complete cds//0.071:604:58//Hs.20191:U76248 
F-PLACEl010324//ESTs//0.22:286:58//Hs.130853:AI367875 
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F-PLACE1010329//EST//5.7e-05:351:60//Hs.120644:AA742659 
F-PLACEl010341//EST//4.5e-l6:255:72//Hs.141206:H53117 
F-PLACE1010362//ESTS//1 .9e-41 :246:92//Hs. 128771 :AA236855 
F-PLACE1 01 0364//EST//0.1 1 :292:58//Hs.1 35771 :AI005648 
5 F-PLACEl0l0383//EST//6.1e-08:107:76//Hs.136441:AA564986 
F-PLACE1010401 

F-PLACE1010481//Human BLu protein (BLu) mRNA, complete Cds//0.94:254:61//Hs. 125257:1170824 
F-PLACE1010491//Homo sapiens Cre binding protein-like 2 mRNA, complete cds//7.2e-l52:702:99//Hs.133l3: 
AF039081 

10 F-PLACE1010492//ESTS//1 .0:201 :60//Hs.1 46036: AI038500 

F-PLACE1 01 0522//ESTs//3.9e-52:263:97//Hs.1 251 49:AI3021 00 

F-PLACE1010529//Homo sapiens chromodomain-helicase-DNA-binding protein mRNA, complete cds//1 .0:175: 
64//HS.1 59273: AF0541 77 

F-PLACE1 01 0547//ESTs//0.96:288:57//Hs.871 56:AA233472 
15 F-PLACE1010562//EST//1 .0:1 64: 66//HS.1 47868 :AI222979 

F-PLACEl010579//EST//0.39:279:58//Hs.158960:At380148 

F-PLACE1010580//ESTs. Moderately similar to PUTATIVE ATP-DE PENDENT RNA HELICASE C12C2.06 
[Schizosaccharomyces pombe)//3.8e-31 :193:91//Hs.145229:N44661 

F-PLACE1010599//Homo sapiens peroxisomal membrane anchor protein HsPex14p (PEX14) mRNA, complete 
20 cds//9.9e-148:707:97//Hs.19851:AF045186 

F-PLACE1 01 06 1 6//EST//3.1 e-43:21 3:1 00//HS. 1 2821 5: AA972394 
F-PLACE1010622//NUCLEOLIN//0.00040:282:60//HS.79110:M60858 

F-PLACE1010624//Homo sapiens Jagged 2 mRNA, complete cds//1.2e-05:516:61//Hs.106387:AF029778 
F-PLACE1010628//EST, Weakly similar to line-1 protein ORF2 [H.sapiensl//0.012:258:62//Hs.1 44375: AA484200 
25 F-PLACE1010629//EST//8.3e-23:218:79//Hs.161975:AA501461 
F-PLACE1010630//EST//0.29:319:58//HS.137277:N62225 

F- PL AC E 1 0 1 063 1 //Homo sapiens mRNA for KIAA0530 protein, partial cds//9.5e-66:363:95//Hs.1 0801 :AB01 11 02 

F-PLACE1010661//ESTs//3.9e-89:504:92//Hs.122666:W27076 

F-PLACE1010662 

30 F-PLACE1010702//Human repressor transcriptional factor (ZNF85) mRNA, complete cds//1.1e-74:697:74//Hs. 

37138:U35376 

F-PLACE1010714//EST//0.018:253:59//HS.148028:AI270027 

F-PLACE1010720//Homo sapiens chromosome-associated protein-C (hCAP-C) mRNA, partial cds//6.1e-77:393: 
96//Hs.50758:AF092564 

35 F-PLACE1010739//Homo sapiens mRNA for Sec24 protein (Sec24A isoform), partial//0.97:314:59//Hs. 14574: 

AJ131244 

F-PLACE1010743//Human myosin-IXb mRNA, complete cds//2.4e-56 : 409: 86//HS. 159629 :U42391 
F-PLACE101 0761//ESTS, Weakly similar to U1 SMALL NUCLEAR RIBONUCLEOPROTEIN 70 KD [Xenopus lae- 
visl//5.1e-80:407:96//Hs.80965:AA493284 
40 F-PLACE1010771//ESTs,Highlysimilarto TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP[Mus musculus] 

//6.0e-45:25l:94//Hs.11379:AA594140 
F-PLACE1010786 
F-PLACE1010800 

F-PLACE1010802//EST//0.94:128:64//HS.120366:AA719157 
« F- PLAC E 1 0 1 08 1 1 //ESTS//0 .89 :339:59//Hs. 1 273 1 4 : N48085 

F-PLACE1010833//ESTS, Weakly similar to allograft inflammatory factor-1 [H.sapiensJ//2.9e-28:245:79//Hs. 
132736:AA583494 

F-PLACEl0l0856//ESTs//1.5e-06:95:87//Hs.17401:W81048 

F-PLACE1010857//ESTs, Weakly similar to KIAA0157 gene product is novel. [H.sapiensl//5.8e-67:336:97//Hs. 
50 130135:AA905493 

F-PLACE1010870//Zinc finger protein 43 (HTF6)//9.7e-40:498:69//Hs.74107:X59244 

F-PLACE1010877//Homo sapiens mRNA for KIAA0610 protein, partial cds//3.7e-149:694:98//Hs.1 18087: 
AB011182 

F-PLAC E1 01 0891//ESTs//6.9e-54:377:87//Hs.24453:R31 671 
55 F-PLACE1010896//Human homologue of yeast sec7 mRNA, complete cds//0.64:167:65//Hs.1050:M851 69 

F-PLACE1010900 

F-PLACE1010916//EST//0.55:151:66//Hs.145800:AI269981 
F-PLACE1010917 
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F-PLACE1010925//ESTs//2.6e-81:437:94//Hs.5876:H26537 

F-PLACE1010926//Homo sapiens mRNA for KIAA0554 protein, partial cds//3.le-139:653:98//Hs.74750: 
AB011126 

F-PLACE1010942//Homo sapiens intersectin short form mRNA, complete cds//2.9e-91 :437:98//Hs.66392: 
AF064244 

F-PLACE1 01 0944//ESTS//1 .3e-1 7:1 1 7:91//Hs.29444:W30985 
F-PLACE1010947//EST//0.97:93:72//HS.162299:AA555154 

F-PLACE1010954//Apolipoprotein B (including Ag(x) antigen)//0.28:444:59//Hs.585:X04506 

F-PLACE1010960//ESTs//0.98:238:60//Hs.163674:AA506632 

F-PLACE1 01 0965//ESTS//3.1 e-74:376:96//Hs. 1 1 5679:AI379721 

F-PLACE1011026//EST//0.022:222:60//Hs.47154:N50931 

F-PLACE1 011 032//EST//1 .1 e-05:88:79//Hs.1 1 8024:N34032 

F-PLACE1011041//Human density enhanced phosphatase-1 mRNA, complete Cds//0.28:179:67//Hs.1l77: 
U10886 

F-PLACE1011046//VPHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE BETA2//6.2e- 
11:207:68//Hs.994:M95678 

F-PLACE1011054//H.sapiens OBF-1 mRNA for octamer binding factor 1//6.1e-35:310:78//Hs.2407:Z49194 
F-PLACE1011 056//Human putative serine/threonine protein kinase PRK (prk) mRNA, complete cds//0. 74:228:61// 
Hs. 153640:1156998 

F-PLACEl011057//EST//2.5e-80:388:98//Hs.126466:AA913320 
F-PLACE1011090//ESTS//1 .4e-94:469:97//Hs.1 06448: R76663 
F-PLACE1 01 1 1 09//ESTS//0.1 3:303:62//Hs.49294:AA41 8037 
F-PLACE1011114//ESTs//5.8e-12:75:100//Hs.147422:AI214317 
F-PLACE1011133//ESTs//0.17:225:62//Hs.132853:AI370857 
F-PLACE1 01 1 1 43//ESTS//0.01 3:264:63//Hs.1 1 5368: AA629949 
F-PLACE1011160 

F-PLACE1 01 1 1 65//Galactokinase 2//2.7e-32: 1 94:92//Hs. 1 29228:M84443 
F-PLACEL011185//EST//1.4e-34:261:83//Hs.140250:AA708114 

F-PLACE1 01 1203//Homo sapiens chromosome 18q11 beta-1 ,4-gaiactosyltransferasemRNA, complete cds//6.9e- 
1 24:576:99//Hs. 1 591 40: AF038664 

F-PLACE1011214//ESTS, Weakly similar to B0035.14 [C.elegans]//9.7e-101 :469:99//Hs.8241 :AA283057 
F-PLACE1011219//ESTS, Weakly similar to coded for by C. elegans cDNA CEESL70F [C.elegans]//2.6e-62:221: 
88//Hs.101821:W27452 

F-PLACEl011221//ESTs//0.46:238:62//Hs.32853:AA015751 

F-PLACE1011229//Homo sapiens mRNA for KIAA0529 protein, partial Cds//1.4e-147:675:99//Hs.23168: 
AB011101 

F-PLACE1011263//Homo sapiens BAG Clone GS166A23 from 7p21//5.9e-71:350:98//Hs.15144:AC005014 
F-PLACE1011273//ESTS//1 .0:222:59//Hs. 35274: AA495803 

F-PLACE1011291//Homo sapiens clone 24712 unknown mRNA, partial cds//3.4e-09:l 91 :65//Hs.1 40950: 
AF070637 

F-PLACE1 01 1 296//ESTS//0.01 9: 1 37:63//Hs. 1 40654: AA86591 5 
F-PLACEl011310//EST//0.066:336:58//Hs.162529:AA584160 
F-PLACET011325//ESTs//7.4e-43:229:96//Hs.21081:H08310 . . 

F-PLACE1011332//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds//4.8e- 151:696: 
99//Hs.5819:AF1 02265 

F-PLACE1011340//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//I.5e-20:120:81//Hs. 
1 59897: AB007970 

F-PLACE10t1371//Human mRNA for PK-120//9.5e-35:684:63//Hs.76415:D38535 

F-PLACE1 01 1 375//ESTS, Moderately similar to potassium channel protein Raw3 [R.norvegicusJ//6.7e-68:325:99// 
Hs.107245:AA627053 

F-PLACEl011399//ESTs//8.6e-05:285:61//Hs.130105:AA904868 
F-PLACEl011419//ESTs//0.70:240:62//Hs.159650:N95552 

F-PLACE1011433//Homo sapiens mRNA for KIAA0530 protein; partial cdS//1.5e-158:743:98//Hs.10801: 
AB011102 

F-PLACE1011452//Human Line-1 repeat mRNA with 2 open reading frames//1 ,9e-53:557:72//Hs.23094:M 19503 
F-PLACEl011465//EST//3.1e-58:380:85//Hs.l31605:AI025204 

F-PLACE1011472//Homo sapiens mRNA for KIAA0712 protein, complete cds//1.5e-152:703:99//Hs.111138: 
ABO 18255 
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F-PLACE1011477//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds//1.7e-146:675:99//Hs.11183: 
AF065482 

F-PLAC E1 0 1 1 492//ESTs//2.0e-35: 1 86:98//Hs. 1 25886: AA884264 
F-PLACE1011503//EST//0.67:149:65//HS.149774:A!285997 
F-PLACE1 01 1 520//ESTS//0.0001 4:21 3:64//Hs.1 1 9889:AA70531 9 
F-PLACE1 01 1 563//ESTs//2.2e-61 :394:86//Hs.1 1 771 8: AA883476 

F-PLAC E1 011 56 7//Homo sapiens DEC-205 mRNA, complete cds//3.le-46:325:84//Hs.153563:AF011333 
F-PLACE1011576//Homo sapiens hematopoietic cell derived zinc finger protein mRNA, complete cds//4.3e-67: 
268:86//Hs.86371 :AF054180 

F-PLACE1011586//Homo sapiens hLRpl05 mRNA for LDL receptor related protein 105. complete cds//0.98:153: 
65//HS.1 43641 :AB009462 

F-PLACE1011635//Homo sapiens Jagged 2 mRNA, complete cds//0.00029:5B5:57//Hs.106387:AF029778 
F-PLACE1011641 

F-PLACE1011643//Homo sapiens mRNA for KIAA0293 gene, partial cds//0.00058:499:58//Hs.12784:AB006631 
F-PLACE1 01 1 646//EST//3.2e-26:201 :68//Hs.1 40349: AA757661 
F-PLACE101 1 649//ESTS//0.25: 1 45 :64//Hs. 23033 :R46086 
F-PLACE1 01 1 650//ESTS//0.041 :96:77//Hs.1 1 9351 :AA447745 

F-PLACE1011664//Human mRNA for stac, complete cds//1 .0:245: 60//Hs.56045:D86640 
F-PLACE1011675//Cell division cycle 27//0.098:448:57//Hs.73151 :S78234 
F-PLACE1 01 1 682//EST//9.6e-06: 1 1 9:72//Hs.93664:N23366 

F-PLACE101171 9//Human mRNA for KIAA0352 gene, complete cds//0.92:365:60//Hs.17262:AB002350 
F-PLACE1011725 

F-PLACE1011729//EST//0.56:304:58//HS.86378:AA210853 
F-PLACEl011749//ESTs//4.3e-88:443:96//Hs.132850:AA779891 
F-PLACE1011762//ESTs//0.012:149:68//Hs.145075:AI208240 
F-PLACE1011778//ESTS//0.00016:199:64//HS.160395:AI393693 
F- P L AC E 1 0 1 1 783//EST//1 .0 : 1 1 9 :66//Hs . 1 62 1 9 1 : AA534660 

F-PLACE1011858//Human novel homeobox mRNA for a DNA binding p rote in//8.9e-05: 477 :59//Hs. 37035 :U07664 
F- PLAC E 1 0 1 1 874//EST//0 .20:11 8:66//Hs . 1 2735 1 : AA954775 

F-PLACE1011875//Homo sapiens mRNA for KIAA0580 protein, partial cds//5.3e-110:526:98//Hs.22572:AB011152 
F-PLACEl011891//ESTs//1.8e-58:397:88//Hs.84698:AA725913 

F-PLACE1011896//ESTS, Weakly similar to Y53C12A.3 [C.elegans]//9.4e-09:478:56//Hs.1 07747: AI357868 
F-PLACE101 1 922//ESTs//0 .49 :249:62//Hs.1 52627: AA59581 7 

F-PLACE1011923//Homo sapiens serum-inducible kinase mRNA, complete cds//3.7e-140:664:98//Hs.3838: 
AF059617 

F-PLACE1011962//EST//I.7e-07:81:85//HS.104333:AA250763 
F-PLACEl011964//EST//6.6e-38:412:74//Hs.140562:AA826514 
F-PLACEl011982//ESTs//0.40:405:60//Hs.127743:AI261591 
F-PLACE1011995//ESTS//1 .7e-22:486:64//Hs.105157:AA527514 

, F-PLACE1012031//Homo sapiens mRNA for KIAA0713 protein, partial cds//4.0e-1 48 :690:98//Hs. 88756: 
AB018256 

F-PLACE2000003//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//6.5e-54:290:81//Hs. 
92381 :AB007956 

F-PLACE2000006//ESTs//0.067:224:62//Hs.144100:AI205503 
F-PLACE2000007//ESTs//8.1e-23:147:91//Hs.128530:AA325330 
F-PLACE2000011//lnterleukin 10//4.2e-42:362:78//Hs.2180:M57627 
F-PLACE2000014//EST//0.10:214:61//Hs.160247:AI138831 
F-PLACE200001 5//lnterleukin 1 0//1 .4e-44:393:78//Hs.2180:M57627 
F-PLACE2000017 

F-PLACE2000021//Homo sapiens TRF1 -interacting ankyrin-related ADP-ribose polymerase mRNA, partial cds// 

5.7e-85:844:72//Hs.7928:AF082557 

F-PLACE2000030 

F-PLACE2000033//Human adhesion molecule ninjurin mRNA, complete cds//0.85:234:66//Hs.H342:U9i5i2 

F-PLACE2000034//Homo sapiens mRNA for KIAA0607 protein'^ partial cds//0.058:348:62//Hs.94653:AB011179 

F-PLAC E2000039//Human piectin (PLEC1) mRNA, complete cds//0.0058:473:59//Hs.79706:U53204 

F-PLACE2000047//ESTs//4.9e-32:328:75//Hs.141024:H07128 

F-PLACE2000050//ESTs//3.0e-36:270:B3//Hs.155512:AA663966 

F-PLACE2000061 
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F-PLACE2000062//Human membrane-associated lectin type-C mRNA//2.9e-H4:662:86//Hs.23759:M98457 
F-PLACE2000072//Homo sapiens ZNF202 alpha (ZNF202) mRNA, complete cds//7.1e-1 35:631 :98//Hs.9443: 
AF027219 

F-PLACE2000097//ESTs//0.021 : 1 1 7:70//Hs.1 3281 1 :AI034333 
5 F-PLACE2000100 

F-PLACE20001 03//ESTS//1 . 1 e-56:284:98//Hs. 1 44786:AI21 921 9 

F-PLACE2000111//H.sapiens mRNA for l-acylglycerol«3-phosphate O-acyltransferase//0.76:2l5:65//Hs.6587: 
U56417 

F-PLACE2000115 

10 F-PLACE2000124//Human mRNA for KIAA0355 gene, complete cds//2.8e-49:400:79//Hs.153014:AB002353 

F-PLACE2000132 

F-PLACE2000136//ESTS, Moderately similar to hypothetical protein [H.sapiens]//l.2e-08:245:64//Hs.l 40343: 
AA718911 

F-PLACE2000140//Adenylate kinase 2 (adk2)//37e-24:1 62: 90//Hs. 83833: U54645 
is F-PLACE2000164 
F-PLACE2000170 

F-PLACE20001 72//ESTs//0.64:239:62//Hs.31 1 75:AI21 91 79 
F-PLACE2000176 
F-PLACE2000187 
20 F-PLACE2000216 

F-PLACE2000223//EST//0.0092:171:60//Hs.162830:AA643933 

F-PLACE2000235//Human mRNA for KIAA0298 gene, complete Cds//1 .6e-38:792:63//Hs.21560:AB002296 
F-PLACE2000246//Homo sapiens mRNA for KIAA0795 protein, partial cds//1 .5e-74:367:98//Hs.22926:AB01 8338 
F-PLACE2000264//Homo sapiens mRNA for KIAA0792 protein, complete cds//2.0e-29:366:73//Hs.1 19387: 
25 AB007958 

F-PLACE2000274//Homo sapiens mRNA for dynein heavy chain//1 .0e-23:650:62//Hs.1 44672: AJ000522 

F-PLACE2000302//ESTs//1.7e-05:66:89//Hs.55572:W37560 

F-PLACE2000305//ESTS//1 .6e-78:382:98//Hs. 136731 :AA745869 

F-PLACE2000317 

30 F-PLACE2000335//Fc fragment of IgE, hhgh affinity I, receptor for; beta polypeptide/^. le-24:295:76//Hs.30: 

M89796 

F-PLACE2000341 //Human sodium iodide symporter mRNA, complete cds//6.8e-2l:593:61//Hs.103983:U66088 

F-PLACE2000342//Centromere protein B (80kD)//1.4e-06:326:61//Hs.85004:X05299 

F-PLACE2000347//ESTS, Moderately similar to F18547_1 [H.sapiens]//3.7e-16:139:82//Hs.28209:AI073817 
35 F-PLACE2000359//ESTs//5.0e-1 9:251 :71//Hs.58272:W76645 

F-PLACE2000366//ESTs//1.7e-37:399:75//Hs.136646:AA748045 

F-PLACE2000371//EST//0.65:107:65//Hs.157677:AI358861 

F-PLACE2OO0373//ESTs//0.30:207:59//Hs.143902:AI131032 

F-PLACE2000379//ESTS//1 .3e-64:402:87//Hs.1 46307: AA584638 
40 F-PLACE2000394//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//1 .Oe-87:694:80//Hs. 

1 58095: AB007953 

F-PLACE2000398 

F-PLACE2000399 

F-PLACE2000404 
45 F-PLACE2000411 

F-PLACE2000419//Homo sapiens PYRIN (MEFV) mRNA, complete cds//8.0e-52:463:74//Hs.113283:AF018080 

F-PLACE2000425//EST//0.44:168:62//Hs.44677:N34966 

F-PLACE2000427 

F-PLACE2000433//ESTs//4.7e-1 8:21 3:74//Hs. 1 1 01 87:AA69971 9 
50 F- PLAC E2000435//EST//4 . 7e-05: 1 59:64//Hs . 1 23604: AA8 1 5257 

F- P LAC E2000438//H. sapiens mRNA for UDP-GalNAc:polypeptide N-acetylgalactosaminyltransf erase (T2)//1 .9e- 
20:41 8:64//Hs. 1 301 81 :X8501 9 

F-PLACE2000450//Homo sapiens PYRIN (MEFV) mRNA, complete cds//4.0e-83:324:81//Hs.113283:AF018080 
F-PLACE2000455//ESTS, Moderately similar to !!!! ALU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//4.0e- 
55 05: 100:73//Hs.1 04239: AA488082 

F-PLACE2000458//H.sapiens mRNA for hFat protein//0.0010:545:57//Hs.91107:X87241 
F-PLACE2000465//ESTs//4.4e-38:377:75//Hs.55855:AA621381 

F-PLACE2000477//Homo sapiens PYRIN (MEFV) mRNA, complete cds//1.8e-68:520:81//Hs.113283:AF018080 
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F-PLACE3000004//Human EYA3 homolog (EYA3) mRNA, complete cds//3.9e-1 4:204:73//Hs. 46925: Y1 0262 , 
F-PLACE3000009//Human mRNA for KIAA0386 gene, complete cds//4.8e-59:696:69//Hs.101359:AB002384 
F-PLACE3000020//Prostagtandin 12 (prostacyclin) receptor (IP)//0.00081:500:61//Hs.393:D381 28 
F-PLACE3000029 

F-PLACE3000059//ESTs//0.0026:49:100//Hs.42913:AI082248 
F-PLACE3000070//ESTs//5.6e-15:202:74//Hs.154993:AA142842 

F-PLACE3000103//Homo sapiens cofactor of initiator function (CIF150) mRNA, complete cds//1.0:186:62//Hs. 
1 22752: AF026445 

F-PLACE30001 1 9//Homo sapiens mRNA for KIAA0752 protein, partial cds//2.8e-48:283:83//Hs.2371 1 :AB01 8295 
F-PLACE3000121 

F-PLACE3000124//Thromboxane A2 receptor//1.1e-55:1 95 :83//Hs. 89887: D38081 

F-PLACE3000136//Homo sapiens mRNA for KIAA0703 protein, complete cds//1 .0:194:59//Hs.6168:AB014603 

F-PLACE3000142//EST//0.41:179:59//Hs.137438:AA282243 

F-PLACE30001 45//ESTs//3.5e-25:1 45:96//Hs. 1 63950:AA68301 6 

F-PLACE3000147//EST//5.0e-43:285:86//Hs.160895:AI365871 

F-PLACE3000148 

F-PLACE3000155//Homo sapiens mRNA for KIAA0672 protein, complete cds//5.6e-80:382:99//Hs.6336: 
AB014572 

F-PLACE3000156//ESTs//0.00015:277:62//Hs.156834:AI336023 

F-PLACE3000157//Calcium channel, voltage-dependent, P/Q type, alpha 1A subunit//0.54:320:60//Hs.96253: 
U79666 

F-PLACE3000158//Homo sapiens mRNA for KIAA0575 protein, complete cd$//4.9e-66:319:88//Hs.1 53468: 

AB011147 

F-PLACE3000160 

F-PLACE3000169//Small inducible Cytokine A5 (RANTES)//1.3e-64:501:80//Hs.155464:AF088219 

F-PLACE3000194 

F-PLACE300O197 

F-PLACE3000199//EST//1 .0:108:68//Hs.98488:AA426546 
F-PLACE3000207//EST//1 .0e-32:1 84:75//Hs.160146:AI049975 

F-PLACE3000208//CLASS II HISTOCOMPATIBILITY ANTIGEN, M ALPHA CHAIN PRECURSORS .0:271:61// 
Hs.77522:X62744 

F-PLACE300021 8//EST//1 .3e-46:31 7:84//Hs. 1 621 97: AA53521 6 
F-PLACE3000220//EST//9.3e-95:443:99//Hs.112702:AA609377' 

F-PLACE3000221//Homo sapiens DNA fragmentation factor 40 kDa subunit (DFF40) mRNA, complete cds//9.2e- 

56:200:85//Hs. 1 33089: AF06401 9 

F-PLACE3000226 

F-PLACE3000230//EST//6.1 e-1 6:1 73:72//Hs.1 48578: AI201 568 

F-PLACE3000242//Human DNA sequence from clone 1409 on chromosome Xpl1 .1-1 1 .4. Contains a Inter-Alpha- 
Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced Melanoma- Associated Antigen MAGE LIKE gene 
and a 6-Phosphofructo-2-kinase (Fructose-2,6-bisphosphatase) LIKE pseudogene. Contains ESTs, STSs and ge- 
nomic marker DXS8032//1 .2e-54:434:80//Hs.4943:Z98046 
F-PLACE3000244 

F-PLACE3000254//NUCLEOLIN//2.6e-05:445:60//Hs.79110:M60858 
F-PLACE3000271//ESTs//1.6e-25:195:72//Hs.108452:H78650 
F-PLACE3000276//ESTS//1 .Oe-13:274:66//Hs.28589:AI004944 
F-PLACE3000304//EST//0.043:210:61//Hs.132378:AI026770 
F-PLACE3000310 

F-PLACE3000320//EST//1 .2e-1 2: 188:70//Hs. 145771 :AI269586 

F-PLACE3000322//Small inducible cytokine A5 (RANTES)//4.7e-29:252:80//Hs.155464:AF088219 
F-PLACE3000331 

F-PLACE3000339//Homo sapiens mRNA for KIAA0645 protein, complete cds//0. 9 1:222:61//Hs. 155987: 
AB014545 

F-PLACE3000341//EST//1 .8e-05:394:58//Hs.112894:AA620741 

F-PLACE3000350//ESTS, Highly similar to SERINE/THREONINE-PROTEIN KINASE SULU [Caenorhabditis ele- 
gans]//2.9e-59:474:77//Hs.1 25850:AA885355 

F-PLACE3000352//H.sapiens OBF-1 mRNA for octamer binding factor 1 //2.5e-48:442:78//Hs. 2407 :Z49 194 
F-PLACE3000353//H.sapiens mRNA for UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase (T1 )//0.78: 
234:63//Hs.7498:U41514 
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F-PLACE3000362//EST//6.5e-25:302:73//Hs.140504:AA810441 
F-PLACE3000363 

F-PLACE3000365//ESTs7/0.81:200:60//Hs.141556:N49928 
F-PLACE3000373//ESTS//0.0071 :82:73//Hs.1 3631 0: AA442641 
F-PLACE3000388//ESTs//7.9e-16:235:71//Hs.44701:AA830432 
F-PLACE3Q00399//Clathrin, light polypeptide (Lcb)//5.2e-70:391:81//Hs.73919:X81637 
F-PLACE3000400//ESTS//0.53: 1 62:66//Hs.49303:AA81 0785 
F-PLACE3000401//EST//2.3e-35:178:100//Hs.162851:AA632270 
F-PLACE3000402//ESTs//2.4e-84:425:96//Hs.148962:AI219715 
F-PLACE3000405//EST//2.1e-39:452:73//Hs.140414:AA778541 

F-PLACE3000406//Homo sapiens apoptotic protease activating factor 1 (Apaf-1) mRNA, complete cds//l .9e«07: 
116:78//Hs.77579:AF013263 

F-PLACE3000413//ESTs, Weakly similar to methyl sterol oxidase [H.sapiens]//1.6e-5l:260:98//Hs.122512: 
H61502 

F-PLACE3000416//Homo sapiens mRNA for KIAA0801 protein, complete cds//0.00020:630:57//Hs.17585: 
AB018344 

F-PLACE3000425//EST//3.8e-34:286:79//Hs.135301:AI039161 

F-PLACE3000455//Homo sapiens mRNA for cytochrome b small subunit of complex II, complete cds//3.6e-32: 
1 83:93//Hs.1 08326 :AB006202 

F-PLACE3000475//ESTs//1.9e-09:422:61//Hs.145783:AA081874 

F-PLACE3000477//H.sapiens mRNA for chemokine receptor D6//1 .0:426:54//Hs.1 17572:1194888 
F-PLACE4000009/n"RlCHOHYALIN//3.1e-09:692:60//Hs.82276:L09190 

F-PLACE4000014//Homo sapiens mRNA for KIAA0809 protein, partial cds//3.6e-11 8:331 :100//Hs. 105399: 
AB018352 

F-PLACE4000034//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-69G12//1 .1e-06:244:63//Hs. 154050: 
AC004131 

F-PLACE4000049//Homo sapiens clone 24619 mRNA sequerice//4.3e-45:371 :79//Hs.1 39088: AF070533 
F-PLACE4000052//Human ATP binding cassette transporter (ABCR) mRNA, complete cds//l.4e-53:669:67//Hs. 
40993:AF000148 
F-PLACE4000063 

F-PLACE4000089//ESTs//2.2e-10:121:85//Hs.49391:W00713 

F-PLACE4000093//ESTs//0.0053:273:60//Hs.l36952:AA825819 

F-PLACE4000100//ESTs//8.0e-21:246:73//Hs.140207:N32058 

F-PLACE4000106//Homo sapiens mRNA for KIAA0462 protein, partial cds//3.8e-1 47:684 :99//Hs. 129937: 
AB007931 

F-PLACE400012B//Homo sapiens ES/130 mRNA, complete cds//0.23:398:60//Hs.98614:AF006751 
F-PLACE4000129 

F-PLACE4000131//ESTs//2.4e-13:194:72//Hs.41418:H90627 
F-PLACE4000147//ESTs//0.0060:324:60//Hs.85640:AA535856 

F-PLACE4000156//Zinc finger protein 136 (clone pHZ-20)//2.3e-89:764:76//Hs.69740:U09367 

F-PLACE4000192 

F-PLACE4000211 

F-PLACE4000222//EST//1.9e-15:317:66//Hs.149206:AI246594 

F-PLACE4000230//Human mRNA for KIAA0331 gene, complete cds//0.0048:258:60//Hs.1 46395: AB002329 
F-PLACE4000233//ESTs//4.4e-38:240:80//Hs.114605:AI304317 

F-PLACE4000247//Homo sapiens mitochondrial outer membrane protein (TOM40) mRNA, nuclear gene encoding 
mitochondrial protein, complete cds//0.0095:156:69//Hs.30928:AF043250 
F-PLACE4000250//ESTs//3.8e-72:377:94//Hs.124234:T89609 
F-PLACE4000252//ESTs//1.0:196:64//Hs.144869:AA493886 ; .. 

F-PLACE4000259//Homo sapiens mRNA for KIAA0788 protein, partial cds//6.2e-27:1 91 :87//Hs.2397:Z70200 
F-PLACE4000261 

F-PLACE4000269//ESTs, Weakly similar to coded for by C. elegans cDNA yk52b10.3 [C.elegansy/9.5e-41:202: 

1 00//HS.1 1 8849: AA21 5645 

F-PLACE4000270 

F-PLACE4000300 

F-PLACE4000320//FKBP-RAPAMYCIN ASSOCIATED PROTElN//4.5e-23:135:96//Hs. 155952:1188966 

F-PLACE4000323//EST//6.7e-09:180:68//Hs.116769:AA630365 

F-PLACE4000326//ESTs//2.1e-94:453:98//Hs.103177:W72798 
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F-PLAC E4000344//EST//6 .4e-05: 1 35:67//Hs. 1 46729: Al 1 47292 

F-PLACE4000367 

F-PLACE4000369 

F-PLACE4000379//EST//3.9e-42:381 :79//Hs.1 62335: AA564256 
5 F-PLACE4000387//ESTS//0.19:93:69//HS.154173:AI379823 

F-PLACE4000392//ESTS//0.001 5:381 :59//Hs. 1 201 72: AA709046 

F-PLACE4000401//Homo sapiens mRNA for KIAA0640 protein, partial cds//3.1e-47:605:71//Hs. 153026: 
AB014540 

F-PLACE4000411//ESTS, Moderately Similar to ptakophilin 2b [H.sapiens]//4.7e-33:159:81//Hs.154257:AI275982 
10 F-PLACE4000431//Homo sapiens mRNA for KIAA0788 protein, partial cds//1 .3e-45: 263 :92//Hs. 2397 :Z70200 

F-PLACE4000445 
F-PLACE4000450 

F-PLACE4000465//ESTs//1.5e-11:273:65//Hs.145783:AA081874 

F-PLACE4000487//Sialophohn (gpL115, leukosialin, CD43)//3.0e-14:189:71//Hs.80738:X52075 
15 F-PLACE4000489//ESTs//0.94:104:68//Hs. 12511 9:R38951 

F-PLACE4000494//ESTs//1.0:185:60//Hs.143053:AI126289 
F-PLACE4000521//ESTs//0.0027:161:70//Hs.135740:AA651731 

F-PLACE4000522//ESTS, Highly similar to NEUROGENIC LOCUS NOTCH PROTEIN HOMOLOG 1 PRECUR- 
SOR [Homo sapiens)//0.047: 11 9:65//Hs. 129053: AA767022 
20 F-PLACE4000548 

F-PLACE4000558//Homo sapiens mRNA for DFFRY protein, abundant transcript//0.0035:510:59//Hs.39163: 

AF000986 

F-PLACE4000581 

F-PLACE4000590//ESTs, Highly similar to POL POLYPROTEIN [Friend murine leukemia virus (isolate 57)]//3.4e- 
25 1 3:275:68//Hs.1 1 3980:AI034080 

F-PLAC E4000593//ESTS, Weakly similar to F25D7.1 [C.elegans]//5.2e-28:239:79//Hs.1 09084: AI004675 
F-PLAC E4000612//Keratin 9//0.27:207:64//Hs.2783:Z29074 

F-PLACE4000638//Homo sapiens mRNA from chromosome 5q21-22, Clone:sF2//3.5e-47:562:69//Hs.129685: 
AB002446 
30 F-PLACE4000650 
F-PLACE4000654 

F-PLAC E4000670//ESTS//6. 1 e-88:4 11:1 00//HS. 1 30688: Al 0281 32 

F-SKN MC 1 0000 1 1 //Ce ntromere protein B (80kD)//0.0013:243:62//Hs.85004:X05299 

F-SKNMC1 00001 3//ESTS, Highly similar to MULTIDRUG RESISTANCE PROTEIN HOMOLOG 50 [Drosophila 
35 melanogaster}//2.5e-36:197:96//Hs.118634:U66688 

F-SKNMC1000046//Homo sapiens mRNA for KIAA0654 protein, partial cds//2.5e-1 48:706 :98//Hs. 109299: 
AB014554 

F-SKNMC1000050//Calpain, large polypeptide L2//4.1e-53:330:90//Hs.76288:M23254 
F-SKNMCl000091//ESTs//3.3e-64:420:88//Hs.90997:AA946877 
40 F-THYRO1000017//Human mRNA for KIAA0315 gene, partial cds//1.0:310:60//Hs.3989:AB002313 

F-THYRO1000026//H.sapiens OBF-1 mRNA for octamer binding factor 1//2.9e-35:299:81//Hs.2407:Z49194 
F-THYR01 000034 

F-THYROl000035//ESTs//4.1e-37:317:79//Hs.141254:AI334099 
F-THYR01000040//ESTS//0.30:331 :59//Hs.871 76:AI148326 
45 F-THYR01000070//Human mRNA for KIAA0347 gene, complete cds//0.069:278:63//Hs.101996:AB002345 

F-THYR01000072//Homo sapiens Clone 23584 mRNA sequence//8.7e-86:722:77//Hs.6654:AB014557 
F-THYR01 000085 

F-THYR01 000092//ESTS//3.1 e-1 00:469:99//Hs. 132207:A1 148065 
F-THYRO1000107 

50 F-THYROl000111//HumanLine-1 repeat mRNA with 2 open reading frames//6.8e-106:690:86//Hs.23094:M 19503 

F-THYRO1000121 

F-THYR01000124//Human mRNA for alanine aminotransferase//0.0026:420:58//Hs.l03502:U70732 
F-THYR01000129//Homo sapiens TED protein (TED).mRNA, complete cds//2.8e-155:732:98//Hs.87619: 
AF087142 

55 F-THYR01 0001 32//ESTs//1 .9e-35: 1 64:79//Hs. 1 391 79:AA650203 

F-THYROl000156//EST//0.32:102:68//Hs.139634:AA478416 

F-THYR01000163//Small inducible cytokine A5 (RANTES)//5.2e-50:331:85//Hs.155464:AF088219 
F-THYRO1000173//Human clathrin assembly protein 50 (AP50) mRNA, complete cds//1.1e-05:261:61//Hs. 
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152936:D63475 

F-THYRO1000186//H.sapiensmRNA for phosphoinositide 3-kinase//3.7e-41:270:87//Hs.101238:Y11312 
F-THYRO10001 87//EST//0.1 1 :227:62//Hs.101773:H23270 
F-THYRO1000190//ESTs//0.82:194:63//Hs.128818:AA976883 

F-THYR01000197//Homo sapiens mRNA for poly(A)-specific ribonuclease//2.4e-l75:805:99//Hs.43445: 
AJ005698 

F-THYR01000199//Homo sapiens mRNA for KIAA0652 protein, complete cds//4.0e-88:616:84//Hs.79672: 
AB014552 

F-THYROl000206//EST//0.96:291:61//Hs.104962:AA443848 

F-THYRO1000221//Human clone 23589 mRNA sequence//0.035:242:62//Hs.11506:U79297 

F-THYROl000241//EST//0.48:102:69//Hs.160764:AI313322 

F«THYR01000242//Zinc finger protein 84 (HPF2)//1.2e-42:534:64//Hs.9450:M27878 

F-THYR01000253//Homo sapiens mRNA for KIAA0690 protein, partial cds//0.61 :211 :64//Hs. 60 103: AB0 14590 
F-THYR01 000270 

F-THYR01000279//ESTS//0.0020:104:72//HS.121476:AI215500 

F-THYR01000288//Homo sapiens mRNA for Hs Ste24p, complete Cds//1 .3e-180:848:98//Hs.25846:AB016068 
F-THYRO1000320//ESTs, Weakly similar to Similar to glutamate decarboxylase [C.elegans]//7.6e-92:431 :99//Hs. 
122719:AA777803 

F-THYRO1000327//Autocrine motility factor receptor//2.8e-52:290:93//Hs. 80731 :M63175 
F-THYR01000343//Homo sapiens mRNA for KIAA0790 protein, partial cds//7.2e-164:763:98//Hs.12002: 
AB018333 

F-THYRO1000358//Human selenium-binding protein (hSBP) mRNA, complete cds//6.9e-34:177:84//Hs.7833: 
U29091 

F-THYROl000368//ESTs//0.0011:55:96//Hs.34994:AA252919 

F-THYR01000381//Homo sapiens mRNA for KIAA0562 protein, complete cds//0.081:240:62//Hs.118401: 
AB011134 

F-THYROl000387//EST//3.6e-14:197:71//Hs.139399:AA416855 

F-THYRO1000394//ESTS, Weakly similar to No definition line found [C.elegansJ//5.8e-39:245:9l//Hs.l 19095: 
T79413 

F-THYROl000395//EST//5.8e-69:333:99//Hs.1 56524: AA724572 
F-THYROl000401//ESTs//1.8e-24:132:98//Hs.54852:W26238 
F-THYR01 000438//EST//1 .9e-05:21 7:63//Hs. 1 1 5930: AA579773 

F-THYRO1000452//B cell lymphoma protein 6 (zinc finger protein 51 )//0.096:306:60//Hs.1 55024:11001 15 
F-THYR01000471//Tyrosine aminotransferase//5.6e-44:403:77//Hs.2999:X52520 

F-THYRO1000484//EST, Weakly similar to putative pl50 [H,sapiens]//8.9e-22:248:76//Hs.1 6201 1:AA51 3663 
F-THYR01 000488 

F-THYROl000501//H.sapiensStaf50 mRNA//3.2e-75:615:77//Hs.68054:X82200 
F-THYR01 000502//ESTS//1 .0:350:57//Hs.1 1 9749:AA689298 
F-THYR01000505//Interleukin 13//0.95:245:60//Hs.845:U31120 
F-THYRO1000558//EST//1 .3e-24:351 :64//Hs.1 42326: AA351 877 

F-THYR01000569//Homo sapiens mRNA for dihydropyrimidinase related protein 4, complete cds//0. 28:229:61// 
Hs.100058:AB006713 

F-THYR01000570//EST//0.80:171:61//HS.112790:AA609949 

F-THYR01000585//Homo sapiens protein associated with Myc mRNA, complete cds//2.4e-i68:808:97//Hs. 
151411 :AF075587 

F-THYROl000596//EST//9.5e-94:461:96//Hs.135397:AI056322 
F-THYROl000602//EST//4.9e-06:80:80//Hs.162135:AA526331 
F-THYR01000605//Guanylate cyclase 1 , soluble, alpha 2//0.44:l82:62//Hs.2685:Z50053 
F-THYR01000625//Thromboxane A2 receptor//4.5e-45:323:82//Hs.89887:D38081 
F-THYR01 000637//ESTs//4.4e-24:255:75//Hs. 1 01 01 4:AA1 94941 
F-THYROl000641//ESTs//0.00017:375:58//Hs.32703:AA054125 

F-THYRO1000658//CD4 receptor {exons 1 and 2} [human, T-lymphocyte, mRNA, 3429 nt]//1.8e-09:127:77//Hs. 

116007:S79267 

F-THYR01 000662 

F-THYR01 000666//ESTS//1 .9e-28: 1 49:99//Hs. 1 051 87:AI3941 57 

F-THYRO1000676//CD4 receptor {exons 1 and 2} [human, T-lymphocyte, mRNA, 3429 ntJ//5.7e-49:281:77//Hs. 
116007:S79267 

F-THYRO1000684//ESTS, Weakly similar to band-6-protein [H.sapiens]//0.46:368:57//Hs.26557:AA480380 
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F-THYRO1000699//ESTS//1 .6e-10:314:65//Hs.139212:AA243452 
F-THYR01 00071 2//ESTs//3.3e-42:21 1 :99//Hs.69330:AI056324 

F-THYR01000715//Human plectin (PLEC1) mRNA, complete cds//2.9e-06:631 :59//Hs. 79706 :U53204 
F-THYRO1000734//ESTs//8.4e-08:226:64//Hs.125754:AA806085 
5 F-THYR01000748//Homo sapiens KIAA0411 mRNA, complete cds//3.1e-35:339:74//Hs.7977:AB007871 

F-THYR01000756//Homo sapiens protocadherin (PCDH8) mRNA, complete Cds//1.0:209:62//Hs. 19492: 
AF061573 

F-THYR01000777//Human mRNA for KIAA0147 gene, partial cdS//0.00069:636:57//Hs.1 58132:063481 
F-THYRO1000783//Homo sapiens Arp2/3 protein complex subunit p4l-Arc (ARC41 ) mRNA, complete cds//0.70: 
10 452:58//Hs.11538:AF006084 
F-THYR01 000787 
F-THYR01 000793 
F-THYR01 000796 

F-THYRO1000805//Homo sapiens mRNA from chromosome 5q21-22, clone:sF2//9.4e-36:561 :68//Hs. 129685: 
15 AB002446 

F-THYRO1000815//Human mRNA for KIAA0118 gene, partial cds//1 .2e-45:465:75//Hs.1 54326: D42087 
F-THYRO1000829//ESTS//1 .7e-66:361 :95//Hs.7906:H 16339 
F-THYR01 000843 

F-THYRO1000852//ESTs//6.2e-23:204:81//Hs.144452:AA838788 
20 F-THYROl000855//ESTs//0.049:159:64//Hs.163532:AI424170 

F-THYRO1000865//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.0e-33: 
190:75//Hs.133526:N21103 

F-THYROl000895//ESTs//3.8e-24:191:84//Hs.132722:AA618531 

F-THYR01000916//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//1.8e-43:318:79//Hs. 
25 92381 :AB007956 

F-THYRO1000926//Homo sapiens cAMP-specific phosphodiesterase 8B (PDE8B) mRNA, partial cds//3.0e-179: 
839:98//Hs.78106:AF079529 - 

F-THYRO1000934//PYRROLINE-5-CARBOXYLATE REDUCTASE//1 .1 e-33:759:63//Hs.7921 7:M77836 

F-THYRO1000951//MUELLERIAN INHIBITING FACTOR PRECURSOR//0.055:662:56//Hs.112432:AC005263 
30 F-THYRO1000952//Human mRNA for KIAA0208 gene, complete cds//0.98:177:65//Hs.83558:D86963 

F-THYR01000974//Homo sapiens putative ATP-dependent mitochondrial RNA helicase (SUV3) mRNA, nuclear 

gene encoding mitochondrial protein, complete cds//2.7e-15:123:90//Hs.l06469:AF042169 

F-THYR01 000975//EST//0.45:1 72:62//Hs. 1 05449:AA51 3907 

F-THYR01 000983 
35 F-THYROl000984//EST//0.0075:119:65//Hs.150347:AA984646 

F-THYROl000988//ESTs//0.056:99:71//Hs.153409:AJ224307 

F-THYRO1001003 

F-THYR01001031//Thiopurine S-methyItransferase//3.8e-44:568:71//Hs.51124:AF019369 
F-THYR01001033//H.sapiens mRNA for cylicin II//0.0061 :287:60//Hs.3232:Z46768 

40 F-THYRO1001062//ISLET AMYLOID POLYPEPTIDE PRECURSOR//3.2e-45:394:79//Hs.51048:X68830 

F-THYR01001093//Human mRNA for KIAA0355 gene, complete cds//3.4e-33:421:72//Hs.153014:AB002353 
F-THYRO1001100//Human DNA-binding protein mRNA, 3'end//2.le-74:741 :74//Hs.159249:Z99130 
F-THYR01001120//Homo sapiens deltex (Dx) mRNA, complete cds//4.5e-18:447:62//Hs.124024:AF053700 
F-THYRO!001121//ESTs//0.92:257:61//Hs.118246:N95416 

45 F-THYR01 001 1 33//EST//1 . 1 e-38 :367:75//Hs.1 441 75:H70425 

F-THYRO1001134//ESTS//1 .4e-28:186:91//Hs.109468:W52074 
F-THYR01 001 1 42//ESTS//1 .8e-44:332:82//Hs.1 4681 1 :AA41 0788 
F-THYRO1001173 

F-THYROl001177//ESTs//7.7e-40:240:84//Hs.155384:Z78385 
SO F-THYROl001189//ESTs//2.1e-36:323:76//Hs.120206:AI089163 
F-THYRO1001204 

F-THYR01001213//Small inducible cytokine A5 (RANTES)//3.1e-43:256:81//Hs.155464:AF088219 
F-THYROl001262//ESTs//7.9e-44:279:87//Hs.138856:H4746l" 

F-THYR01001271//Homo sapiens mRNA for synaptogyrin 3//0.0045:273:60//Hs.6467:AJ002309 
55 F-THYR01001287//Homo sapiens alpha 1 ,2-mannosidase IB mRNA, complete Cds//0.014:178:66//Hs.l25315: 

AF027156 

F-THYR01 001 290//ESTs//3.9e-43: 1 45:99//Hs. 1 47797:AA069836 
F-THYR01 001 3 1 3//ESTs//1 .0:244:61//Hs. 1 27488:AA5281 82 
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F-THYR01 001 320//ESTS//0.062: 1 26:67//Hs. 1 33296:AI31 1 872 

F-THYR01001321//Homo sapiens DEC-205 mRNA, complete Cds//2.5e-35:560:68//Hs.153563:AF011333 
F-THYRO1001322//ESTs//0.12:238:61//Hs.29169:N66545 
F-THYROl001347//ESTs//7.5e-61:293:99//Hs.129962:AA927207 
5 F-THYR01 001 363//ESTS//1 .Oe-1 6: 1 78:78//Hs. 1 63954:N57939 

F-THYR01001365//Homo sapiens KIAA0417 mRNA, complete CdS//3.6e-1 8:1 87:79//Hs.1 2385: AB007877 
F-THYR01001374//Homo sapiens mRNA for KIAA0707 protein, partial cds//7.4e«157:740:97//Hs.1 38488: 
AB014607 

F-THYROl001401//EST//4.6e-14:171:76//Hs.157587:AI356993. 
W F-THYRO1001403//ESTs//2.2e-50:464:79//Hs.118046:N49946 
F-THYROl001405//ESTs//1.7e-44:226:98//Hs.156667:Al347694 

F-THYR01001406//Hydroxysteroid (17-beta) dehydrogenase 3//2.8e-20:459:62//Hs.477:U05659 
F-THYR01 001 41 1 //ESTS//1 .9e-41 :342:78//Hs. 1 4681 1 : AA41 0788 

F-THYR01001426//Human ring zinc-finger protein (ZNF127-Xp) gene and 5' flanking sequence//4.6e-33:1 53:81// 
15 Hs. 102877:1141 31 5 

F-THYRO1001434//ESTs//1.1e-07:274:60//Hs.151093:AI224099 . 

F-THYR01001458//Myosin, heavy polypeptide 9, non-muscle//6.2e-60:653:71//Hs .44782:28221 5 

F-THYRO1001480//ISLET AMYLOID POLYPEPTIDE PRECURSOR//! .3e-42:370:78//Hs.51048:X68830 

F-THYRO1001487//EST//1 .0:88:71//Hs.160760:AI311943 
20 F-THYROl001534//ESTs//1.2e«94:457:98//Hs.125523:AA883904 

F-THYROl001537//ESTs//3.5e-94:469:97//Hs.106448:R76563 

F-THYR01 001 541//EST//1 .4e-1 0: 1 58:65//Hs. 1 451 59: Al 1 5021 1 

F-THYROl001559//ESTs//1.4e-07:91:81//Hs.43507:N24046 

F-THYR01 001 570//ESTs//2.3e-41 :280:80//Hs. 1 1 9752:AA703335 
25 F-THYR01001573//Homo sapiens clone 24778 unknown mRNA//2.7e-1 05:546:95//Hs. 25306: AF070572 

F-THYRO1001584y/Human RGP3 mRNA, complete cds//0.14:335:58//Hs.82294:U27655 

F-THYR01001595//Human RSU-1/RSP-1 mRNA, complete cds//3.6e-35:165:84//Hs.75551 :L12535 

F-THYROl001602//ESTs//3.1e-42:350:80//Hs.138384:R72849 

F-THYR01001605//EST//0.11:426:57//HS.151206:AI126071 
30 F-THYROl0016l7//ESTs//5.2e-43:345:81//Hs.8710:W07046 

F-THYRO1001637//ESTS, Weakly similarto anion exchanger [H.sapiens]//5.2e-1 3: 108:66//Hs.1 41 045:AA1 9 1659 

F-THYR01001656//Solute carrier family 2 (facilitated glucose transporter), member 4//0.099:540:55//Hs.95958: 

M91463 

F-THYROl001661//ESTs//0.12:53:92//Hs.151586:W45568 
35 F-THYR01001671//Homo sapiens mRNA for 2'-5' oligoadenylate synthetase 59 kDa isoform//8. 0e-1 66:780:98// 

Hs.118633:AJ225089 

F-THYR01001673//Von Hippel-Lindau syndrome//4.6e-25:212:73//Hs.78160:AF010238 
F-THYR01001703//Homo sapiens Clone 24767 mRNA sequence//0.27:421 :57//Hs.1 22908: AF070552 
F-THYR01 001 706//ESTS//1 .8e-24: 1 42:95//Hs. 1 1 2536: AM 47691 
40 F-THYRO1001721//ESTS, Highly similar to RING CANAL PROTEIN [Drosophila melanogaster]//2.5e-51 :296:92// 

Hs.3826:U69560 

F-THYROl00173 8//EST//6.9e-30:180:94//Hs.58641:WB1229 
F-THYROl001745//ESTs//6.1e-49:244:98//Hs.97534:AA398813 
F-THYR01001746//EST//0.96:119:63//HS.144107:AI053590 
45 F-THYRO1001772//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiensJ//2.2e-21: 

1 82:81//Hs.1 1 8053:N75725 

F-THYR01 001 793//ESTS//1 .9e-93:439:99//Hs.1 501 1 6:AI299324 

F-THYR01001809//Human mRNA for KIAA0297 gene, partial cds//0.47:168:67//Hs.11711 :AB002295 
F-THYRO1001828 
so F-THYROl001854//EST//0.038:128:67//Hs.160649:AI241823 

F-THYRO1001895//lnterceHular adhesion molecule 1 (CD54), human rhinovirus receptor//9.6e-13:288:65//Hs. 
51061 :M24283 

F-THYR01 001 907//EST//1 .9e-1 2: 1 26:80//Hs. 1 39296:AA3501 98 
F-VESEN1000122 
55 F-Y79AA1 00001 3//ESTs//1 .7e-72:369:96//Hs.971 76:AA447885 

F-Y79AA 1000033 

F-Y79AA1000037//M urine leukemia viral (bmi-1) oncogene homolog//7.8e-2l:230:66//Hs.43l:Ll3689 
F-Y79AA1 000059//Homo sapiens immunophilin homolog ARA9 mRNA, complete cds//7.3e-40:629:64//Hs.75305: 
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U78521 

F-Y79AA1000065//CD81 ANTI GEN//0. 0050:24 1:60//Hs. 54457 :M33680 
F-Y79AA1000131//Guanytate cyclase 1 , soluble, alpha 2//0.078:477:58//Hs.2685:Z50053 
F-Y79AA1000181//Fatty acid synthase {3' region} [human, breast and HepG2 cells, mRNA Partial, 2237 nt]// 
5 0.0022:684:58//Hs.831 90:1)29344 

F-Y79AA1000202//ESTs//2.5e-1 7:1 43:86//Hs.76925:AA21 1860 

F-Y79AA1 00021 4//Homo sapiens histone H2A.F/Z variant (H2AV) mRNA, complete cds//3.9e-73:345:100//Hs. 
9242:AF081192 

F-Y79AA1 000230//Polymeric immunoglobulin receptor//0.98:335:59//Hs.842:X73079 
10 F-Y79AA1 00023 1//ESTS//0. 1 1 :209: 66//HS. 1 321 84: AI278623 

F-Y79AA1000258//Homo sapiens metase (MET-1) mRNA, complete cds//0.30:444:6 1//HS. 99941 :L231 34 
F-Y79AA1000268//Human mRNA for KIAA0367 gene, partial cds//9.ie-11 :300:64//Hs.23311:AB002365 
F-Y79AA1 00031 3//Human mRNA for KIAA0129 gene, complete cds//0.89:744:56//Hs.44361:D50919 
F-Y79AA1 000328 

15 F-Y79AA1000342//Homo sapiens OPA-containing protein mRNA, complete cds//8.4e-l5:223:75//Hs.85313: 

AF071309 
F-Y79AA1 000346 

F-Y79AA1000349//ALPHA-2C-1 ADRENERGIC RECEPTOR//8.3e-06:180:73//Hs.123022:J03853 
F-Y79AA1 000355 

20 F-Y79AA1000368//ESTS//0.0062:235:64//HS.114777:AA782908 
F-Y79AA1 000405//ESTs//0.76:244:62//Hs.1 53027 :AA648897 

F-Y79AA1 00041 0//Small inducible cytokine A5 (RAN TES)//8.le-3 1:229 :83//Hs. 155464 :AF0882 19 
F-Y79AA1 000420//ESTS//1 . 1 e-53:271 :87//Hs.1 3056:AA1 81 01 8 

F-Y79AA1000469//Homo sapiens M receptor candidate protein mRNA, complete Cds//0.0047:315:66//Hs.26285: 
25 AF082516 

F-Y79AA1 000480 

F-Y79AA1 000538//ESTs//5.7e-09:1 1 0:77//Hs.98790: AA284871 
F-Y79AA1 000539//ESTs//2.6e-52:412:77//Hs.81 648:W26521 

F-Y79AA1000540//Homo sapiens chromosome 7q22 sequence//0.70:133:69//Hs.151555:AF053356 
30 F-Y79AA1000560//Homo sapiens gamma2-adaptin (G2AD) mRNA, complete cds//1 .2e-07:371 :63//Hs.B991 : 

AF068706 

F-Y79AA1000574//Human mRNA for GC box bindig protein, complete cds//0.95:258:62//Hs.150557:D31716 
F-Y79AA1000589//Homo sapiens clone 614 unknown mRNA, complete sequence//2.8e-1 54:755 :97//Hs.2 1811: 
AF091080 

35 F-Y79AA10006277/Homo sapiens zinc finger protein (ZF512B) mRNA, complete cds//1 .7e-136:644:98//Hs.60580: 

AF060503 

F-Y79AA1000705//Homo sapiens CHD1 mRNA, complete cds//0.0023:523:59//Hs.22670:AF006513 
F-Y79AA1000734//Homo sapiens peroxisomal biogenesis factor (PEXllb) mRNA, complete cds//l.6e- 181:850: 
98//Hs.83023:AF093670 
40 F-Y79AAl000748//ESTs//4.2e-12:95:90//Hs.33687:R85969 

F-Y79AA 1 000752//ESTS//8. 1 e-1 1 4:551 :97//Hs. 1 5347 1 : Al 1 98377 
F-Y79AA1000774//ESTs//2.9e-59:296:98//Hs.150536:W20067 
F-Y79AA1 000782//EST//0.97:78:69//Hs.1 47351 :AI208468 

F-Y79AA1000784//Homo sapiens RanBP7/importin 7 mRNA, complete cds//1 .1e-178:847:97//Hs.5151 : 
45 AF098799 

F-Y79AA1000794//G-rich RNA sequence binding factor 1//0.83:228:61//Hs.79295:U07231 
F-Y79AA1000800//Homo sapiens GABA-B receptor mRNA, complete cds//0.12:244:60//Hs.12307:AF056085 
F-Y79AA1000802//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//0.87:466:59//Hs. 122967: 
AF059569 
50 F-Y79AA1 000805 

F-Y79AA1000824//Titin//1 .0:437:58//Hs.83049:X90568 

F-Y79AA1000827//Fatty acid synthase {3' region} (human, breast and HepG2 cells, mRNA Partial, 2237 nt]// 
0.0048:630:57//Hs.831 90:1129344 

F-Y79AA1000833//TUBULIN ALPHA-4 CHAIN//6.9e-107:603:90//Hs.75318:X06956 
55 F-Y79AA1 000850//ESTS. Weakly similar to T22C1 .7 [Celegansj//6.0e-77:368:99//Hs. 86660: AA398644 

F-Y79AA1 000962//Homo sapiens orphan nuclear hormone receptor BD73 mRNA, 3' end//0. 14: 499 :58//Hs. 37288: 
D16815 

F-Y79AAl000966//ESTs//0.80:52:86//Hs.6671:AI341699 
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F-Y79AA1000968//ESTs, Moderately similar to initiation factor e!F-2B gamma subunit [R.norvegicus]//6.9e-69: 
310:94//Hs.76822:AI359536 

F-Y79AA1 000969//LYMPHOTOXIN-BETA RECEPTOR PRECURS0R//1 .0:150:64//Hs.1116:L04270 
F-Y79AA1000976//Arachidonate 15-lipoxygenase//0.87:174:66//Hs.73809:M23892 
5 F-Y79AA1 000985//Human plectin (PLEC1 ) mRNA, complete Cds//0.091 : 385 :58//Hs. 79706:11 53204 

F-Y79AA1001023 

F-Y79AA1001041//Human mutY homolog (hMYH) gene, complete cds//0.99:37:100//Hs. 78489:1163329 
F-Y79AA1001048//Acyl-Coenzyme A dehydrogenase, very long chain//8.7e-30:772:60//Hs.82208:L46590 
F-Y79AA1 001 061//ESTs//6.3e-41 :303:84//Hs.55855:AA621381 
10 F-Y79AA1001068//EST//3.0e-23:165:90//Hs.157607:AI357511 
F-Y79AA1 001 077//ESTs//4.9e-40:237:94//Hs.1 1 1 97:AA309047 
F-Y79AA1001078 

F-Y79AA1001105//Homo sapiens homeodomain protein (OG12) mRNA, complete cds//6.5e-11:247:66//Hs. 
55967:AF022654 

15 F-Y79AA1001145//ESTs//1.3e-20:234:75//Hs.55855:AA621381 

F-Y79AA1001167//Homo sapiens mRNA for KIAA0750 protein, complete cds//1 .0:155:63//Hs. 5444: AB0 18293 
F-Y79AA1001177//Human hSIAH2 mRNA, complete cds//6.5e-09:299:65//Hs.20191 :U76248 
F-Y79AA1 001 1 85//ESTS//1 .7e-56:31 8:93//Hs.1 02991 :AA639646 
F-Y79AA1 001 21 1//ESTs//9. 1 e-1 08:503:99//Hs.1 00605: AA305965 

20 F-Y79AA1 00121 6//Peroxisome receptor 1//0.00028:458:57//Hs.158084:Z48054 

F-Y79AA1001228//Fragile X mental retardation 2//0.040:207:64//Hs.54472:U48436 
F-Y79AA1001233//ESTRADIOL 17 BETA-DEHYDROGENASE 1//6.5e-25:731 :60//Hs.85279:U34879 
F-Y79AA1001236//Homo sapiens mRNA for JM23 protein, complete coding sequence (clone IMAGE 34581 and 
IMAGE 45355 and LLNLc110H33Q7 (RZPD Berlin))//4.0e-1 35:441 :97//Hs.23 170: AJ005892 

25 F-Y79AA1001281//ESTs//2.7e-21:157:88//Hs.163825:AI393240 

F-Y79AA1001299//Human Ini1 mRNA, complete cds//2.2e-11 6:323:93//Hs. 155626:1104847 
F-Y79AA1 001 31 2//ESTs//3.7e-95:448:99//Hs.1 04469:W38395 
F-Y79AA1 001 323//ESTs//8.9e-50:340:86//Hs.1 441 98:AI01 7555 
F-Y79AA1 001384 

30 F-Y79AA1001391//Human Hoxb-13 mRNA, complete cds//8.6e-42:505:70//Hs. 66731 :U81599 

F-Y79AA1001394//ESTS, Weakly similar to F54B3.3 [C.elegans]//1 .5e-90:424:96//Hs. 154221 :H231 67 
F-Y79AA1001402//ESTs//1.0:245:62//Hs.134695:AI088469. 

F-Y79AA1001493//SRY (sex determining region Y)-box 4//0.38:311:61//Hs.83484:X70683 
F-Y79AA1 001 51 1//ESTs//9.9e-1 05:487:99//Hs. 1 53581 :AA630465 
35 F-Y79AA1 001 533//ESTs, Highly similar to RETROVIRUS-RELATED POL POLYPROTEIN [Homo sapiens]//0.95: 

256:63//Hs.29974:AI360447 

F-Y79AAl001541//EST//0.96:202:61//Hs.99141:AA447744 
F-Y79AA1 001 548//ESTs//2.6e-25:1 66:90//Hs.1 64036:AA845659 
F-Y79AA1 001 555//ESTs//1 .6e-35:1 91 :97//Hs.52885:H29851 
40 F-Y79AAl0015B1//Cydin-dependept kinase inhibitor 1C (p57, Kip2)//2.5e-05:272:64//Hs. 106070:1122398 

F-Y79AA 1 001 585//ESTS//1 . 1 e-84:473:93//Hs.42547:AA21 0783 
F-Y79AA1001594//ESTs//1.7e-08:169:71//Hs.97366:AA393109 
F-Y79AAl001603//ESTs//4.6e-07:429:59//Hs.160422:AI363426 

F-Y79AA1001613//Homo sapiens mRNA for KIAA0683 protein, complete cds//0.00078:520:57//Hs. 12334: 
« AB014583 

F-Y79AA1001647//ESTS, Weakly similar to ZK1058.5 [C.e!egansl//9.4e-79:421 :94//Hs. 107039 :W27244 
F-Y79AA1001665/A/ON WILLEBRAND FACTOR PRECURSORS .0:386:60//Hs.110802:X04385 
F-Y79AA1001679//Guanine nucleotide binding protein (G protein), beta polypeptide 1//0.88:243:61//Hs.3620: 
X04526 

50 F-Y79AA1001692//Insulin-Iike growth factor binding protein 2//1 .9e-06:426:59//Hs.162:X16302 

F-Y79AA1 001 696//ESTs//2.3e-44:249:94//Hs.1 63665:AA250877 

F-Y79AA1001705//Homo sapiens interleukin-1 receptor-associated kinase (IRAK) mRNA, complete cds//0.19: 
609:58//Hs.77297:L76191 

F-Y79AA1001711//ESTs//5.2e-29:224:63//Hs.100461:AI018620 
55 F-Y79AA1001781//Homo sapiens KIAA0443 mRNA, complete cds//0.49:183:66//Hs.113082:AB007903 

F-Y79AA1 001 805//ESTS//1 . 1 e-62:31 5:98//Hs.1 61 41 :W56079 

F-Y79AA1001 827//ESTs, Weakly similar to Similar to S.cerevisiae YD9335.03C protein [H.sapiensJ//2.9e-62:3l3: 
98//Hs.15709:W81213 
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F-Y79AA1001846//ESTs//9.4e-16:146:82//Hs.140588:H60533 

F-Y79AA1001848//ESTS, Weakly Similar to KIAA0390 [H.sapiens)//1.6e-19:142:90//Hs.103349:AI141124 
F-Y79AA1 001 866//Homo sapiens mRNA for zinc finger protein 1 0//5. 1 e-09:21 5:67//Hs.1 0411 5:X52332 
F-Y79AA1001874//Homo sapiens Jagged 2 mRNA, complete cds//5.4e-06:4l2:62//Hs.106387:AF029778 
5 F-Y79AAl00l875//ESTs//6.8e-09:198:67//Hs.138036:AI343173 

F-Y79AA1001923//Homo sapiens growth -arrest-specific protein (gas) mRNA, complete cds//0.98:430:58//Hs. 
78501 :L13720 

F-Y79AA1001963//ESTs//8.1e-131 :642:97//Hs. 54971 :AI424382 
F-Y79AA1002027//ESTs//0.00042:58:91//Hs.5375:AA620611 
10 F-Y79AAl002083//ESTs//2.5e-51:285:95//Hs.117205:W88943 

F-Y79AAI002089//ESTS, Weakly similar to putative p150 [H.sapiens]//8.3e-53:348:88//Hs.18122:AI338045 
F-Y79AA1 002093 

F-Y79AA1 0021 03//ESTs//1 .5e-1 5:223:71 //Hs.97427:AA41 1865 
F-Y79AA1002115 

75 F-Y79AA1002125//ESTs//6.5e-41:206:99//Hs.159257:N40395 

F-Y79AA1002139//ESTS, Weakly similar to B0035.14 [C.elegans]//1.2e-24:l65:90//Hs.6473:AA853955 
F-Y79AA1002204//Homo sapiens mRNA for KIAA0638 protein, partial cds//9. 5e-05:393:62//Hs. 77864: AB01 4538 
F-Y79AA1 002208//ESTs//2.7e-1 3:21 1 :69//Hs.1 1 2469:AA59851 5 

F-Y79AA1002209//ESTS. Weakly similar to TYROSYL-TRNA SYNTHETASE [Bacillus caldotenax]//2.3e-1 13:568: 
20 96//HS. 1 1 1 637: AA305890 

F-Y79AA1 00221 0//ESTs, Weakly similar to D2045.8 [C.elegansJ//8.6e-33:338:73//Hs.26662:U55984 
F-Y79AA1 00221 1//ESTs//2.6e-1 5:1 21 :75//Hs.1 59584:AA524477 
F-Y79AA1 002220//EST//0.01 0:360:60//Hs. 1 36341 :AA482508 

F-Y79AA1002229//Human mRNA for KIAA0086 gene, complete cds//0.0041:203:63//Hs.1560:D42045 
25 F-Y79AA1002234//Homo sapiens mRNA for KIAA0692 protein, partial cds//4.le-176:821:98//H$. 100729: 

AB014592 

F-Y79AA1002246//Human involucrin mRNA//5.6e-05:525:59//Hs. 1 5709 1 :M 13903 

F-Y79AA1002258//Homo sapiens mRNA for KIAA0655 protein, partial CdS//2.2e-160:748:98//Hs.96731 : 
AB014555 

30 F-Y79AA1002298//ESTs//2.5e-05:115:77//Hs.87164:T84489 

F-Y79AA1002307//Homo sapiens mRNA for KIAA0634 protein, partial CdS//2.le-1 30 :622:97//Hs. 30898: 
AB014534 

F-Y79AA1 00231 1//ESTs//4.9e-1 9:1 26:94//Hs.58595:AA830999 

F-Y79AA1002351//Human high conductance inward rectifier potassium channel alpha subunit mRNA, complete 
35 cdS//0.028:587:58//Hs.2363:L36069 

F-Y79AA1 002361//ESTs//8.7e-29:1 49: 1 00//HS. 1 56074:AA824377 
F-Y79AA 1002399 

F-Y79AA1 002407//ESTS//1 .5e-25:1 83:89//Hs.1 1 0031 T52569 
F-Y79AA1 00241 6//CTP synthetase//9.1e-51 :489:72//Hs.64112:X52142 
40 F-Y79AA1 002431 

F-Y79AA1002433//EST//0.0037:94:71//Hs.136780:AA772318 

F-Y79AA1002472//Homo sapiens DNAfrom chromosome 19, BAG 33152//1.1e-37:263:69//Hs.55452:AC003973 
F-Y79AA1002482//ESTS//I.4e-49:313:80//HS.132590:AI1 60765 

F-Y79AA1002487//lnsulin-like growth factor binding protein 2//0.43:249:61//Hs.162:X16302 

45 

Homology Search Result Data 5. 

[0310] The result of the homology search of the Human Unigene using the clone sequence of 3'-end. 
[0311] Data include 

so 

the name of clone, 
title of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and 
the Accession No. of the top hit data, as in the order separated by //. 

55 

[031 2] Blank indicates that the 3'-end sequence corresponding to the 5'-end was not determined in the clone. 
[031 3] Data are not shown for the clones in which the P-value was higher than 1 . 
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R-HEMBA1 000005//ESTS, Highly Similar to HYPOTHETICAL 31 .6 KD PROTEIN F54F2.9 IN CHROMOSOME III 
[Caenorhabditiselegans)//5.6e-93:501:93//Hs.13015:AA628434 

R-HEMBA1000030//Human POU domain protein (Bm-3b) mRNA, complete cds//0.83:31 4 :61//Hs. 266:1106233 
R-HEMBA1 000042//Archain//1 :4e-45:282:89//Hs.33642:X81 198 
5 R-HEMBA1 000046//Human mRNA for KIAA0118 gene, partial Cds//8.3e-52:528:72//Hs.1 54326: D42087 

R-HEMBA1 0Q0050//EST//0.043:1 55:63//Hs. 149031 :AI243340 
R-HEMBA1 000076//ESTS//3.1 e-77:394:97//Hs.1 11 742:R39329 
R-HEMBA1000111//ESTs//1.7e-33:228:85//Hs. 146811 :AA410788 

R-HEMBA1000129//ESTS, Weakly similar to contains similarity to helicases [C.elegans]//4.4e-90:502:90//Hs. 
W 55918:AA151667 

R-HEMBA1000141//Homo sapiens mRNA for KIAA0797 protein, partial cds//2.le-100:514:94//Hs.27197: 
AB018340 

R-HEMBA1000150//Homo sapiens mRNA for KIAA0640 protein, partial cds//3.1e-45:435:77//Hs.153026: 
AB014540 

is R-nnnnnnnnnnnn//ESTs, Moderately similar to The KIAA0138 gene product is novel. [H.sapiens]//77e-92:428: 
100//Hs.126925:AA931237 
R-HEMBA1000158 

R-nnnnnnnnnnnn//ESTs, Weakly similar to F13B12.1 [C.elegans]//1.3e-05:58:91//Hs.5570:AI377863 

R-HEMBA1 0001 80//ESTs//7.7e-90:461 :95//Hs. 1 59200:N50545 
20 R-HEMBA1 0001 85//ESTS//1 .3e-72:371 :96//Hs.1 34506:AA308366 

R-HEMBA1 0001 93//ESTs//4.2e-1 03:481 :99//Hs. 143251 :AA769927 

R-HEMBA1000201//Human Ini1 mRNA, complete cds//3.0e-25:137:99//Hs.1 55626: U04847 

R-HEMBA1000213//ESTs//5.4e-85:465:94//Hs.23412:AA133311 

R-HEMBA1 00021 6//ESTs//3.0e-37:31 1 :79//Hs. 1 37875 :AA993532 
25 R-nnnnnnnnnnnn//EST//2.2e-100:498:96//Hs.161570:W80404 

R-HEMBA1000231//Homo sapiens KIAA0414 mRNA, partial cds//2.7e-34:287:70//Hs.127649:AB007874 

R-HEMBA1000243//Homo sapiens mRNA for KIAA0475 protein, complete cds//1 .3e-23:276:75//Hs.5737: 

AB007944 

R-HEMBA1 000244//ESTs//2.3e-88:455:96//Hs.8929:AA71 9019 
30 R-HEMBA1000251//ESTs//0.96:411:56//Hs.120277:AI243808 
R-HEMBA1000264//ESTs//3.7e-97:487:96//Hs.29258:W37424 

R-nnnnnnnnnnnn//ESTs, Moderately similar to ovarian-specific protein [R.norvegicus]//4.9e-l 4:208 :73//Hs. 93332: 
AA811920 

R-HEMBAl000282//ESTs//2.5e-38:216:94//Hs.120757:R92485 
35 R-HEMBA1000288//ESTs//2.6e-43:289:86//Hs.151365:AA643962 
R-HEMBA1 000290//ESTS//5.1 e-1 10:543:96//HS.139068:AA516409 

R-HEMBA1000302//Homo sapiens mRNA forKIAA0527 protein/partial cds//1 .0:1 22:67//Hs.129748:AB01 1099 
R-nnnnnnnnnnnn//ESTs//7.4e-76:386:97//Hs.22276:AA1 91 323 

R-nnnnnnnnnnnn//Human Ca2 + -dependent activator protein for secretion mRNA, complete cds//8.8e-30:1 60:98// 
40 Hs. 151 301:1136448 

R-HEMBA1 000307//ESTS, Highly similar to 8A-2V protein [M.musculus]//1 .1e-1 03:489 :99//Hs. 108881 :AI018024 

R-nnnnnnnnnnnn//ESTs//9.3e-99:472:98//Hs.163512:AA903238 

R-HEMBAl000338//EST//5.1e-49:278:92//Hs.150815:AI302560 

R-HEMBA1000351//Human high-affinity copper uptake protein (hCTR1) mRNA, complete cds//1.1e-42:270:88// 
« Hs.73614:U83460 

R-HEMBA1000355//ESTS//1 .0e-1 05:531 :96//Hs.61762:AI422243 

R-HEMBA1000357//Human kpni repeat mrna (cdna clone pcd-kpni-4), 3' end//9.4e-89:432:87//Hs.139107: 
K00629 

R-HEMBA1 000366//ESTS//1 .1 e-99:524:95//Hs.1 1785:T65857 
50 R-HEMBA1000369//ESTs//6.5e-70:355:96//Hs.124847:AA843938 

R-HEMBA1 000376//Human mRNA for KIAA0205 gene, complete cds//3.6e-44:388:77//Hs.3610:D86960 
R-HEMBA1000387//Human high-affinity copper uptake protein (hCTR1) mRNA, complete cds//5.5e-47:337:83// 
HS.73614:U83460 

R-HEMBA1 000390//OxytOCin receptor//2.4e-16:428:62//Hs.2820:X64878 
55 R-HEMBA1 000392//ESTs//3.9e-105:531:96//Hs.130661 :AI340248 

R-HEMBA1000396//ESTS, Weakly similar to line-1 protein ORF2 [H.sapiens)//1.1e-44:447:75//Hs. 42849 :N3 1920 
R-HEMBA1 00041 1//ESTS, Weakly similar to ankyrin 3, long form [H.sapiens)//6.1e-92:373:99//Hs.48675: 
AI005282 
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R-HEMBA1 00041 8//ESTS//3.1 e-66:31 5:1 00//Hs.94133:AI270700 
R-HEMBA1000422//ESTS//1 .6e-99 :464:99//H$. 33024: AA002 140 

R-HEMBA1000428//Homo sapiens mRNA for oligophrenin 1//4.9e-85:535:87//Hs.158122:AJ001189 
R-HEMBAl000434//ESTs//3.7e-53:266:99//Hs.22782:Z38143 
5 R-HEMBA1000442//ESTs//0.93:322:57//Hs.144763:AI218014 
R-HEMBA1 000456//ESTS//4.1 e-48:277:93//Hs.6937:AA524349 
R-HEMBA1000459//ESTS//0.010:184:63//HS.128797:AI246316 
R-HEMBA1 000460 

R-HEMBA1 000464//EST//0.082:87:70//Hs.1 47977:AI262370 
io R-HEMBA1000469//Small inducible cytokine A5 (RANTES)//1.4e-65:494:81//Hs.155464:AF088219 

R«HEMBAl000488//ESTs, Weakly similar to The KIAA0132 gene product is related to Drosophila melanogaster 

ring canel protein. [H.sapiens]//1.le-31:181:94//Hs.61454:AA312449 

R-HEMBAl000490//ESTs//6.4e-17:132:86//Hs.32855:N25528 

R-HEMBA1000491//ESTs//2.2e-22:171:85//Hs.8035:AA195087 
15 R-HEMBAl000504//ESTs//0.016:282:58//Hs.130778:AI077571 

R-HEMBA1 000505//EST//6. 1 e-1 5:1 1 6:87//Hs. 1 62783: AA62731 8 

R-HEMBA1 000508//ESTS//1 .1 e-28:244:81//Hs.1 32722: AA61 8531 

R-HEMBA1 00051 8//EST//0.60:1 41 :60//Hs.97831 :AA400885 

R-HEMBA1000519//ESTs//2.8e-64:334:96//Hs.97885:AA402414 
20 R-HEMBA1 000520//ESTs//6.9e-1 04:503:97//Hs.1 8370: AA947280 

R-HEMBA1000523//Cleavage stimulation factor, 3' pre-RNA, subunit 3, 77kD//4.0e-55:203:92//Hs. 155510: 

U 15782 

R-HEMBA1 000531//ESTS, Weakly similar to HEAT SHOCK 70 KD PROTEIN 1 [H.sapiens]//1 .3e-1 1 7:550:99//Hs. 
99722:AI422277 

25 R-HEMBA1 000540//ESTs//4.7e-72:350:98//Hs. 1 09755: AA1 80809 

R-HEMBA1000545//Homo sapiens clone 23892 mRNA sequence//3.7e-68:549:80//Hs.91916:AF035317 

R-nnnnnnnnnnnn//ESTs//2.3e-66:342:97//Hs.71916:AA219699 

R-HEMBA1000557//EST//1.5e-49:297:90//Hs.149580:AI281881 

R-HEMBA1000561//ESTS, Moderately similar to zinc finger protein [R.norvegicus]//1.8e-108:550:96//Hs.26799: 
30 W74481 

R-HEMBA1 000563//Adenosine kinase//0.16:367:58//Hs.94382:U50196 

R-HEMBA1000568//ESTs//5.1e-42:321:82//Hs.141024:H0712B 

R-nnnnnnnnnnnn 

R-HEMBAl000575//ESTs//3.8e-45:352:80//Hs.146811:AA410788 
35 R-HEMBA1 000588//ESTS//0.1 8:1 22:67//Hs.1 40507:AA761 944 

R-HEMBA1000591//Homo sapiens mRNA for EIB-55kDa-associated protein//3.9e-H 3:591 :94//Hs. 15521 8: 
AJ007509 

R-HEMBA1 000592//TYROSINE-PROTEIN KINASE 
ITK/TSK//0.024:309:61//HS.89519:L10717 
40 R-HEMBA1 000594//ESTs//8.6e-07: 1 72:68//Hs. 1 60289: Al 1 68041 

R-HEMBA1000604//Human telomerase-associated protein TP-1 mRNA, complete cds//1.5e-19:129:93//Hs. 
158334:U86136 

R-HEMBA1 000608//ESTs//2.2e-95:506:94//Hs.6103:AA496424 
R-HEMBAl000622//ESTs//3.8e-10:440:61//Hs.137538:AA769438 
« R-HEMBA1 000636//ESTS, Weakly similar to 50S RIBOSOMAL PROTEIN L20 [E.COli]//1 .4e-86:422:97//Hs.26252: 

AA643235 

R-HEMBA1 000637//Homo sapiens mRNA for KIAA0690 protein, partial cds//3.7e-99:443:97//Hs.60103: 
AB014590 

R-HEMBA1 000655//Human mRNA for KIAA0392 gene, partial cds//1 .3e-50:426:79//Hs.40100:AB002390 
50 R-HEMBAl000657//ESTs//3.0e-74:419:93//Hs.109477:AA477929 
R-HEMBA1000662//EST//1.1e-90:425:99//Hs.122144:AA780136 
R-HEMBA1 000673//ESTS//1 .2e-101 :473:99//Hs.1 3821 5:A1 123922 

R-HEMBA1000682//ESTS, Weakly similar to putative pi 50 [H.sapiens)//3.5e-11 4:553 :97//Hs.111730:AA604403 
R-HEMBA1000686//ESTS, Weakly similar to C27F2.7 gene product [C.elegansl//6.8e-18:137:86//Hs.7049: 
55 AI141736 

R-HEMBA1000702//Human mRNA for tryptophan hydroxylase (EC 1.1 4.1 6.4)//7.4e-52:345:84//Hs.1 44563: 
AF057280 

R-HEMBA1000705//EST//0.21:139:63//HS.132687:AI033672 
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R-HEMBA1000719//ESTs//8.4e-90:484:94//Hs.29005:AA477213 

R-HEMBA1000722//ESTS, Weakly similar to similar to enoyl-COA hydratases/isomerases [C.elegans]//7.2e-n3: 
572:95//Hs.28644: AI01 861 2 

R-HEMBA1 000726//ERYTHROCYTE BAND 7 INTEGRAL. MEMBRANE PROTEIN//2.8e-40:449:75//Hs.74478: 
5 U33931 

R-HEMBA1 000727//ESTs//0.0047:267:60//Hs.133095:AA927777 
R-HEMBA1000747//EST//3.9e-20:160:85//Hs.99048:AA446110 

R-HEMBA1000749//Small inducible cytokine A5 (RANTES)//4.7e-37:286:82//Hs.155464:AF088219 
R-HEMBA1000752//EST//0.041:39:94//HS.127772:AA961131 
10 R-HEMBA1000769//Homo sapiens mRNA for chemokine LEC precursor, complete cds//1 .6e-32:309:75//Hs. 

10458:AF088219 

R-HEMBA1 000773//EST//7.5e-05:201 :63//Hs.1 22887:AA76761 2 

R-HEMBA1 000774//Kangai 1 (suppression of tumorigenicity 6, prostate; CD82 antigen (R2 leukocyte antigen, 
antigen detected by monoclonal and antibody IA4))//1 .3e-48:284:90//Hs.103458:X53795 
is R-HEMBA1 000791//Human mRNA for KIAA0118 gene, partial Cds//1 .2e-45:291 :87//Hs.154326:D42087 

R-HEMBA1 00081 7//ESTs//8.3e-95:445:99//Hs.1 07357: AA983939 
R-HEMBA1000822//ESTs//1.1e-107:522:97//Hs.92832:AA631027 

R-HEMBA1000827//Homo sapiens Ser/Arg-related nuclear matrix protein (SRM160) mRNA, complete cds//2.2e- 
44:228:98//Hs.18192:AF048977 
20 R-HEMBA1000843//Homo sapiens LIM protein mRNA, complete cds//6.6e-46:410:77//Hs.154103:AF061258 

R-HEMBA1 000851 

R-HEMBA1 000852//Aldehyde dehydrogenase 10 (fatty aldehyde dehydrogenase)//3.7e-33:284:80//Hs. 159608: 
U46689 

R-HEMBA1 000867//EST//2.0e-1 7:21 1 :74//Hs.1 45670: AI265794 
25 R-HEMBA1 000869//ESTS//3.1 e-1 6:237:71//Hs. 1 1 651 8:AA653202 

R-HEMBA1 000870//ESTS//1 ,6e-43:222:98//Hs. 69564: AA203608 
R-HEMBA1 000872//ESTS//1 .9e-93:453:98//Hs. 1 52622: AA594951 

R-HEMBA1000876//Small inducible cytokine A5 (RANTES)//3.0e-41 : 329 :79//Hs. 155464: AF0882 19 
R-HEMBA1 000908//ESTS//1 .6e-51 :291 :92//Hs.1 2247: AI203 154 
30 R-HEMBA1000910//EST//0.98:139:64//Hs.132687:AI033672 

R-HEMBA1000918//EST//9.6e-30:152:84//Hs.162136:AA526508 
R-HEMBA1000919 

R-HEMBA1 000934//ESTS//4.1 e-38:254:89//Hs. 87784: AA460597 
R-HEMBA1 000942//ESTs//3.5e-20: 1 72:69//Hs. 1 60065: AI01 861 9 
35 R-HEMBA1000943//Homo sapiens mRNA for KIAA0748 protein, complete cds//1.3e-44:281:78//Hs.33187: 

AB018291 

R-HEMBAl000946//ESTs//1.6e-68:352:96//Hs.2l331:H93074 

R-HEMBA1 000960//Homo sapiens tapasin (NGS-17) mRNA, complete cdS//4.0e-61:347:81//Hs.5247:AF029750 
R-HEMBA1 000968//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0508//6.8e-51:362:84//Hs. 
40 159187:AB007977 

R-HEMBA1 000971//ESTs//2.8e-41 :246:91//Hs. 1 04287: Al 363498 

R-HEMBA1 000972//Homo sapiens mRNA for XPR2 protein//7.3e-44:341 :81//Hs.44766:AJ007590 
R-HEMBA1000974//ESTs//1.4e-32:166:100//Hs.149274:AI018170 
R-HEMBA1 000975//Oxytocin receptor//2.7e-46:563:73//Hs.2820:X64878 
45 R-HEMBAl000985//ESTs//4.4e-05:125:69//Hs.1 47434: AI21 4464 

R-HEMBA1000986//ESTs//7.8e-44:266:84//Hs.163784:N54902 
R-HEMBA1000991//EST//I.4e-42:162:86//HS.149580:AI281881 
R-HEMBA1001007 

R-HEMBA1 001 008//ESTs//2.3e-82:463:92//Hs.10339:AA058764 
so R-HEMBA1 001 009//ESTs, Weakly similar to non-lens beta gamma-crystallin like protein [H.sapiensl//2.6e-58:280: 
1 00//HS.1 28738:AA970836 

R«HEMBA1001017//Homo sapiens mRNA for KIAA0468 protein, complete cds//3.3e-115:587:95//Hs. 158287: 
AB007937 

R-HEMBA1001019//Cell division cycle 2. G1 to S and G2 to M//1 .1e-24:140:95//Hs.58393:X05360 
55 R-HEMBA1 001 020//ESTs//0.52:86:72//Hs.69683:AA11 5292 

R-HEMBA1 001 022//ESTs//3.4e-1 8:1 02:1 00//HS. 63243: Al 12391 2 
R-HEMBA1 001 024//ESTS//1 .9e-07:262:61//Hs.1 24399: AA832336 
R-HEMBA1001026//ESTS//0.0017:142:67//HS.144109:AI345543 
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R-nnnnnnnnnnnn//AnkyrinG//0.23:244:60//Hs.75893:U13616 

R-HEMBA1001051//Homo sapiens mRNA for KIAA0621 protein, partial cdS//6.4e-21:186:79//Hs. 132942: 
AB014521 

R-HEMBA1 001 052//ESTs//5.4e-1 07:497 :99//Hs.1 21 773: Al 357886 
5 R-HEMBA1 001 060//ESTS//1 .1 e-31 :298:80//Hs.24821 :AA04481 3 

R-HEMBA1001071//Alpha-1 type 3 collagen//9.1e-34:179:98//Hs.119571 :X14420 

R-HEMBA1001077//Homo sapiens rnRNA, chromosome 1 specific transcript KIAA0492//2.7e-21:417:64//Hs. ' 
127338:AB007961 
R-HEMBA1001080 
W R-HEMBA1001085//ESTS//1 .9e-47:385:79//Hs. 1 4681 1 :AA41 0788 

R-HEMBA1 001 088//ESTs//2.8e-102:548:93//Hs.1 27273: AA522674 
R-HEMBA1001094 

R-HEMBA1001099//ESTs//0.24:41:97//Hs.18612:T99245 

R-HEMBA1001109//Small inducible cytokine A5 (RANTES)//2.4e-46:396:80//Hs.155464:AF088219 
15 R-HEMBA1001121//ESTs//1.7e-15:216:71//Hs.141605:H92974 . 

R-HEMBA1001122//ESTs//2.0e-90:474:94//Hs.107884:AA131320 

R-HEMBA1001123//B-CELL GROWTH FACTOR PRECURSOR//2.7e-45:319:84//Hs.99879:M 15530 
R-HEMBA1001133//ESTS//1 .2e-92:443:99//Hs.99626:AA632341 
R-HEMBA1 00l137//ESTs//2.0e-86:426:97//Hs.157l03:W60265 
20 R«HEMBA1001140//Small inducible cytokine A5 (RANTES)//2.9e-45:323:83//Hs.155464:AF088219 

R-HEMBA1001172//ESTS. Moderately Similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1 .1e- 
39:309:82//Hs.96337:AA225358 

R-HEMBA1 001174//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0492//0.21 :238:60//Hs. 127338: 
AB007961 

25 R-HEMBA1001197//ESTs//0.010:388:61//Hs.14881:R91896 

R-HEMBA1001208//ESTS. Highly similar to Similar to S.cerevisiae hypothetical protein 5 [H.sapiens]//0.27:305: 
62//Hs.100238:U69194 

R-HEMBA1001226//Homo sapiens PYRIN (MEFV) mRNA, complete CdS//5.0e-54:333:81//Hs.113283:AF01 8080 
R-HEMBA1001235//EST//2.3e-07:42:92//Hs.141620:N63316 
30 R-HEMBA1001247//ESTs, Weakly similar to WWP2 [H.sapiens)//2.9e-20:160:87//Hs.103102:W55932 

R-HEMBAl001257//ESTs//3.3e-112:544:97//Hs.128749:AA779728 
R-HEMBA1 001 265//ESTs//8.7e-1 1 6:564:98//Hs.1 551 50:AI061 435 

R-nnnnnnnnnnnn//ESTs, Weakly similar to Lpa8p [S.cerevisiaeJ//2.4e-35:239:87//Hs.103919:AA159161 
R-HEMBA1 001 286//ESTs//1 .4e-97:507:95//Hs.26244: AI352674 
35 R-HEMBAl001289//ESTs//8.2e-44:122:96//Hs.76267:AA877534 
R-HEMBA1001294//ESTs//1.0:140:65//Hs.149638:AI298324 

R-HEMBA1001299//Smal! inducible cytokine A5 (RANTES)//1.1e-45:307:84//Hs.155464:AF088219 
R-HEMBA1001302//Homo sapiens mRNA for APC 2 protein, complete CdS//0.53:89:68//Hs.20912:AB012162 
R-HEMBA1001303//EST//0.00053:271:60//Hs.156148:AI333214 
40 R-HEMBAl00l310//ESTs//1.4e-91:486:93//Hs.86228:AA206019 
R-HEMBA1001319//ESTs//0.051:228:61//Hs.99404:AA953977 
R-HEMBA1001323//ESTs//6.2e-83:401:98//Hs.47343:AI282950 

R-HEMBA1001326//ESTS, Weakly similar to HYPOTHETICAL 55.1 KD PROTEIN IN FAB1-PES4 INTERGENIC 

REGION [S.cerevisiae)//1 .3e-77:458:92//Hs.9398:N41838 
45 R-HEMBA1 001 327//ESTs//0.6 0:251 :58//Hs.1 1 71 62:AA701 259 

R-HEMBA1001330//Homo sapiens PYRIN (MEFV) mRNA, complete CdS//1.1e-46:249:78//Hs. 11 3283: AF0 18080 

R-HEMBA1001351//ESTs//0.13:230:57//Hs.138510:R94816 

R-HEMBA1 001 361//ESTs//3.5e-107:570:94//Hs.7727:AAl 42837 

R-HEMBA1 001375//ESTS//1 .1 e-96:454:99//Hs.5?584:AA587334 
50 R-HEMBA1 001 377//ESTs//8.5e-91 :459:95//Hs.61 859:AA628550 

R-HEMBA1 001383//ESTs//0.077:381 :58//Hs.163093:AA745458 

R-HEMBAl001387//ESTs//2.0e-85:405:99//Hs.152127:AI246482 

R-HEMBA1001388//ESTS//1 .5e-83:395:99//Hs. 1051 91 :AA1 33439 

R-HEMBA1 001391//ESTs//7.7e-90:455:96//Hs.120905:R22204 
55 R-HEMBA1001398//Thromboxane A2 receptor//4.0e-46:279:89//Hs.89887:D38081 

R-HEMBA1 001405//ESTS//1 .2e-98:485:97//Hs.73287:W16714 

R-HEMBA1001407//ESTs//2.2e-76:365:99//Hs.110128:AA584364 

R-HEMBA1 001 41 1//ESTS//1 .2e- 1 02:476:1 00//Hs. 1 431 62:AI380343 
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R-HEMBA1001413//ESTs//37e-66:32l:98//H$.152472:M041199 
R-HEMBA1 001415 

R-HEMBA1001432//Putative mismatch repair/binding protein hMSH3//7.9e-42:183:82//Hs.42674:U61981 
R-HEMBA1 001 433//ESTS//1 .4e-34:240:77//Hs.9561 1 :U51 704 
5 R-HEMBAl001435//ESTs//5.6e-23:292:70//Hs.116315:AA629263 
R-HEMBA1 001 442//ESTS//0. 76:41 4:58//Hs.1 561 89:AI41 9982 
R-HEMBA1 001446//ESTs//2.2e-95:447:99//Hs.154091 :AA767546 
R-HEMBA1 001450//ESTS//1 .0e-93:491 :94//Hs.16130:AA1 95077 

R-HEMBA1 001454//Human Line-1 repeat mRNA with 2 open reading frames//1 Je-47:304:88//Hs.23094:M 19503 
10 R-HEMBA1 001 455//ESTs//7.1e-103:482:99//H$,97407:AI41 7220 

R-HEMBA1 001463 

R-HEMBA1001476//Human mRNA for KIAA0186 gene, complete cds//2.0e-25:409:66//Hs.36232:D80008 

R-HEMBA1 001478 

R-HEMBA1 001497 
15 R-HEMBAl001510//ESTs//3.3e-44:381:78//Hs.139882:AA864426 

R-HEMBA1 001 515//Human Line-1 repeat mRNA with 2 open reading frames//5.9e-79:528:84//Hs.23094:Ml9503 

R-HEMBA1 001 51 7//ESTs//5.8e-32:272:81//Hs. 1 1 951 2:AA487269 

R-HEMBA1 001 522//ESTS//1 .7e-84:364:95//Hs.1 1 7858:AA-702493 

R-HEMBA1001526//ESTs//1.8e-93:527:93//Hs.10624:N64723 
20 R-HEMBA1 001 533//ESTS//1 .9e-42:21 1 :1 00//Hs.55830:AA580270 

R-HEMBA1 001 557//ESTs//4.2e-83:41 3:97//Hs. 47546 : AA1 81 348 

R-HEMBA1 001566//Small inducible cytokine A5 ( RANTES)//3. 4e-50 : 304: 88//HS.1 55464 :AF0 882 19 
R-HEMBA1 001569//POU domain, class 3, transcription factor 4//2.3e-06:259:62//Hs.2229:X82324 
R-HEMBA1001570//Homo sapiens pendrin (PDS) mRNA, complete cds//3.5e-47:456:77//Hs.1 59275 :AF030880 
25 R-HEMBA1 001579//ESTS//0.11 :299:60//Hs.1 06090 :AA457030 

R-HEMBA1001581//ESTS//0.016:350:61//HS.124664:AI015652 

R-HEMBA1 001585//Human mRNA for KIAA0331 gene, complete cds//0.30:251 :63//Hs.146395:AB002329 
R-HEMBA1001589 

R-HEMBA1 001595//ESTS, Weakly similar to SEPTIN 2 [D.melanogaster]//6.9e-7l:431 :88//Hs. 26625 :W25874 
30 R-HEMBA1001608//Human kpni repeat mrna (cdna clone pcd-kpni-8), 3' end//1.3e-73:533:82//Hs. 103948: 

K00627 

R-HEMBA1001620//ESTS, Highly similar to MYO-INOSITOL-1 -PHOSPHATE SYNTHASE [Arabidopsis thaliana] 
//4.5e-93:537:90//Hs.2021 8:AA628530 

R-nnnnnnnnnnnn//Homo sapiens antigen NY-CO-16 mRNA, complete cds//0.054:362:60//Hs.1 32206 :AF039694 
35 R-HEMBAl001636//ESTs//4.9e-53:267:97//Hs.47459:AA700158 
R-HEMBA1 001 640//ESTs//2.9e-27:299:72//Hs.65236:AA927623 

R-nnnnnnnnnnnn//ESTs, Weakly similar to Mi-2 protein [H.sapiens)//1.2e-86:442:95//Hs. 63888: AA203398 

R-HEMBA1 001 655//ESTS//1 .5e-1 01 :51 6:95//Hs.86541 :AA21 4554 

R-HEMBA1001658 

<o R-HEMBA1 001 661//Homo sapiens protocadherin 68 (PCH68) mRNA, complete cds//1 .3e-1 6:427:61 //Hs.1 0651 1 : 

AF029343 

R-HEMBA1 001 672//Homo sapiens methyl-CpG binding protein MBD3 (MBD3) mRNA, complete cds//1 .4e-93:493: 

92//Hs.107254:AC005943 

R-HEMBA1001675 

45 R-HEMBA1001678//Homo sapiens voltage dependent anion channel protein mRNA, complete cds//4.2e- 103:534: 

94//Hs.7381:AF038962 

R-HEMBA1 001 681//ESTs//6.0e-49:292:92//Hs.65588:AA523424 
R-HEMBA1 001 702//ESTs//9.0e-98:478:97//Hs.28661 :AA805916 

R-HEMBA1001709//Homo sapiens mRNA for KIAA0698 protein, complete cds//6.3e-98:483:96//Hs.31720: 
50 AB014598 

R-HEMBA100l711//ESTs//5.8e-83:398:98//Hs.34804:AA514960 
R-HEMBA1 001 71 2//ESTs//0. 028:202 :63//Hs. 105790: A A528095 

R-HEMBA1001714//ESTS, Highly similar to ATPASE INHIBITOR, MITOCHONDRIAL PRECURSOR [Rattus nor- 
vegicuS]//1.8e-46:236:98//Hs.1 32948: AA1 94452 
55 R-HEMBA1001718//Small inducible cytokine A5 (RANTES)//8.6e-43:166:88//Hs.155464:AF088219 

R-HEMBA1001723//ESTS. Highly similar to HYPOTHETICAL TRP-ASP REPEATS CONTAINING PROTEIN IN 
SIS1-MRPL2 INTERGENIC REGION [Saccharomyces cerevisiae)//7.1e-88:431:96//Hs.29203:A!344105 
R-HEMBA1 001 731//EST//0.25:1 00:68//Hs.1 491 71 :AI24571 2 
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R-HEMBA1001734//Human mRNAfor K1AA0355 gene, complete cdS//2.6e-39:366:77//Hs.153014:AB002353 
R-HEMBA1001744 

R-HEMBA1001745//ESTs//6.6e-05:244:62//Hs.157663:AI358623 

R-HEMBA1001746//EST//4.9e-65:409:88//Hs.124673:AA858162 
5 R-HEMBA1001761//EST$//1.9e-44:3l5:84//Hs.159510:AA297145 

R-HEMBA1 001781//ESTs//3.0e-98:462:99//Hs.60059:AI057306 ■ 

R-HEMBA1 001 784//EST//1 .0e-1 2:250:68//Hs.1 52366:AA486721 

R-HEMBA1 001 791//EST//1 .4e-47:292:89//Hs.1 63333:AA879053 

R-HEMBA1001800//ESTs//8.4e-37:314:79//Hs.105151:AA970243 
10 R-HEMBAlOOl803//ESTs//4.5e-99:465:99//Hs.135159:AI095823 

R-nnnnnnnnnnnn//Zinc finger protein 148 (pHZ-52)//0.78:232:57//Hs.112l80:AF039019 

R-HEMBA1001808//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0500//9.0e-114:548:98//Hs. 
118164:AB007969 

R-HEMBA1 001 809//E$T//3.8e-63:292:89//Hs.1 58591 :AI369334 
is R-HEMBA1001815//Calcium modulating ligand//1.le-47:299:87//Hs.13572:AF068179 

R-HEMBA1001819//ZINC FINGER PROTEIN HF.12//1 .2e- 16:259 :69//Hs. 155470 :X07290 

R-HEMBAl001820//ESTs//2.6e-86:404:100//Hs.112881:AA620707 

R-nnnnnnnnnnnn7/ESTs//2.2e-101:480:99//Hs.159940:AA971578 

R-HEMBA1001824//ESTS, Weakly similar to MATRIN 3 [H.sapiens]//6.2e-27:147:97//Hs.23476:AA401210 
20 R-HEMBA1001835//EST//0.79:216:64//HS.47437:N52250 

R-HEMBAl001844//ESTs//4.7e-62:319:95//Hs.55200:N98513 
R-HEMBA1 001 847//ESTs//2.3e-1 02: 522 :95//Hs. 20879: AA845446 

R-HEMBA1001861//Homo sapiens mRNA for KIAA0617 protein, complete cds//1.le-1 09 :553:96//Hs. 78946: 
AB014517 

25 R-HEMBA1 001 864//ESTs//7.4e-94:449:99//Hs.1 32776: Al 142853 

R-HEMBA1001866//Myelin oligodendrocyte glycoprotein {alternative products}//1.9e-37:357:76//Hs.53217: 
Z48051 

R-nnnnnnnnnnnn//ESTs, Weakly similar to trithorax homolog HTX, version 2 [H.sapiens]//2.3e-32:l93:94//Hs. 
9489:R84329 

30 R-HEMBA1 001888//H.sapiens mRNA for urea transporter//2.0e-47:425:78//Hs.66710:X96969 

R-HEMBA1001896//ESTs//3.5e-56:274:99//Hs.129018:H03128 
R-HEMBA1001910 

R-HEMBA1001912//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY 111! [H.sapiens]//1 .5e-73: 
347:100//Hs.30991 :AA994438 

35 R-HEMBA1001913//ESTS, Highly similar to GCN20 PROTEIN [Saccharomyces cerevisiae]//5.1e-57:320:9l//Hs. 

91251 :U66685 

R-HEMBA1001915//ESTs//4.9e-88:459:95//Hs.122810:AI273706 
R-HEMBA1001918//ESTs//1.2e-106:505:99//Hs.98518:AI027125 

R-HEMBA1 00l92l//Homo sapiens germinal center kinase related protein kinase mRNA, complete cds//5.5e-107: 
40 534:96//Hs.154934:AF000145 

R-HEMBA1 001939//ESTs, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY Mil [H.sapiensJ//2.9e- 
99:482:98//Hs.96849:AA879470 

R-HEMBA1 001940//Human mRNA for KIAA0392 gene.partial cds//5.6e-45:336:82//Hs.40100:AB002390 

R-HEMBAl001942//EST//2.6e-84:397:99//Hs.145444:AI203668 
45 R-HEMBA1 001945//ESTS//1 .4e-92:437:99//Hs.1 44565: Al 192452 

R-HEMBA1001950//ESTs//3.9e-43:280:88//Hs.84429:N28866 

R-HEMBA1 001 960//ESTs//0.040:243:62//Hs. 29567: AA640421 

R-HEMBA1 001 962//ESTS//0.0071 :1 1 3:69//Hs.49792:N70048 

R-HEMBA1001964//ESTs//3.0e-38:239:87//Hs.158126:W26825 
so R-HEMBA1001967//Human DNA sequence from clone 341 E1 8 on chromosome 6pl 1.2-1 2.3. Contains a Serine/ 

Threonine Protein Kinase gene (presumptive isolog of a Rat gene) and a novel alternatively spliced gene. Contains 

a putative CpG island, ESTs and GSSs//1.8e-1 06:51 7:97//Hs.11050:AL031 178 

R-HEMBA1 001 979//EST//0.039:1 67:63//Hs. 129451 :AA993932 

R-HEMBA1 0Ol987//ESTs//3.1e-44:32O:83//Hs.136839:H93717 
55 R-HEMBA1001991//Human mRNA for KIAA0355 gene, complete cds//9.5e-47:303:88//Hs.153014:AB002353 

R-HEMBA1 002003//Homo sapiens mRNAfor protein phosphatase 2C (betay/1 .6e-9l :448:97//Hs.5687:AJ005801 

R-HEMBA1002008//ESTs//9.2e-47:297:87//Hs.142314:AA347930 

R-HEMBA1 00201 8//ESTs//9.4e-21 :1 1 8:97//Hs.7871 :AI041837 
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R-HEMBA1 002022//Human mRNA for KIAA0075 gene, partial cdS//0.25:196:63//Hs.1189:D38550 
R-HEMBAl002035//ESTs//77e-101:475:99//Hs.8858:A1131538 

R-HEMBA1002039//H.sapiens mRNA for phosphoinositide 3-kinase//0.68:256:64//Hs.101238:Y11312 
R-HEMBA1002049//Homo sapiens mRNA for KIAA0563 protein, complete cds//2.4e-51:254:85//Hs. 15731: 
5 AB011135 

R-HEMBA1 002084//EST//0.31 :21 9:60//Hs.1 62396:AA572764 
R-HEMBAl002092//EST//6.4e-72:342:99//Hs.148533:AI200996 
R-HEMBA1 0021 00//EST//5.6e-38:258:85//Hs.1 03094:W52354 

R-HEMBA1 002102//Thiopurine S-methyltransferase//1.4e-46:403:79//Hs.51124:AF019369 
w R-HEMBA1 002113//Prostaglandin 12 (prostacyclin) synthase //1 .4e-76:280:90//Hs.6l333:D83402 

R-HEMBA1002119//Homo sapiens OR7E12P pseudogene, complete sequence/^ .4e-87:362:94//Hs. 103443: 
AF065854 

R-HEMBA1002125//ESTS, Weakly similar to Y53C12A.3 [C.elegans]//1.7e-1 6:94:1 00//Hs.107747:AI357868 
R-HEMBA1002139//H.sapiens mRNA for nebulin//0.0019:68:88//Hs.83870:X83957 
15 R-HEMBA1002144//ESTs//3.1e-30:259:72//Hs.141575:AA211734 
R-HEMBAl002150//ESTs//7.1e-105:543:95//Hs.32275:AA595199 
R-HEMBA1 0021 51//ESTs//2.2e-35: 1 78: 1 00//Hs.77703:W1 9642 
R-HEMBA1 0021 53//EST//4.5e-49:458:77//Hs.1 41 708:W44337 

R-HEMBA1002160//Homo sapiens nephrocystin (NPHP1) mRNA, partial cds//1 .4e-36:400:75//Hs .75474: 
20 AF023674 

R-HEMBA1002161//Homo sapiens EVI5 homolog mRNA, complete cds//1.9e-33:294:77//Hs.26929:AF008915 
R-HEMBA1 002162//ESTs//1.0e-47:317:85//Hs.48919:N64043 
R-HEMBA1 0021 66//Thromboxane A2 receptor//6.8e-46:296:8i//Hs.89887:D38081 
R-HEMBA1 0021 77//EST//2.6e-42:215:99//Hs.1 1 6880:AA662457 
25 R-HEMBA1 0021 85//Homo sapiens class-l MHC-restricted T cell associated molecule (CRTAM) mRNA, complete 
Cds//6.0e-42:41 9:73//Hs. 1 59523: AF001 622 

R-HEMBA1002189//Homo sapiens mRNA for KIAA0792 protein, complete cds//1.4e-29:244:72//Hs.1 19387: 
AB007958 

R-HEMBA1 002191//ESTs//2.6e-31 :275:66//Hs.1 33852: AI076357 
30 R-HEMBA1 0021 99//Human Line-1 repeat mRNA with 2 open reading frames//4.3e-84:557:84//Hs.23094:M19503 

R-HEMBA1 002204//EST//0.00057:113:71//Hs.144868:AI202342 
R-HEMBA1 00221 2//ESTS//1 .5e-48:277:93//Hs.104741:AI393315 
R-HEMBA1 00221 5//ESTs//1 . 1 e-23: 1 58:90//Hs. 1 52529: AA8971 51 

R-HEMBA1002226//Homo sapiens mRNA for KIAA0706 protein, complete cds//5.1e-21:230:75//Hs. 139648: 
35 AB014606 

R-HEMBA1 002229//Homo sapiens growth suppressor related (DOC-1 R) mRNA, complete cds//1 .5e-47:238:98// 
Hs.25664:AF089814 

R-HEMBAl002237//ESTs//6.9e-35:357:76//Hs.116518:AA653202 

R-HEMBA1002253//EST//6.0e-19:125:81//Hs.140596:AA629426 
40 R-HEMBA1 002257 

R-HEMBA1002267//ESTS, Weakly similar to HYPOTHETICAL 27.8 KD PROTEIN IN VMA7-RPS31 A INTERGEN- 

IC REGION [S.cerevisiaeJ//1.3e-31:201:91//Hs.114673:W72675 

R-HEMBA1 002270//ESTs//4.6e-1 00:483:97//Hs.34940:AI264314 

R-HEMBA1 00232 1//ESTs//2.3e-85:403:99//Hs.1 20388: AA723595 
45 R-HEMBA1 002328//ESTS//1 .3e-90:423: 1 00//HS.1 1 7936:AI2iB081 B 

R-HEMBA1 002337//ESTs//8.7e-24:147:93//Hs.9893:AA007679.. 

R-HEMBA1002341//Homo sapiens mRNA for KIAA0771 protein, partial cds//7.8e-130:642:96//Hs.6162: 
AB018314 

R-HEMBA1 002348//ESTs//5.0e-71 :387:93//Hs.30494:H04822 
50 R-HEMBAl002349//EST$//9.7e-88:420:98//Hs.1 32972: AA543094 

R-nnnnnnnnnnnn//Homo sapiens chromosome-associated protein-E (hCAP-E) mRNA, complete cds//3.9e-123: 
661 :93//Hs.1 1 9023:AF092563 

R-HEMBA1 00238 1//ESTS//1 .3e-73:352:99//Hs.561 21 :AA781435 
R-HEMBA1002389//EST//2.3e-05:132:69//Hs.37558:H58237 
55 R-HEMBA1 00241 7//Homo sapiens chromosome 19, cosmid R28784//3.9e-63:358:91 //Hs. 25527: AC005954 

R-HEMBA1 00241 9//ESTS, Weakly similar to APK1 antigen [H.sapiens)//5.6e-87:429:96//Hs.13209:A1417849 
R-HEMBA1 002430//ESTs//0.10:388:57//Hs.1 19238AA476267 

R-HEMBA1 002439//Human mRNA for KIAA0080 gene, partial cds//2.0e-22:181 :80//Hs. 74554 :D38522 
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R-HEMBA1 002458//ESTS//1 .8e-88:448:95//Hs.97914:AA769069 

R-HEMBA1002460//Catalase//0.67:314:60//Hs.76359:X04085 

R-HEMBA1002462//EST//0.032:44:88//Hs.161536:N80395 

R-nnnnnnnnnnnn//ESTs, Weakly similar to F08G12.1 [C.eIegans)//5.4e-95:488:95//Hs.108115:AA582193 
5 R-HEMBA1 002477//Homo sapiens KIAA0395 mRNA, partial Cds//2.5e-37:281 :80//Hs.43681 :AL022394 

R-HEMBA-1002486//Small inducible cytokine A5 (RANTES)//1.1e-49:311:88//Hs.155464:AF088219 

R-HEMBA1002495//ESTs//1.2e-94:457:98//Hs.42140:AI188995 

R-HEMBA1 002498//ESTS//1 .7e-35:240:78//Hs.1 1 9871 :AA705133 

R-HEMBA1002503//ESTs//2.3e-14:64:85//Hs.140190:AA701449 
10 R-HEMBA1002508//ESTS//0.00057:160:62//HS.149661:AA872990 

R-nnnnnnnnnnnn//Homo sapiens mRNA for histone deacetylase-like protein (JM21)//2.3e-113:456:92//Hs.6764: 

AJ011972 

R-HEMBA1 00251 5//EST//1 .0:1 53:63//Hs.1 1 8045:N51 71 5 

R-HEMBA1 002538//Homo sapiens mRNA for KIAA0454 protein, partial cds//5.1e-1 06:564 :93//Hs.1 29928: 
is AB007923 

R-HEMBA1 002542//ESTS//1 .0e-1 01 :539:93//Hs.93872:AA524700 

R-HEMBA1 002547//EST//8.7e-27:151:96//Hs.132145:AI041804 

R-HEMBAl002552//EST//5.9e-49:335:85//Hs.149580:AI281881 

R-HEMBA1 002555//ESTS//1 .1 e-77:461 :91//Hs. 36750: N3001 2 
20 R-HEMBA1 002558//Homo sapiens 4F5S mRNA, complete Cds//1 .3e-42:264:89//Hs.32567:AF07351 9 

R-HEMBA1 002561//Small inducible cytokine A5 (RANTES)//6.4e-40:196:78//Hs.155464:AF088219 

R-nnnnnnnnnnnn//Homo sapiens protein associated with Myc mRNA, complete cds//1 .4e-1 20:587:97//Hs.1 5141 1 : 

AF075587 

R-HEMBAl002583//ESTs//7.1e-79:410:95//Hs.21599:AA478904 
25 R-HEMBA1002590//EST//3.3e-54:278:97//Hs.138637:N20838 
R-HEMBA1 002592//ESTs//2.6e-44:500:74//Hs.1 1 0934:N26055 
R-HEMBA1 002621 

R-HEMBA1002624//Homo sapiens mRNA for KIAA0808 protein, complete Cds//2.2e-77:380:97//Hs.91338: 
AB018351 

30 R-HEMBA1002628//ESTs//0.0020:167:66//Hs.140605:AA830881 
R-HEMBA1 002629//ESTS//0.0001 4:50: 1 00//HS.1 1 91 32:AA39871 5 
R-HEMBA1002645//EST//2.1e-37:285:82//Hs.141728:W73041 
R-HEMBA1002651//EST//2.2e-23:374:69//Hs.139357:AA420970 

R-HEMBA1 002659//Human 53K isoform of Type II phosphatidylinositol-4-phosphate 5-kinase (PIPK) mRNA, com- 
35 plete cds//1 .5e-53:406:81//Hs.108966:U48696 

R-HEMBA1002661//Homo sapiens mRNA for KIAA0764 protein, complete cds//1.1e-41:296:84//H$.6232: 
AB018307 

R-HEMBA1 002666//EST//4.4e-09:79:83//Hs.7201 5:AA1 51 945 

R-HEMBA1002678//EST, Moderately Similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//7.6e- 
40 1 04:560:92//Hs. 161 748:T64896 

R-nnnnnnnnnnnn//EST//0.15:136:69//Hs.129570:AA995396 

R-HEMBA1002688//T-CELL SURFACE PROTEIN TACTILE PRECURSOR//0.16:247:62//Hs.142023:M68282 
R-HEMBAl002696//ESTs//3.5e-94:529:92//Hs.16725:AAl 96477 

R-HEMBA1 00271 2//Homo sapiens mRNA for KIAA0772 protein, complete cds//6.0e-46:302:86//Hs.15519: 
45 AB018315 

R-HEMBA1 00271 6//ESTS//1 .3e-1 09:555:96//Hs.981 2:AA1 47884 

R-HEMBA1002728//Homo sapiens mRNA for KIAA0621 protein, partial cds//3.8e-37:287:81//Hs.1 32942: 
AB014521 

R-HEMBA1 002730//ESTS//1 .2e-95:488:95//Hs.22030:AA521168 
50 R-HEMBA1 002742//ESTS//1 .0e-91 :437:99//Hs. 1 39987: AA6521 63 

R-HEMBAl002746//ESTs//4.4e-97:468:98//Hs.129903:AA576526 
R-HEMBA1 002748//ESTs//5.0e-98:475:98//Hs.125461 :AI375792 
R-HEMBA1 002750//ESTs//1.6e-42:223:97//Hs.40460:N36090 . 

R-HEMBA1002768//Homo sapiens mRNA for KIAA0554 protein, partial cdS//4.0e-106:545:95//Hs.74750: 
55 AB011126 

R-HEMBA1002770//EST//0.34:294:59//Hs.43091:N22l27 
R-HEMBA1002777//ESTs//3.0e-85:316:98//Hs.17537:C06491 

R-HEMBA1002779//Human mRNA for KIAA0013 gene, complete cds//0.25:342:58//Hs.48824:D87717 
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R-HEMBA1002780//Homo sapiens DEC-205 mRNA, complete cds//4.2e-46:449:75//Hs.153563:AF011333 
R-HEMBA1 002794//ESTS//1 ,2e-1 15:559:97//Hs.79741 :AI279709 
R-HEMBAl002801//EST//0.00049:287:60//Hs.126466:AA913320 

R-HEMBA1 00281 0//Homo sapiens formin binding protein 21 mRNA, complete cds//1.4e-116:559:97//Hs.28307: 
5 AF071185 

R-HEMBA1 00281 6//Hu man plectin (PLEC1) mRNA, complete cds//0.28:281:62//Hs.79706:U53204 
R-HEMBA1002826//EST//6.7e-25:134:99//Hs.134683:AI092013 

R-HEMBA1 002833//ESTs, Highly similar to ribosome-binding protein p34 [R.norvegicusJ//4.3e-25:l37:98//Hs. 
5337:AA243757 

10 R-HEMBA1 002850//ESTS//0.01 0:323 :57//Hs.1 8282:W67514 

R-HEMBA1 002863//ESTs//1 .1 e-67:359:94//Hs.124699:W27830 
R-HEMBAl002876//EST$//0.72:202:62//Hs.144816:AI220827 
R-HEMBA1 002886//EST//3.2e-85:401 :99//Hs.96580:AA405670 

R-HEMBA1002896//Homo sapiens SH3-containing adaptor molecule-1 mRNA, complete cds//1.2e- 107:541:95// 
15 Hs.33787:AF037261 

R-HEMBA1002921//Human mRNA for KIAA0189 gene, complete cds//0.84:103:71//Hs.95140:D80011 
R-HEMBAl002924//ESTs//3.5e-86:423:98//Hs.27513:N34820 

R-HEMBA1002934//Human mRNA for KIAA0118 gene, partial cds//2.le-50:308:88//Hs.154326:D42087 

R-HEMBA1 002935//ESTS//1 .0e-73:384:95//Hs. 1 1 81 93:N74481 
20 R-HEMBAl002937//ESTs//0.052:167:65//Hs.145504:AI254165 

R-HEMBA1 002939//ESTS//1 .6e-94:467:97//Hs.9893:AA007679 

R-HEMBA1002944//ESTs//2.7e-17:176:80//Hs.143768:AA229732 

R-HEMBAl002951//ESTs//3.7e-119:565:98//Hs.16218:AI190892 

R-HEMBA1 002954//EST//0.076:285:58//Hs.98706:AA431 085 
25 R-HEMBA1 002968//Thiopurine S-methyltransferase//1 .9e-46:31 4:85//Hs.51 1 24:AF01 9369 

R-HEMBA1 002970//EST//0.00050:1 64:64//Hs.1 29630: AI000405 

R-HEMBA1002971//Homo sapiens mRNA for KIAA0679 protein, partial cds//2.3e-30:162:99//Hs.5734:AB014579 
R-HEMBA1002973//Small inducible cytokine A5 (RANTES)//5.7e-42:318:81//Hs.155464:AF088219 
R-nnnnnnnnnnnn//ESTs//3.2e-1B:102:100//Hs.146255:AA197064 
30 R-HEMBA1002999//ESTs, Moderately similar to lamina associated polypeptide 1C [R.norvegicus]//7.9e-1 13:560: 

96//Hs.125749:AI377682 

R-HEMBA1 003021 //Homo sapiens PYRIN (MEFV) mRNA, complete cds//3.3e-42:290:85//Hs. 113283:AF018080 
R-HEMBA1003033//ESTs//2.8e-77:417:94//Hs.1 38860: W47480 
R-HEMBAl003034//ESTs//3.7e-42:429:74//Hs.l32818:AI038577 
35 R-HEMBA1 003035//ESTs//0.025:1 56:64//Hs.8473:T40827 

R-HEMBA1 003037//ESTs//0.69:381 :57//Hs.473l 2:AI240366 

R-HEMBA1003041//ESTS, Highly similar to PUTATIVE SERINE/THREONINE-PROTEIN KINASE C41C4.4 IN 
CHROMOSOME II PRECURSOR [Caenorhabditis elegans]//5.6e-34:280:79//Hs.H4905:AA088442 
R-HEMBA1 003046//Homo sapiens mitochondrial processing peptidase beta-subunit mRNA, complete cds//1 .3e- 
40 1 1 9:578:97//Hs.44097:AF0541 82 

R-HEMBA1 003064//ESTs//7.8e-85:41 9:96//Hs.87020:AA706627 

R-HEMBA1003067//Von Hippel-Lindau syndrome//2.0e-30:299:75//Hs.781 60 :AF0 10238 
R-HEMBA1 003071//ESTs//2.3e-74:360:98//Hs.1 7270:AA701 903 

R-HEMBA1003077//ESTS, Weakly similar to KIAA0405 [H.sapiens]//1 .1e-90:434:99//Hs.14146:W92235 
45 R-HEMBAl003078//ESTs//5.9e-16:156:77//Hs.142684:AA902402 
R-HEMBA1 003079//ESTS//0.1 6:341 :58//Hs. 95923 :AI075249 

R-HEMBA1003083//Small inducible cytokine A5 (RANTES)//1.9e-39:284:83//Hs.155464:AF088219 
R-HEMBA1003086//EST//1 .0e-48:372:82//Hs.161917:AA483223 

R-HEMBA1003096//ESTS, Weakly similar to Mouse 19.5 mRNA, complete cds [M.musculus]//4.2e-1 00:531:94// 
50 Hs.104800:AA709155 

R-HEMBA1003098//ESTs//4.2e-107:537:96//Hs.107213:AAl21624 
R-HEMBAl003117//ESTs//2.4e-67:331:97//Hs.157l58:AI150058 

R-HEMBA1003129//Human nucleolar fibrillar center protein (ASE-1) mRNA, complete cds//2.le-i3:109:88//Hs. 
118717:U86751 

55 R-HEMBAl003133//ESTs//1.1e-34:180:98//Hs.159387:AI370845 

R-HEMBA1003136//ESTS, Weakly similar to MANNOSE-1 -PHOSPHATE GUANYLTRANSFERASE [Saccharo- 
myces cerevisiae]//9.2e-114:577:95//Hs.27059:AI088615 

R-HEMBA1003142//SmaII inducible cytokine A5 (RANTES)//1.1e-45:285:88//Hs.155464:AF088219 
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R-HEMBA1003148//Homo sapiens mRNA for dachshund protein//3.6e-118:586:96//Hs.63931:AJ005670 
R-HEMBA1 0031 66//ESTs//1 .6e-96:479:96//Hs. 1 1 9940: AA705933 
R-HEMBA1 0031 75//ESTs//27e-74:407:92//HsJ 391 67: AA71 5389 
R-HEMBA1 003197//ESTS//1 .6e-68:384:94//Hs.120969:W9200.0 
5 R-HEMBA1 003l99//Sjogren syndrome antigen B (autoantigen La)//0.l9:328:57//Hs.837l5:X69804 

R-HEMBA1003202//Homo sapiens mRNA for KIAA0640 protein, partial Cds//1.3e-40:290:83//Hs. 153026: 
AB014540 

R-HEMBA1 003204//ESTS//1 .1 e-34:21 5:91//Hs.1 08090: AA424943 
R-HEMBA1 00321 2//ESTS//1 ,9e-81 :441 :93//Hs.28471 :W20265 
w R-HEMBA1 003220//ESTS, Weakly similar to MITOCHONDRIAL 40S Rl BOSOM AL PROTEIN S28 PRECURSOR 

[S.cerevisiae]//1.6e-40:232:93//Hs.107707:N32817 

R-HEMBA10032227/ESTS, Weakly similar to weak similarity to HSP90 [C.elegans]//1 ,le-42:310:85//Hs. 23294: 
W27666 

R-HEMBAl003229//ESTs//4.8e-18:133:90//Hs.61763:AA035305 
15 R-HEMBA1 003235//ESTs//7.7e-35:201 :78//Hs.1 63979: AAB28834 

R-HEMBA1003250//Homo sapiens p21 -activated kinase 3 (PAK3) mRNA, complete cds//7.4e-05:534:58//Hs. 
152663:AF068864 

R-HEMBA1 003257//EST//1 .4e-95:473:97//Hs.32443:H28929 

R-HEMBA1 003273//Small inducible cytokine A5 (RANTES)//2.6e-38:253:86//Hs.1 55464: AF0882 19 
20 R-HEMBAl003276//ESTs//7.6e-55:269:99//Hs.23817:AA526392 
R-HEMBA1 003278//ESTs//2.6e-45:301 :71//Hs.51 652:AI084785 
R-HEMBA1 003281 

R-HEMBA1003291//Homo sapiens mRNA for KIAA0537 protein, complete cds//9.7e-1 1 7:55 1:99//Hs. 12836: 
AB011109 

25 R-HEMBA1 003296//ESTs//4.8e-1 7:21 0:72//Hs. 44451 : AA203266 

R-HEMBA1 003304//ESTs//2.8e-98:468:98//Hs.120849:AI148353 : 
R-HEMBA1003309//ESTs//1.8e-97:455:99//Hs.11571:AA713504 

R-HEMBA1 00331 4//Homo sapiens mRNA for leucine zipper bearing kinase, complete Cds//B.9e-1 1 3:545:97//Hs. 
124224:AB001872 
30 R-HEMBA1 003322//ESTs//4.9e-79:419:95//Hs.138760:N66869 

R-HEMBA1003327//Homo sapiens Clone 23622 mRNA sequence/A .4e-1 6: 177:78//Hs.1 51 608:AF0521 19 
R-HEMBA1003328//H.sapiens mRNA for MACH-alpha-2 p rotein//2. 1e-43: 269: 88//HS.1 9949 :X98 173 
R-HEMBA1 003330//Homo sapiens poty(A) binding protein II (PABP2) gene, complete cds//0.66:64:76//Hs.1 1 71 76: 
AF026029 

35 R-HEMBA1003348//ESTs//1.4e-35:185:78//Hs.117879:H77357 

R-HEMBA1003369//ESTS, Weakly similar to F59C6.9 [C.elegans]//3.2e-113:553:97//Hs.65539:A!1 48540 

R-HEMBAl003370//ESTs//2.0e-46:3l9:86//Hs.37573:H59651 

R-HEMBA1 003373//ESTS//1 .6e-31 : 1 36:81 //Hs. 1 1 4849: Al 1 39588 

R-HEMBA1003376//ESTs//3.0e-47:383:80//Hs.138852:AA284247 
40 R-HEMBA1003380//ESTS, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1.8e- 

11:261:65//Hs.87578:A1 125363 

R-HEMBA1003384//EST//0.00013:82:75//Hs.141237:H57847 
R-HEMBAl003395//ESTs//5.2e-78:379:98//Hs.162208:AA536127 
R-HEMBAl003402//ESTs//8.6e-14:108:89//Hs.55424:AA774204 
<5 R-nnnnnnnnnnnn//ESTs//1 .7e-24:188:85//Hs.70266:Z78309 

R-HEMBA1 00341 7//ESTs//4.2e-74:396:94//Hs.55220:D1 1563 
R-HEMBAl003418//ESTs//3.1e-107:545:95//Hs.3494:AI421013 

R-HEMBA1003433//Homo sapiens nibrin (NBS) mRNA, complete cds//3.2e-115:544:98//Hs.25812:AF058696 

R-HEMBA1003461//ESTs//2.8e-62:304:99//Hs.148747:AI225l21 
50 R-HEMBAl003463//ESTs//2.3e-112:549:97//Hs.104627:AA885516 

R-HEMBA1003480//Homo sapiens PYRIN (MEFV) mRNA, complete cds//7.7e-76:529:84//Hs. 11 3283: AF01 8080 

R-HEMBAl003528//ESTs//2.1e-59:312:96//Hs.22505:R41688 

R-HEMBA1003531//EST$//2.2e-17:116:93//Hs.140217:AA702760 

R-HEMBA1003538//Complement component Clr//4.7e-25:333:68//Hs.1279:M1 4058 
55 R-HEMBA1 003545//ESTs//8.7e-89:432:98//Hs.99497:AA77681 7 

R-HEMBA1 003548//EST//0.0091 :274:60//Hs.1 48336: AA91 1 673 

R-HEMBA1003555//ESTS, Weakly similar to NUCLEOTIDE-BINDING PROTEIN [H.sapiens]//2.8e-93:495:93//Hs. 
91619:AA552351 
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R-HEMBA1003556//ESTs//7.1e-44:406:77//Hs.141575:AA211734 
R-HEMBA1 003560//ESTs//4.0e-34:1 82:97//Hs.1481 1 :AA434522 
R-HEMBA1 003568//ESTs//2.0e-101 :486:98//Hs.1 18570: AI342058 

R-HEMBA10O3569//ESTS, Moderately similar to metastasis-associated gene [H.sapiens)//4.0e-63:343:93//Hs. 
5 58598:AA625440 

R-HEMBA1003571//Homo sapiens Clone 23632 mRNA sequence//3.7e-47:338:84//Hs.46918:AF052099 

R-HEMBA1003579//EST//0.00057:239:60//HS.162828:AA643892 

R-HEMBA1 003581//ESTs//2.6e-1 0:1 1 8:79//Hs.44856:N37065 

R-HEMBA1003591//ESTs//2.4e-96:460:98//Hs.128741:AI244212 
10 R-HEMBA1003595//Human mRNA for KIAA01 18 gene, partial cds//1 .7e-48:421:78//Hs. 154326:042087 

R-HEMBA1 003597//EST//1 .6e-38:31 3:80//Hs.1 60911 :AI371 042 

R-HEMBA1003598//ESTS//0.0085:273:61//HS.145333:AI251374 

R-HEMBA1 003615 

R-HEMBA1 00361 7//ESTs//1 .0e-1 1 1 : 574 :95//Hs. 4552 :W681 67 
15 R-HEMBA1 003621//EST//1 .7e-31 :288:78//Hs.1 40909:R49387 

R-HEMBA1003622//EST//1.1e-46:468:75//Hs.139093:AA166888 
R-HEMBA1 003630//ESTS//1 .4e-21 :411 :69//Hs.128729:AA973021 

R-HEMBA1 003637//ESTS, Weakly similar to !!!! ALU SUBFAMILY SB WARNING ENTRY tH.sapiens]//9.3e-24: 
1 89:84//Hs.1 42208 :AA209438 
20 R-HEMBA1 003640//ISLET AMYLOID POLYPEPTIDE PRECURSOR//2.5e-42:332:81//Hs.51048:X68830 

R-HEMBA1 003645//ESTs//2.4e-77:423:94//Hs.99539:R5901 0 
R-HEMBA1003646//ESTs//2.6e-98:549:91//Hs.96427:AA151783 

R-HEMBA1003656//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//5.6e-44:245:77//Hs. 
67619:AB007957 

25 R-HEMBA1003662//Human TBX2 (TXB2) mRNA, complete Cds//2.6e-17:144:84//Hs.32931:U28049 

R-HEMBA1003667//Farnesyltransferase. CAAX box, beta//1.3e-22:170:88//Hs.117596:L00635 
R-HEMBA1003679//ESTS, Weakly similar to trithorax homolog HTX, version 2 [H.sapiens)//4.1e-87:434:97//Hs. 
9489:R84329 

R-HEMBA1003680//Human DNA-binding protein (HRC1) mRNA, complete cds//0.86:31 5:61 //Hs.72925:M91 083 
30 R-HEMBA1003684//ESTS, Highly similar to ZINC FINGER PROTEIN 7 [Homo sapiens]//1 .1e-101 :528:95//Hs. 

22934:AA581379 

R-HEMBA1 003690//ESTS//0.0021 :1 19:69//Hs.98641 :AA429916 

R-HEMBA1003692//Human cytochrome P450-IIB (hllB3) mRNA, complete cds//2.0e-43:360:80//Hs.110194: 
M29873 

35 R-HEMBA1 00371 1//ESTS//1 .0e-70:375:94//Hs.1 50407: AI279064 

R-HEMBA1 00371 4/A/ASO ACTIVE INTESTINAL POLYPEPTIDE RECEPTOR 1 PRECURSOR//0.94:367:62//Hs. 
1139:X77777 

R-HEMBA1 00371 5//Homo sapiens PYRIN (MEFV) mRNA, complete Cds//5.le-77:299:85//Hs. 11 3283: AF01 8080 
R-HEMBA1 003720//Homo sapiens TWIK-related acid-sensitive K+ channel (TASK) mRNA, complete cds//l.2e- 
40 33:377:74//Hs.24040:AF006823 

R-HEMBA1 003725//ESTs//3.8e-1 03:481 :99//Hs.122518:AA778847 
R-HEMBA1 003729//ESTs//2.5e-51 :277:95//Hs.26270:AA258839 
R-HEMBA1 003733//ESTS//1 .9e-69:350:96//Hs.139278:AA702592 

R-HEMBA1003742//ESTS, Moderately similar to T13H5.2 [Celegans)//4.6e-70:348:96//Hs.11282:A1 147040 
45 R-HEMBA1 003758//ESTS//1 .7e-52:306:85//Hs.138852:AA2B4247 

R-HEMBA1 003760//ESTs//7.4e-76:420:93//Hs.26501 :H05089 

R-HEMBA1003773//ESTS. Highly similar to SIGNAL RECOGNITION PARTICLE RECEPTOR BETA SUBUNIT 
[Mus musculus]//1.9e-77:364:100//Hs.12152:AA156214 

R-HEMBA1003783//ESTS, Weakly similar to C01H6.7 [C.elegans]//2.1e-101 :558:93//Hs.18171:AA524327 
50 R-HEMBA1003784//EST//0.83:127:62//HS.144002:F01600 

R-HEMBAl003799//EST//9.7e-30:362:71//Hs.l56577:AA860236 

R-HEMBA1003803//ESTS, Weakly similar to Y53C12A.3 [C.elegans]//2.8e-1 6:93:1 00//Hs.107747:AI357868 
R-HEMBA1 003804//lnterleukin 15//0.13:227:62//Hs.111867:AB007295 
R-HEMBA1003805//ESTs//0.029:199:65//Hs.91582:T25344 
55 R-HEMBA1003807//EST//2.4e-13:137:81//Hs.145645:AI264163 

R-HEMBA1003836//Small inducible Cytokine A5 (RANTES)//3.2e-39:284:83//Hs.155464:AF088219 
R-HEMBA1003838//ESTS, Weakly similar to NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 [Paramecium 
tetraurelia)//6.5e-71 :357:96//Hs.1 07573: AA524333 
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R-HEMBAl003856//ESTs//8.2e«20:266:71//Hs.48312:N68161 
R-HEMBA1 003864//ESTS//1 .6e-99 : 528 :93//Hs. 26890 : AA449033 
R-HEMBA1003866//POLYPOSIS LOCUS PROTEIN 1//0.30:146:64//Hs.74648:M73547 

R-HEMBA1 003879//EST, Weakly similar to DNA-REPAIR PROTEIN COMPLEMENTING XP-A CELLS [Homo sa- 
5 piens)//2.1 e-59:295:98//Hs. 1 61 661 : AA1 6691 1 

R-HEMBA1003680//Homo sapiens Clone 24760 mRNA sequence//3.8e-34:286:79//Hs.61408:AF070621 

R-HEMBA1003885//ESTs//4.6e-50:293:90//Hs.142314:AA347930 

R-HEMBA1003893//Calcium modulating ligand//2.1 e-43:294:86//Hs. 1 3572: AF068 179 

R-HEMBA1003902//ESTS//1 .8e-43:300:85//Hs. 1 4681 1 :AA41 0788 
10 R-HEMBA1 003908//ESTs//3.5e-91 :477:94//Hs.6638:AA5361 87 

R-HEMBA1003926//ESTs//7.9e-44:294:87//Hs.164036:AA845659 

R-HEMBA1 003937//Homo sapiens mRNA for KIAA0585 protein, partial cds//3.5e-48:276:81//Hs.72660:AB01 1 1 57 
R-HEMBA1 003939 

R-HEMBA1 003942//ESTS//1 .6e-81 :428:94//Hs.50418:AA524669 
15 R-HEMBA1003950//ESTs//8.1e-54:283:95//Hs.145528:AI261545 

R-HEMBA1003953//ESTs//3.8e-30:194:89//Hs.99681:AA504591 . 

R-HEMBA1 003958//ESTs//4.0e-45:394:77//Hs. 1 41 602:N63562 

R-HEMBAl003959//ESTs//5.2e-28:197:86//Hs.9951:W56253 

R-HEMBA1 003976//ESTs//2.0e-29:232:84//Hs.133947:AI074525 
20 R-HEMBA1003978//ESTs//3.2e-115:549:98//Hs.76798:AI050882 

R-HEMBA1003985//ESTS. Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//2.2e-91 : 

448:97//Hs.1 1 7834:AA766771 

R-HEMBAl003987//ESTs//8.1e-36:193:88//Hs.151844:N92756 

R-HEMBA1003989//Human mRNA for KJAA0241 gene, partial cds//3.6e-43:360:81//Hs.150275:D87682 
25 R-HEMBA1004000//EST//5.5e-62:308:97//Hs.50438:N74105 

R-HEMBA1 00401 1//ESTs//8.6e-85:431 :96//Hs.361 85:R99899 

R-HEMBA1 00401 2//ESTs//1 .3e-40:309:83//Hs.140329:AA714011 

R-HEMBA1 00401 5//ESTs//5.1 e-97:453:99//Hs.1 1 1 446:AI333774 

R-HEMBA1004024//ESTs//5.2e-19:159:79//Hs.138856:H47461 
30 R-HEMBAl004038//ESTs//1.3e-41:346:79//Hs.146173:AA906191 

R-HEMBA1 004042//ESTS//0.001 2:201 :69//Hs.24248:AA528253 

R-HEMBA1004045//ESTS, Weakly similar to putative p150 [H.sapiens]//1 .5e-22:365:70//Hs.99692:AA811804 
R-HEMBAl004048//ESTs//9.5e-104:497:98//Hs.77735:AI125469 

R-HEMBA1004049//HEAT SHOCK 70 KD PROTEIN 1//6.3e-31 :176:96//Hs.8997:Ml1717 
35 R-HEMBA1 004055//ESTS//1 .7e-1 1 5:577:96//Hs.59503:W63754 

R-HEMBA1004056//Homo sapiens PYRIN (MEFV) mRNA, complete cdS//5.2e-78:577:82//Hs.11 3283 :AF0 18080 

R-HEMBA1004074//EST//1.0:152:61//Hs.149093:AI243988 

R-HEMBA1004086//ESTs//4.0e-53:266:98//Hs.34658:N98652 

R-HEMBA1004097//ESTs//4.4e-46:279:91//Hs.110533:H16251 
40 R-HEMBA1004131//Human mRNA for KIAA0128 gene, partial cds//3.0e-43:534:69//Hs.90998:D50918 

R-HEMBAl004132//ESTs//4.6e-47:316:86//Hs.141602:N63562 

R-HEMBA1004133 

R-HEMBA1 0041 38//EST//1 .7e-08:2l1:64//Hs. 1291 89: AA988736 
R-HEMBA1 0041 43//ESTs//4.0e-25: 1 37:97//Hs.21 307:AA203320 
45 R-HEMBA1004146//Small inducible cytokine A5 (RANTES)//4.1e-27:191:86//Hs.155464:AF088219 

R-HEMBA1 0041 50//GRANCALCIN//0.99:357:59//Hs. 79381 :M81 637 

R-HEMBA1004164//Human mRNA for KIAA0118 gene, partial cds//9.5e-47:313:84//Hs.154326:D42087 
R-HEMBA1004168//Homo sapiens geminin mRNA, complete cds//7.7e-l12:563:96//Hs.59988:AF067655 
R-HEMBA1004199 
50 R-HEMBAl004200//EST//3.1e-89:441:97//Hs.141173:R97701 

R-HEMBA1004202//ESTS, Weakly similar to GTP-BINDING PROJEIN YPTM1 [Zea mays]//1 .7e-1 07:552:94//Hs. 
10092: AI1 89282 

R-HEMBA1004203//Homo sapiens mRNA for KIAA061B protein, complete cds//1 .5e-96:275:98//Hs.1 5832: 
AB014518 

55 R-HEMBA1 004207//Leptin receptor//1 .1 e-1 1 7:573:97//Hs.5451 5:U50748 

R-HEMBAl004225//EST//9.7e-34:186:95//Hs.137567:R206l7' 

R-HEMBA1004227//ESTS, Moderately Similar to !!!! ALU SUBFAMILY SQ WARNING ENTRY !!!![H.sapiensJ//4.0e- 
16:117:91//Hs.92033:AA255832 
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R-HEMBA1004238//Human mRNAfor KIAA0355 gene, complete cds//3.0e-46:338:83//Hs,153014:AB002353 
R-HEMBA1004241//ESTS//1 .3e-1 0: 93 :87//Hs. 137511 :AA456389 

R-HEMBA1 004246//Homo sapiens LIM protein mRNA, complete cds//2.7e-43:511 :72//Hs. 1541 03: AF06 1258 
R-HEMBA1004248//ESTS, Highly similar to INSULIN-INDUCED GROWTH RESPONSE PROTEIN CL-6 [Rattus 
5 norvegiCus)//2. 1 e-61 :221 :86//Hs.7089: W37284 

R-HEMBA1 004264//ESTS//1 .5e-80:425:95//Hs.1 07206: AA234962 

R-HEMBA1004267//ESTS. Moderately Similar to III! ALU SUBFAMILY SP WARNING ENTRY !i!![H.sapiens]//1.4e- 
89:465:95//Hs.113660:D20018 

R-HEMBA1 004272//EST$//4.5e-1 11 :577:94//Hs. 11 5696 :N 57931 
w R-nnnnnnnnnnnn//Homo sapiens clone 617 unknown mRNA, complete sequenced .4e-m:553:96//Hs.93677: 

AF091081 

R-HEMBA1004276//ESTS, Highly similar to BETA-ADAPTIN [Homo sapiens; Rattus norvegicus; Bos taurus]//4.4e- 
92:559:89//Hs.28298:AA203228 

R-HEMBA1004286//Horno sapiens TGF beta receptor associated protein-1 mRNA, complete cds//6.2e- 108:538: 
15 97//HS.1 01 766:AF022795 

R-HEMBA1004289//Sulfotransferase, dehydroepiandrosterone (DHEA) -preferring//1 .7e-34:223:75//Hs.8l884: 
U13061 

R-HEMBA1004295//ESTS, Weakly similar to weakly similar to ANK repeat region of Fowlpox virus BamHI-orf7 

protein [C.elegans]//3.6e-93:496:94//Hs.14337:AA534961 
20 R-HEMBAl004306//ESTs//3.4e-26:363:68//Hs.70279:AA757426 

R-HEMBA1 00431 2//ESTs//4.8e-64:351 :94//Hs.138611 :H82679 

R-HEMBA1004321//Zinc finger protein 44 (KOX 7)//2.6e-37:415:64//Hs.51199:X16281 

R-HEMBAl004323//ESTs//2.1e^O:280:70//Hs.153300:AA928904 

R-HEMBA1004327//ESTs//3.8e-72:343:99//Hs.151708:AA554714 
25 R-HEMBA1004330//ESTs//4.0e-52:270:97//Hs.24654:AA456561 

R-HEMBAl004334//ESTs//1.6e-46:234:98//Hs.47159:AI310231 

R-HEMBA1004335//ESTS//1 .9e-25:250:76//Hs.1 55880: AA703336 

R-HEMBA1 004341//ESTs//3.7e-1 01 : 480 :98//Hs .69321 :AA633240 

R-HEMBA1004353//Homo sapiens mRNA for c-myc binding protein, complete cds//1 .3e-75:444:90//Hs.80686: 
30 D89667 

R-HEMBA1004354//Human mRNAfor KIAA0355 gene, complete CdS//5.9e-39:286:83//Hs.153014;AB002353 
R-HEMBA1 004356//SINGLE-STRANDED DNA-BINDING PROTEIN MSSP-1//1.3e-107:576:93//Hs.55458: 
X77494 

R-HEMBAl004366//ESTs//2.3e-94:524:91//Hs.111496:AA652869 
35 R-HEMBA1 004372//EST//0.27:1 98:60//Hs.1 62665:AA605057 

R-HEMBAl004389//ESTs//4.1e-102:490:98//Hs.153708:AA687264 
R-HEMBA1 004394//ESTS//1 .5e-94:471 :96//Hs.151647:AA002084 

R-HEMBA1004396//Small inducible cytokine A5 (RANTES)//6.2e-41:285:83//Hs.155464:AF088219 
R-HEMBA1004405//ESTs//2.0e-44:329:83//Hs.136839:H93717 
<o R-HEMBA1 004408//ESTS, Weakly similar to homologous to mouse Rsu-1 [H.sapiens]//6.1 e-89:420:99//Hs.88365: 

AA648933 

R-HEMBA1004429//ESTS, Weakly similar to homeotic protein protein zhx-1 [M.musculus]//3.0e-H2:552:96//Hs. 
12940:AI123518 

R-HEMBA1 004433//Human Line-1 repeat mRNA with 2 open reading frames//2.9e-32:463:68//Hs.23094:M 19503 
<5 R-HEMBAl004460//ESTs//2.0e-104:574:93//Hs.46848:AA1 95829 

R-HEMBA1004461//ESTs//2.9e-102:503:98//Hs.16370:AA017033 

R-HEMBA1004479//ELK1, member of ETS oncogene family//1.le-45:310:75//Hs.116549:AL009172 
R-HEMBA1 004482//ESTS//9.1 e-05:322:62//Hs.34489:AA759306 
R-HEMBAl004502//ESTs//6.9e-112:566:96//Hs.93985:N50034 
50 R-HEMBA1 004506//EST//5.3e-59:456:80//Hs.7241 2:AA1 60941 

R-HEMBA1 004507 

R-HEMBA1004509//ESTS, Moderately similar to HYPOTHETICAL 52.2 KD PROTEIN IN MPR1-GCN20 INTER- 
GENIC REGION [Saccharomyces cerevisiae]//2.9e-82;262:99//Hs.12820:AA004271 

R-HEMBA1 004534//ESTS, Highly similar to ENDOTHELIAL ACTIN-BINDING PROTEIN [Homo sapiensj//1 .1 e-43: 
55 281 :89//Hs.58414:AA196947 

R-HEMBAl004538//EST//3.3e-15:270:71//Hs.136667:AA707972 
R-HEMBA1 004554 

R-HEMBAl004560//ESTs//8.2e-25:179:88//Hs.96560:W22924 
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R-HEMBA1 004573//ESTS. Moderately Similar to ALR [H.sapiens)//1 .0:305 :60//Hs.30272:AA1 3491 3 
R-HEMBA1004577//ESTs//7.9e-50:319:89//Hs.22660:AA582243 
R-HEMBAl004586//ESTs//2.6e-73:384:96//Hs.9582:R39769 
R-nnnnnnnnnnnn//ESTs//6.0e*22:190:82//Hs.42530:N41661 
5 R-HEMBA1 00461 0//ESTS//1 .2e-91 :438:98//Hs.47823:AA780767 

R-HEMBA1 00461 7//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//4.6e-52:327:85//Hs. 
1 59897: AB007970 

R-HEMBA1 004629//ESTs//2.3e-1 9:21 5:76//Hs.1 11 995:AI37591 5 

R-HEMBA1004631//ESTs//3.6e-99:470:98//Hs.49303:AA810785 
10 R-HEMBA1004632//ESTS//1.0:128:66//HS.159182:AA831152 

R-HEMBA1004637//ESTS, Highly similar to HYPOTHETICAL 83.6 KD PROTEIN R05D3.2 IN CHROMOSOME III 

[Caenorhabditis elegans]//4.8e-ni:532:9B//Hs.l2263:AA282393 

R-HEMBA1004638//ESTs//1.2e-66:341:95//Hs.1 22687: AI278454 

R-HEMBA1 004666//ESTS//2.1 e-65:333:96//Hs.98873:AA625442 
15 R-HEMBA1004669//ESTS//0.00039:116:74//HS.138725:N76348 

R-HEMBA1 004670//ESTS//1 .7e«1 6:116:89//Hs.56825:AI057560 

R-HEMBA1 004672//EST//6.7-e-76:31 5:97//Hs.20821 :R1 9368 

R-HEMBA1004693//ESTs//6.4e-68:327:99//Hs.1 59066: AI093252 

R-HEMBA1004697//ESTs//9.3e-98:467:98//Hs.62637:AA043562 
20 R-HEMBA1 004705//EST//0.0034:271 :58//Hs. 1 1 2503: AA599042 

R-HEMBA1004709//EST//1.3e-55:392:85//Hs.149580:AI281881 

R-HEMBA1 00471 1 //Small inducible cytokine A5 (RANTES)//1.9e-47:449:76//Hs.155464:AF088219 
R-HEMBA1004725//EST//I.8e-71:424:88//HS.155712:AI309235 . 

R-HEMBA1004730//Homo sapiens clone 23892 mRNA sequencer//2.1e-44:467:73//Hs.91916:AF035317 
25 R-HEMBA1 004733//EST//0.99:84:65//Hs.1 61 372:AI4231 51 

R-HEMBA1 004734//ESTS//1 .8e-82:421 :96//Hs.21275:N73275 

R-HEMBA1 004736//Ataxia telangiectasia mutated (includes complementation groups A, C and D)//9.5e-39:296: 
82//Hs.51187:U82828 

R-HEMBA1004748//ESTs//1.7e-43:166:86//Hs.37573:H59651 
30 R-HEMBAl004751//ESTs//8.0e-23:155:88//Hs.149464:AI279428 

R-HEMBA1 004752//Thromboxane A2 receptor//2.7e-45:28l :89//Hs.89887:D38081 

R-HEMBA1004753//40S RIBOSOMAL PROTEIN S20//8.3e-67:475:84//Hs.8102:L06498 

R-HEMBA1004756//ESTs//2.0e-81:384:99//Hs.129545:N68679 

R-HEMBA1004758//EST//2.0e-43:367:80//Hs.133006:AI049504 
35 R-HEMBAl004763//ESTs//2.0e-108:567:94//Hs.3757:W87380 

R-HEMBA1004768//ESTS, Weakly similar to RETROVIRUS-RELATED POL POLYPROTEIN [Mus musculus)// 

1.4e-47:379:81//Hs.141273:H66705 

R-HEMBA1004770//ESTs//0.0014:246.61//Hs.124857:AA687092 
R-HEMBA1004771//ESTs//1.1e-12:323:63//Hs.124146:AA699633 
40 R-HEMBAl004776//ESTs//2.5e-112:567:95//Hs.12680:W74476 
R4HEMBA1004778//ESTs//1.4e-33:272:75//Hs.141123:AA848167 
R-nnnnnnnnnnnn 

R-HEMBA1 004803//ESTS//1 .0e-48:319:86//Hs. 139231 :W87732 
R-HEMBA1 004806 
45 R-HEMBA1004807//ESTs//6.2e-77:362:100//Hs.140945:N47676 
R-HEMBA1 00481 6//EST//4.3e-18:246:72//Hs.1 50552: AI053784 

R-HEMBA1004820//Human arginine-rich nuclear protein mRNA, complete cds//5.0e-14:141:85//Hs.80510: 
M 74002 

R-HEMBA1 004847 
50 R-HEMBA1 004850//ESTS//1 .2e-83:395:99//Hs.30925:AA577120 

R-HEMBA1 004863//ESTs//7.5e-21 :204:79//Hs. 35036: H95267 
R-HEMBA1 004864 

R-HEMBA1 004865//EST//6.7e-18:191 :75//Hs.1 29944: AA429362 
R-HEMBA1004880//EST//4.4e-70:346:98//Hs.145094:AA452409 
55 R-HEMBA1 004889//ESTs//4.8e-1 1 7:496:97//Hs. 1 5641 :W63676 

R-HEMBA1 004900//ESTS//1 .2e-1 5:283:68//Hs.1 57606: AI357470 
R-HEMBA1004909//ESTs//7.3e^4:366:79//Hs.1 40329: AA71 4011 

R-HEMBA1 00491 8//Human mRNA for KIAA0392 gene, partial cds//4.6e-50:313:89//Hs.40100:AB002390 
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R-HEMBA1004923//ESTs//0.013:162:64//Hs.143655:AI128388 
R-HEMBA1004929//EST//2.3e-48:250:97//H$.131589:AI025053 

R-HEMBA1004930//Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2//1 .2e-70:547: 
80//Hs.1361:M55053 

5 R-HEMBA1 004933//ESTS, Weakly similar to R06C7.6 [C.elegans]//5.3e-11 0:530:98//Hs.1 8029:AI422883 

R-HEMBA1 004934//ESTS//1 .3e-1 03:522:96//Hs.4041 5: AA03721 5 

R-HEMBA1004944//ESTs//6.0e-21:97:84//Hs.141973:N21434 

R-HEMBA1004954//ESTs//7.9e-112:596:93//Hs.6226:W61007 

R-HEMBA1004956//ESTs//3.1e-58:280:100//Hs.120750:AA741074 
10 R-HEMBA1004960//ESTs//6.9e-89:476:93//Hs.163738;AA601040 

R-HEMBA1 004972//ESTs//3.0e-72:381 :95//Hs.55014:AA934035 

R-HEMBA1 004973//ESTs//2.7e-91 :441 :98//Hs.28144:AI292065 

R-HEMBA1004977//ESTs//2.0e-95:446:99//Hs.29690:A1 168404 

R-HEMBA1004978//Homo sapiens natual killer cell group 2-F (NKG2-F) mRNA, complete cds//0.43:187:67//Hs. 
15 129734:AJ001683 

R-HEMBA1004980//Human mRNA for KIAA0331 gene, complete cds//6.4e-53:305:91//Hs.1 46395 :AB002329 

R-HEMBA1004983//ESTS//0.16:482:57//HS.131929:AI021894 

R-HEMBA1 004995 

R-HEMBA1 005008//EST. Weakly similar to mariner transposase [H.sapiens]//6.9e-51 :482:78//Hs. 141601 :N63520 
20 R-HEMBA1005009//ESTS, Highly similar to ACTIN I [Naegleria fowleri)//3.8e-1 09:551 :96//Hs. 1031 80:AI365212 

R-HEMBA1 00501 9//Homo sapiens mRNA for KIAA0648 protein, partial cds//2.0e-105:542:94//Hs.31921: 
AB014548 

R-HEMBA1 005029//ESTS, Weakly similar to UNE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens]// 
8.4e-95:491 :94//Hs.1 6085:AI261 382 
25 R-HEMBA1 005035//Human mRNA for KIAA0033 gene, partial cds//2.3e-64:31 2:85//Hs.22271 :D26067 

R-HEMBA1005039//ESTs. Weakly similar to zinc finger protein [H.sapiens]//2.6e-48:443:78//Hs.139019:N99348 
R-HEMBA1 005047//ESTS, Highly similar to RAS-RELATED PROTEIN RAB-5A [Canis familiaris]//1 .2e-87:542:87// 
Hs.16258:AI376436 

R-HEMBAl005050//ESTs//6.3e-46:311:86//Hs.159510:AA297145 
30 R-HEMBA1 005062//ESTS//1 .1 e-1 4:21 6:68//Hs. 1 29935: AA994451 

R-HEMBA1005066//Human clone 23574 mRNA sequence//2.2e-24:303:73//Hs.79385:U90905 
R-HEMBA1 005075//EST//0.65:214:62//Hs.1 33991 :AI075789 

R-HEMBA1005079//Human BENE mRNA, partial cds//1.9e-44:304:83//Hs.85889:U 17077 
R-HEMBAl005083//ESTs//2.8e-74:356:98//Hs.132272:AI393958 
35 R-HEMBA1 0051 0l//Homo sapiens SYT interacting protein SIP mRNA, complete Cds//1 .7e-l 1 1 :545:96//Hs.1 1 170: 

AF080561 

R-HEM8A1 0051 13//ESTs//1 . 1 e-1 01 :512:95//Hs.7972:AI052739 
R-HEMBA1005123//Ley l-l7/3.6e-58:51 9:77//Hs. 37062: AC005952 

R-HEMBA1 0051 33//H.sapiens mRNA for MACH-alpha-2 protein//8.3e-46:309:65//Hs.1 9949 :X98 173 
ao R-HEMBA1005149//Homo sapiens mRNA. chromosome 1 specific transcript KIAA0488//4.7e-36:394:75//Hs. 

67619:AB007957 

R-HEMBA1005152//Homo sapiens antigen NY-CO-16 mRNA, complete cds//3.6e-32:362:77//Hs.1 32206: 
AF039694 

R-HEMBA1 0051 59//EST//7.4e-47:252:94//Hs.1 34930: AI093397 
45 R-HEMBA1005185//ESTs//5.2e-48:305:89//Hs.14920:AA910914 . 

R-HEMBA1005201//ESTs//4.7e-58:293:97//Hs.23752:C05766 
R-HEMBAl005202//ESTs//1.0:169:59//Hs.153423:AI198239 

R-HEMBA1 00521 9//Homo sapiens putative tumor suppressor protein (123F2) mRNA, complete cds//0.84:191: 

61//Hs.26931:AF061836 
50 R-HEMBA1 005223//ESTs//0.75:90:707/Hs.1 27446:AA1 67284 

R-HEMBA1 005232//EST//0.056:1 62:67//Hs.65649:F 13687 

R-HEMBA1005241//ESTs//3.6e-113:564:96//Hs.12770:W84331 

R-HEMBA1005244//ESTs//6.4e-22:118:100//Hs.21396:AA114834 

R-HEMBAl005251//ESTs//8.5e-36:213:92//Hs.161554:AA393896 
55 R-HEMBA1 005252//Homo sapiens mRNA for KIAA0585 protein, partial cds//6. 1 e-49:277:93//Hs. 72660: AB0 1 1 1 57 

R-HEMBAl005274//ESTs//3.7e-65:322:98//Hs.105166:AA668862 

R-HEMBA1 005275//ESTS//2.1 e-29:298:73//Hs.33393:R83391 

R-HEMBAl005293//ESTs//3.5e-93:448:98//Hs.l2066:AI208611 
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R-HEMBA1005296//ESTs//4.3e-33:1 68:1 00//HS.1 391 6:AI025750 

R-HEMBA1005304//Small inducible cytokine A5 (RANTES)//2.8e-50:315:82//H$.155464:AF088219 

R-HEMBA1 00531 1//Homo sapiens 4F5S mRNA, complete cds//1.3e-44:318:83//Hs.32567:AF073519 

R-HEMBA1 00531 4//ESTs//3,0e-1 03:491 :98//Hs.41 606: AI095046 

R-HEMBA1 00531 5//EST//1 .9e-29:370:72//Hs.1 61483:N591 69 

R-HEMBA1 00531 8//ESTs//3.9e-1 1 0:535 :97//Hs .26771 :AA126472 

R-HEMBA1 005331//lntercellular adhesion molecule 2//7.6e-39:256:87//Hs.83733:X15606 

R-HEMBA1 005353//ESTS//1 .7e-81 :406:96//Hs.1 55374: AI341 467 

R-HEMBA1 005359//Homo sapiens neuronal thread protein AD7C-NTP mRNA, complete cds//4.7e-46:294:81//Hs. 
129735:AF010144 

R-HEMBA1005367//Atcohol dehydrogenase 2 (class I), beta polypeptide/^ .0:21 0:62//Hs.4:X03350 

R-HEMBA1005372//ESTs//6.2e-95:451:99//Hs.135219:AI091653 

R-HEMBA1 005374//ESTS//1 .5e-1 07:502:99//Hs.1 1 8208:AA947305 

R-HEMBA1 005389//Fc fragment of IgA, receptor for//1 .0e-39:31 1 :80//Hs.54486:X541 50 

R-HEMBA1 005394//ESTS, Weakly similar to coded for by C. elegans cDNA yk30b3.5 [C.elegans]//4.0e-88:489: 

92//Hs.43864:AA131568 

R-HEMBA1 005403//EST//0.0011:78:75//Hs.127061:AA863278 
R-HEMBA1005408//ESTs//3.2e-29:395:71//Hs.117532:AA676725 
R-HEMBA1 00541 0//ESTS//1 .5e-1 8:271 :70//Hs.1 44604: AI052059 
R-HEMBAl005411//ESTs//1.1e-35:335:77//Hs.141181:R98757 

R-HEMBA1 005423//Homo sapiens cyclin-dependent kinase inhibitor (CDKN2C) mRNA, complete cds//l .8e-l 1 8: 
453:99//Hs.4854: AF041 248 

R-HEMBA1005426//Chromosome 1 specific transcript KIAA0491//0.25:264:61//Hs.1 36309: AB007960 
R-HEMBA1005443//Homo sapiens (clone s153) mRNA fragment/71. 7e-47:305:87//Hs.6445:L40391 
R-HEMBA1005447//ESTs//57e-83:529:86//Hs.114253:AA745961 
R-HEMBA1 005468//ESTs//7.3e-23:249:73//Hs.61 199:AA024494 

R-HEMBA1005469//Human mRNA for KIAA0355 gene, complete cds//4.5e-45:320:85//Hs.153014:AB002353 
R-HEMBA1005472//Human kpni repeat mrna (Cdna clone pcd-kpni-8), 3' end//8.4e-73:464:87//Hs. 103948: 
K00627 

R-HEMBA1 005475//ESTs//0.32:192:59//Hs.62694:AAl 00445 !' 
R-HEMBA1 005497 

R-HEMBA1 005500//ESTs//2.2e-43:307:85//Hs.14681 1 :AA41 0788 

R-HEMBA1005506//75 kda infertility-related sperm protein [human, testis, mRNA Partial. 2427 nt]//0. 11:295:60// 
Hs.62608:S58544 

R-HEMBA1005508//ESTs//2.8e-55:319:93//Hs.50150.N90870 

R-HEMBA1 00551 1//ESTs, Weakly similar to similar to mouse MMR1 [C.elegans]//2.6e-82:387:99//Hs.67466: 
AI219740 

R-HEMBA1 00551 7//ESTs//4.6e-77:469:90//Hs.1 26787: AA203322 
R-HEMBA1 00551 8//ESTS//1 .5e-108:561:94//Hs.123167:AA601045 

R-HEMBA1005520//Putative mismatch repair/binding protein hMSH3//7.5e-44:179:84//Hs.42674:U61981 
R-HEMBAl005526//ESTs//8.7e-46:308:86//Hs.146811:AA410788 

R-HEMBA1005528//ESTS, Highly similar to POP2 PROTEIN [Saccharomyces cerevisiaeJ//8.6e-115:578:95//Hs. 
17035:AI080471 

R-HEMBAl005530//ESTs//1.5e-11 0:551 :96//Hs.1 07294 :W72350 
R-HEMBA1005548//ESTS//1 .7e-100:510:96//H$.9115:N90926 
R-HEMBA1005552//lnterleukin 10//2.4e-38:306:80//Hs.2180:M57627 

R-HEMBA1005558//ESTS, Weakly similar to unknown [S.cerevisiae]//5.3e-77:439:91//Hs.22897:R43193 
R-HEMBA1005568//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.4e-31: 
182:76//Hs.133526:N21103 

R-HEMBA1005570//ESTs//3.3e-67:411:88//Hs.142245:AA489709 
R-HEMBAl005576//EST//0.91:52:73//Hs.149518:AI280497 .. 
R-HEMBA1 005577 

R-HEMBA1 005581//Homo sapiens mRNA for MEGF5, partial cds//3.le-28:561:64//Hs.57929:AB011538 
R-HEMBA1 005582//ESTs//6.0e-73:371 :97//Hs.1 03758:C06392 
R-HEMBAl005583//ESTs//8.3e-79:413:95//Hs.62348:AA419539 
R-HEMBA1005588//Human c-yes-1 mRNA//2.6e-52:403:83//Hs.75680:M 15990 
R-HEMBAl005593//ESTs//3.3e-30:139:80//Hs.1 42273: W37905 
R-HEMBA1 005595//ESTS//1 .1 e-97:454:1 00//HS. 27497: Al 274820 
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R-HEMBA1 005606//EST//1 .0e-12:313:64//Hs.162402:AA573125 
R-HEMBA1005609//ESTs//0.49:278:58//Hs.76235:W56390 
R-HEMBA1 005616//EST//1 .3e-98:470:99//Hs.122230:AA781422 

R-HEMBA1005621//ESTS, Weakly similar to MITOTIC MAD2 PROTEIN [S.cerevisiae]//2.8e-95:539:92//Hs. 
5 19400:AA662845 

R-HEMBA1005627//Human mRNa for adipogenesis inhibitory factor//5.5e-38:317:78//Hs.1721:X58377 
R-HEMBA1005631//Human mRNA for KIAA0393 gene, complete cds//2.3e-11:279:65//Hs.1 5245: AF041 081 
R-HEMBA1 005632//EST//1 .5e-1 0:1 81 :70//Hs.1 20259:AA731 522 

R-HEMBA1005634//Homo sapiens mRNA for chemokine LEC precursor, complete cds//1 .4e-25:234:80//Hs. 
10 10458:AF088219 

R-HEMBAl005666//ESTs//2.3e-103:534:95//Hs.14512:AA205973 
R-HEMBA1005670//ESTs//2.6e-39:166:81//Hs.139414:AI279477 

R-HEMBA1 005679//Esterase D/formylglutathione hydrolase//! .3e-50:322:88//Hs.82l93:Ml3450 
R-HEMBA1005580//Homo sapiens LIM protein mRNA, complete cds//3.3e-43:343:81//Hs.154103:AF061258 
15 R-HEMBA1005685//Human homeodomain protein (Prox 1) mRNA, complete cds//0. 0050: 235 :64//Hs. 159437: 

U44060 

R-HEMBA1005699//Human putative EPH-related PTK receptor ligand LERK-8 (Eplg8) mRNA, complete cds// 
1 .7e-47:376:84//Hs.26988:U66406 

R-HEMBA1005705//ESTs//3.0e-53:259:99//Hs.55314:AA772055 
20 R-HEMBA1005717//EST//2.5e-59:287:99//Hs.146870:AI159943 

R-HEMBA1005732//Homo sapiens mRNA for cartilage-associated protein (CASP)//1.2e-45:398:79//Hs.l 55481: 
AJ006470 

R-HEMBA1005737//ESTs//2.5e-57:416:83//Hs.23245:AA053815 
R-nnnnnnnnnnnn//EST//0.098:125:68//Hs.136945:AA765672 
25 R-HEMBA1005755//EST//2,2e-22:180:84//Hs.141488:N47096 

R-HEMBA1005765//Human peptide transporter (HPEPT1) mRNA, complete cds//3.9e-47:404:80//Hs.2217: 
U21936 

R-HEMBA1005780//ESTs//1.3e-1 06:51 2:97//Hs.11 901 :AA1 73974 

R-HEMBA1 00581 3//Homo sapiens mRNA for chemokine LEC precursor, complete cds//2.0e-33:l95:84//Hs. 
30 10458:AF088219 

R-HEMBA1 00581 5//ESTs//7.6e-1 9:290:71//Hs. 1 1 221 8: AI038601 

R-HEMBA1 005822//ESTs//5.4e-49:246:98//Hs.34804:AA514960 

R-HEMBA1005829//ESTs//2.7e-72:344:99//Hs.54548:AI039201 

R-HEMBA1 005834//ESTS//1 .6e-44:31 7:82//Hs.1 57029: Al 08061 8 
35 R-HEMBA1 005852//ESTS//1 .6e-1 02:544:93//Hs.991 1 :AA09891 1 

R-HEMBA1 005853//ESTS//1 .8e-78:398:95//Hs.1 40248: AA75791 7 

R-HEMBAl005884//EST//2.6e-18:275:67//Hs.139357:AA420970 

R-HEMBA1 005891//ESTS//2.1 e-89:427:98//Hs.67317:AI022252 

R-HEMBA1 005894 
40 R-HEMBA1 005909//ESTs//2.6e-91 :436:99//Hs.1 47492: AI21 5686 

R-HEMBA1 0059 11//ESTs//1.1e-85:446:95//Hs.1 34494: AI076363 

R-HEMBA1005921//ESTs//1.4e-84:428:95//Hs.127993:AA970632 

R-HEMBA1005931//Homo sapiens mRNA for KIAA0526 protein, complete cds//9.5e-45:446:75//Hs.59403: 
AB011098 

45 R-HEMBA1005934//ESTs//0.20:142:65//HS.97079:AA370867 

R-HEMBA1 005962//ESTS//1 .8e-87:409: 1 00//HS.1 61 292:AI1 9941 8 
R-HEMBA1 005963 

R-HEMBA1005990//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//2.2e-H3:580:95//Hs. 
26285:AF082516 

so R-HEMBA1005991//Human antisecretory factor- 1 mRNA, complete cds//2. Oe-45: 55 1:70//Hs.l 48495: AF050 199 

R-HEMBA1 005999//ESTs//7.5e-24:201 :69//Hs.1 57029: AI08061 8 
R-HEMBA1 006002//ESTS//3.1 e-1 1 2:573:95//Hs.61 233:AI379875 
R-HEMBA1 006005//EST//1 .0:105:63//Hs.145273:AJ249436 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0725 protein, partial cds//2.4e-28:444:67//Hs. 26450: AB01 8268 
55 R-HEMBA1 006035//ESTs//4.5e-94:465:97//Hs.44625:N49951 ' 

R-HEMBAl006036//ESTs//6.1e-90:420:100//Hs.126771:AA916508 
R-HEMBA1 006042//EST//1 .5e-88:424:98//Hs. 132551 :AA948490 
R-nnnnnnnnnnnn 
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R-HEMBA1006081//ESTs//7.8e-68:356:95//Hs.27410:N25612 
R-HEMBA1006090//EST//5.1e-66:320:99//Hs.99551:AA461517 
R-HEMBA1 006091 //ESTs//2.0e-84:441 :94//Hs.9658:AA506313 

R-HEMBA1006100//Human high-affinity copper uptake protein (hCTR1) mRNA, complete cds//3.4e-43:328:82// 
5 Hs.73614:U83460 

R-HEMBA1 006108//ESTS//1 .5e-44:228:98//Hs.26368:AA789297 

R-HEMBA1 0061 21//ESTs//1 .6e-1 1 6:547:99//Hs.341 51 :AI279293 

R-HEMBA1 0061 24//EST//1 .6e-20:286:64//Hs.1 48457 :AI1 98931 

R-HEMBA1006130//ESTs//8.8e-47:231:99//Hs.16470:AA121635 
10 R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0792 protein, complete cds//8.7e-27:296:73//Hs.1 19387: 

AB007958 

R-HEMBA1 006142//ESTS//1 .5e-27:255:70//Hs.139507:T77542 
R-HEMBAl006155//ESTs//4.9e-64:353:94//Hs.84560:R41212 
R-HEMBA1006158//Deoxyuridine triphosphatase//0.99:162:62//Hs.82113:U31930 
15 R-HEMBAl006173//ESTs//7.5e-85:462:92//Hs.79092:H29627 
R-HEMBA1006182//ESTs//5.5e-29:218:72//Hs.141466:H96906 
R-HEMBA1006l98//ESTs//2.1e-34:282:82//Hs.142068:AA176125 

R-HEMBA1006235//Homo sapiens clone 24422 mRNA sequence//6.9e-11 2:545 :97//Hs.1 09268 :AF070557 
R-HEMBA1006248//ESTS, Highly similar to ZINC FINGER PROTEIN MFG1 [Mus musculus]//3.3e-1 14:581:95// 
20 Hs.23617:AA928683 

R-HEMBA1 006252//Human mRNA for KIAA0080 gene, partial CdS//7.0e-48:284:76//Hs.74554:D38522 
R-HEMBA1006253//Homo sapiens 45kDa Splicing factor mRNA, complete cds//5.7e-30: 1 79:91 //Hs.1 5836: 
AF083384 

R-HEMBA1 006259//Homo sapiens KIAA0421 mRNA, partial cds//1.5e-45:326:84//Hs.41742:AB007881 
25 R-HEMBA1006268//ESTs, Highty similar to c-Jun leucine zipper interactive [M.musculus]//1.2e-97:529:93//Hs. 

10552:AA524401 

R-HEMBA1006272//ESTs, Moderately similar to RETROVI RUS-RELATED PROTEASE [H.sapiens]//2.7e-88:484: 
92//Hs.104129:AA923278 

R-nnnnnnnnnnnn//H.sapiens PAP mRNA//5.2e-56:585:71//Hs.49007:X76770 
30 R-HEMBA1006283//ESTS, Weakly similar to NUCLEAR POLYADENYLATED RNA-BINDING PROTEIN NAB2 [S. 

cerevisiae]//1.6e-66:377:91//Hs.1 08674 :W25821 

R-HEMBA1 006284//ESTs//3.7e-1 1 0:544:96//Hs.55296:Ai084735 

R-HEMBAl006291//ESTs//2.2e-91:457:96//Hs. 114611 :N37019 

R-HEMBA1 006293//ESTs//5.4e-78:370:99//Hs. 15511 1 :AI202037 
35 R-HEMBA1 006309//ERYTHROCYTE BAND 7 INTEGRAL MEMBRANE PROTEIN//3.7e-40:167:86//Hs.74478: 

U33931 

R-HEMBA1 00631 0//ESTs, Weakly similar to reverse transcriptase [M.musculus]//5.6e-76:417:94//Hs.111754: 
AI204587 

R-HEMBA1006328//Small inducible cytokine A5 (RANTES)//2.8e-60:397:78//Hs.155464:AF088219 
40 R-HEMBA1006334//Human occludin mRNA, complete cds//0.72:369:59//Hs.93518:U49184 

R-HEMBA1006344//Human plectin (PLEC1) mRNA, complete cds//0.016:217:64//Hs.79706:U53204 

R-HEMBA1006347//ESTS, Highly similar to HYPOTHETICAL 97.6 KD PROTEIN IN SHP1-SEC17 INTERGENIC 

REGION [Saccharomyces cerevisiae)//3.6e-119:582:97//Hs.42343:AI417075 

R-HEMBAl006349//ESTs//5.2e-57:305:94//Hs.6338:AA411382 
45 R-HEMBA1006359//ESTs//8.2e-90:426:99//Hs.100873:AA678008 

R-HEMBA1 006364//ESTs//2:2e-98:582:91//Hs.23837:AA541 787 

R-HEMBA1006377//EST//0.0097:145:621/Hs.133027:AI049830 

R-HEMBA1006380//Homo sapiens mRNA for KIAA0594 protein, partial cds//1 .0e-41 :349:79//Hs. 154872: 
AB011166 

so R-HEMBA1 00638 1//ESTs//5. 1 e-46:320:85//Hs. 37573 :H59651 

R-HEMBA1006398//Human Line-1 repeat mRNA with 2 open reading frames//9.0e-87:5 82:84//Hs.23094:M 19503 

R-HEMBA1 00641 6//ESTS//1 .5e-1 7:251 :73//Hs.33950:AI21 8923 

R-HEMBAl006419//EST//8.5e-65:353:94//Hs.141309:H72778 

R-HEMBA1 006421//Oxytocin receptor//1 .2e-12:249:68//Hs.2820:X64878 
55 R-HEMBA1006424//ESTS, Weakly similar to pot. ORF II [H.sapiens)//6.3e-13:263:66//Hs.43127:AA258004 

R-HEMBAl006426//ESTs//6.5e-84:401:99//Hs.37303:Cl6964 

R-HEMBA1006438//EST//0.87:266:57//HS.99456:AA457380 

R-HEMBA1 00644 5//ESTs//2.0e-81:414:96//Hs. 581 53:W72033 
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R-HEMBA1006446//Homo sapiens mRNA for cadherin-6, complete cds//1 .6e-05:487:58//Hs.32963:D31784 
R-HEMBA1006461//EST$//5.1e-78:393:97//Hs.142677:R95895 

R-HEMBA1006467//ESTS, Weakfy similar to putative pl50 [H.sapiens]//3.0e-17:342:63//Hs.111730:AA604403 

R-HEMBA1006471//ESTs//3.8e-66:370:92//Hs.14063:T77441 

R-HEMBA1 006474 

R-HEMBA1006483//Human G protein-coupled receptor (STRL22) mRNA, complete cds//4.2e-40:365:78//Hs. 
46468:U45984 

R-HEMBA1 006485//H. sapiens mRNA for aminopeptidase//2.5e-92:51 7:91//Hs.1 32243:Y07701 

R-HEMBA1006486//EST//7.0e-47:240:76//Hs.161917:AA483223 

R-HEMBA1006489//ESTs//2.1e-93:440:99//Hs.125264:AA873350 

R-HEMBA1006492//ESTS//O.00034:52:90//Hs.1 6321 9:AA81 0720 

R-HEMBAl006494//EST//1.8e-06:192:67//Hs.141401:H93387 

R-HEMBA1006497//ESTs//6.2e-45:232:97//Hs.118015:N33117 

R-HEMBA1 006502//Complement component 5 receptor 1 (C5a ligand)//8.7e-1 6:135:72//Hs.2161 :M62505 
R-HEMBA1006507//Homo sapiens mRNA for KIAA0666 protein, partial cds//3.9e-117:570:96//Hs. 153858: 
AB014566 

R-HEMBA1 006521//ESTs//9.9e-99:496:96//Hs.64906:AA677300 • 
R-HEMBA1 006530//ESTs//0.1 8:260:60//Hs.24970:AI057628 
R-HEMBA1 006535//GS1 PROTEIN//0.52:267:62//Hs.78991 :M86934 
R-HEMBA1 006540//EST//0.01 6:1 43:66//Hs. 1 481 89: AA897331 

R-HEMBA1 006546//Homo sapiens mRNA for KIAA0582 protein, partial cds//2.2e-48:287:91//Hs.79507:AB01 1 1 54 
R-HEMBA10065597/ESTS, Moderately similar to neurodegeneration-associated protein 1 [R.norvegicus]//1 8e- 
1 09:547:96//Hs.21 1 22:AA1 91 594 

R-HEMBAl006562//EST//1.1e-13:327:63//Hs.149641:AI283064 
R-HEMBA1 006566//ESTs//2.6e-59:31 1 :97//Hs. 14601 4: R5 1876 ' 
R-HEMBA1 006569//ESTs//4.7e-89:458:96//Hs.42861 :W74725 
R-HEMBAl006579//ESTs//2.9e-19:110:99//Hs.126191:AA873876 

R-HEMBA1006583//Human mRNA for tryptophan hydroxylase (EC 1. 14.1 6. 4)//9.5e-29:276:76//Hs. 144563: 
AF057280 

R-HEMBA1 006595//ESTS//1 .3e-96:487:96//Hs.43228:N67390 

R-HEMBA1006597//Small inducible cytokine A5 (RANTES)//9.8e-44:291:85//Hs.155464:AF088219 
R-HEMBA1 006612 

R-nnnnnnnnnnnn//ESTs//1 .2e-25: 225 :80//Hs.1 38852: AA284247 
R-HEMBA1 006624//ESTS//1 .9e-93:454:98//Hs.72531 :AA773630 

R-HEMBA1006631//Human mRNA for KIAA0033 gene, partial cds//7.5e-60:286:90//Hs.22271:D26067 
R-HEMBA1 006635//ESTS, Moderately Similar to !!!! ALU SUBFAMILY SP WARNING ENTRY !!!! [H.sapiens]//2.7e- 
91:426:100//Hs.139469:AI299889 

R-HEMBA1 006639//ESTS, Highly similarto POLYADENYLATE-BINDING PROTEIN [Homo sapiens)//3.4e-37:1 86: 
100//Hs.109818:AA411185 

R-HEMBA1 006643//ESTS//1 .8e-35:189:97//Hs.1 39640: AA846777 

R-HEMBA1006648//Homo sapiens integrin-linked kinase (ILK) mRNA, complete cds//8.1e-l08:567:94//Hs.6196: 
U40282 

R-HEMBA1006652//ESTs//7.6e-100:536:93//Hs.142613:AAl29427 
R-HEMBA1 006653//ESTs//2.0e-33: 1 81 :87//Hs. 1 53599: AI28251 1 
R-HEMBAl006665//EST//1.2e-13:141:72//Hs.145596:AI263102 
R-HEMBA1006674//ESTs//3.1e-32:212:83//Hs.95115:AA206594 
R-HEMBA1 006676//ESTs//2.6e-95:51 0:93//Hs.391 40:AI041 842 
R-HEMBA1 006682//EST//1 .4e-05:277:62//Hs.1 45762: AI269435 

R-HEMBA1 006695//Homo sapiens apoptotic protease activating factor 1 (ApaM ) mRNA, complete cds//l .9e-32: 
261 :79//Hs.77579:AF013263 

R-HEMBAl006696//ESTs//4.5e-95:448:99//Hs.155694:AI032695 

R-HEMBA1006708//ESTs, Weakly similar to Miller-Dieker lissencephaly gene [H.sapiens]//1.1e«92:483:94//Hs. 
6525:AI205313 

R-HEMBA1006709//ESTs//3.4e-25:207:80//Hs.88617:AA872062 
R-HEMBA1 006717 

R-HEMBAl006737//EST//5.9e-30:317:75//Hs.140568:AA826002 
R-HEMBA1006744//lnterteukin 10//3.7e-41:419:74//Hs.2180:M57627 
R-HEMBA1006754//ESTS//1 .2e-46:276:83//Hs.141254:AI334099 
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R-HEMBA1006758//ESTs//0.00043:48:100//Hs.157265:AA489646 
R-HEMBA1006767//EST//0.094:120:65//Hs.159873:R92763 
R-HEMBAl006779//EST//9.3e-45:298:85//Hs.149580:AI281881 
R-HEMBA1 006780//ESTS//1 .6e^6:423:77//Hs. 1 41 602:N63562 
R-HEMBAl006789//ESTs//7.6e-55:245:95//Hs.6459:AI092936 
R-HEMBA1 006795//EST$//8.6e-47:31 5:78//Hs. 1 40491 : W527Q5 
R-HEMBA1 006796//ESTs//0.26:1 75:65//Hs.1 03280: AI334978 

R-HEMBA1006807//Homo sapiens DEC-205 mRNA, complete Cds//5.7e-47:461:75//Hs.153563:AF011333 
R-HEMBA1006821//ESTs//3.5e-12:222:68//Hs.150439:AI016305 

R-HEMBA1006824//Homo sapiens mRNA, clone:RES4-16//6.7e-51:29B:90//Hs.121493:D25272 
R-HEMBA1 006832//ESTs//0.0050:1 08:70//Hs.12853:T65556 . 

R-HEMBA1 006B49//Human mRNA for KIAA0118 gene, partial cds//2.le-49:367:83//Hs.154326:D42087 
R-HEMBA1 006865//ESTs//0.85:1 12:63//Hs.116430:AA644665 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0772 protein, complete cds//1.8e-67:611:74//Hs.15519: 
AB018315 

R-HEMBA1006885//ESTs//2.4e-66:347:96//Hs.100624:N95453 

R-HEMBA1006900//ESTs//2.7e-91:466:96//Hs.32984:R89739 

R-HEMBAl006921//ESTs//2.2e-33:170:100//Hs.152277:AA593117 

R-HEMBA1006926//ESTs. Weakly similar to ZK1 053.6 [C.elegans]//2.9e-28:213:84//Hs.9096:AA029400 
R-HEMBAl006929//ESTs//4.0e-13:210:66//Hs.100895:AA479308 
R-HEMBA1006936//ESTs//3.9e-05:60:93//Hs.8737:W22712 
R-HEMBA1006938//EST//0.0021:244:62//HS.144237:W52382 

R-HEMBA1006941//Homo sapiens mRNA for putative thioredoxin-like protein//6.5e-77:371:98//Hs.42644: 
AJ010841 

R-HEMBA1 006949//ESTs//1.2e-67:335:98//Hs.25780:R51321 
R-HEMBAl006973//ESTs//0.029:242:61//Hs.146074:N34457 
R-HEMBA1006976//EST//0.70:206:61//HS.147092:AI1 89827 

R-HEMBA1006993//Human mRNA for KIAA0327 protein, complete Cds//2.6e-47:368:80//Hs.1 49323: AB002325 
R-HEMBA1 006996//ESTs//0.027:326:58//Hs.1 05008:AA451 679 
R-HEMBA1007002//ESTs//0.13:116:66//Hs.26928:Z41440 
R-HEMBA1 00701 7//ESTs//4.3e-47:208:87//Hs.1 55243: N70293 

R-HEMBA1 00701 8//ESTS, Moderately similar to LlC-2 [R.norvegiCUS]//2.8e-11 2:558 :96//Hs.107905:AI248363 
R-HEMBA1 007045 

R-HEMBAl007051//ESTs//2.5e-39:321:80//Hs.146811:AA410788 
R-HEMBA1 007052//EST//3.4e-41 :377:74//Hs.44634:N34839 
R-HEMBA1 007062//ESTS//1 .2e-92:439:99//Hs.1 62882: AA8071 40 
R-HEMBAl007066//ESTs//0.85:204:61//Hs.22795:AI208272 
R-HEMBA1 007073//ESTs//6.6e-52:362:85//Hs.30821 :AI096866 

R-HEMBA1 007078//EST, Moderately Similar to !!!! ALU SUBFAMILY SQ WARNING ENTRY !!!! [H.sapiens]//7.2e- 
40:163:83//HS.152369:AA504818 

R-HEMBA1007085//ESTs//8.1e-1 03:51 9:96//Hs.90638:AI348087 
R-HEMBA1 007087//ESTS//3.1 e-51 :354:86//Hs.6449:W95025 
R-HEMBA1 0071 12//EST//0.090:328:59//Hs.136623:AA633597 

R-HEMBA1007113//Homo sapiens mRNA, clone: RES4-16//1.1e-47:427:76//Hs.1 21493:025272 

R-HEMBA1007129//ESTs//6.1e-13:314:65//Hs.137538:AA769438 

R-HEMBA1 007147 

R-HEMBAl007149//ESTs//9.7e-103:540:94//Hs.127240:AAl49818 
R-HEMBA1007151//ESTs//8.2e-102:505:96//Hs.24948:AA977674 

R-nnnnnnnnnnnn//Homo sapiens epsin 2b mRNA, complete cds//1 .6e-1 04:529 :94//Hs.22396:A.F062085 
R-HEMBAl007178//ESTs//2.2e-57:366:90//Hs.21648:AI302954 ' 
R-HEMBA1 0071 94//ESTs//9.0e-68:336:98//Hs.49760:AA741 051 

R-HEMBA1 007203//Homo sapiens mRNA for KIAA0214 protein, complete cds//1 .7e-62:332:95//Hs.3363:D86987 
R-HEMBA1007206//Human c-yes-1 mRNA//4.5e-49:390:80//Hs.75680:M 15990 

R-HEMBA1007224//Homo sapiens mRNA for KIAA0797 protein, partial CdS//7.4e-98:471:97//Hs.27197: 
AB018340 

R-HEMBA1 007251//ESTS//1 .6e-78:377:99//Hs.98912:AA436864 
R-HEMBAl007256//ESTs//3.5e-20:127:79//Hs.137352:AA024934 

R-HEMBA1 007267//Homo sapiens KIAA0395 mRNA, partial cds//8.8e-48:343:83//Hs.43681 :AL022394 
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R-HEMBA1007273//ESTs//1.0e-98:472:98//Hs.122610:AA807062 
R-HEMBA1007279//ESTs//3.3e-107:558:94//Hs.126480:AI221207 
R-HEMBA1007281//EST//0.074:244:63//HS.29304:R73543 
R-HEMBAl007268//EST//9.4e-43:344:81//Hs.162l12:AA524604 
5 R-HEMBAl007300//ESTs//0.096:371:57//Hs.102680:N52990 
R-HEMBA1 007301 

R-HEMBA1007319//ESTs//7.7e-113:570:96//Hs.29263;Al337917 

R-HEMBA1007320//ESTS, Moderately similar to hypothetical protein 2 [H. sapiens]//5.5e-l 5:3 U:64//Hs. 142764: 
AA205569 

10 R-HEMBA1007322//Human kpni repeat mrna (cdna clone pcd-kpni-4), 3' end//5.7e-49:383:83//Hs. 139107: 

K00629 

R-HEMBA1007327//Human melanoma antigen recognized by T-cells (MART-1) mRNA//1 .9e-42:371 :79//Hs. 
154069:U06452 

R-HEMBA1007341//EST//3.0e-1 7:291 :68//Hs.150788:AI301 848 
15 R-HEMBAl007342//EST//2.7e-11:263:67//Hs.145259:AI218684 

R-HEMBA1007347//Homo sapiens DEC-205 mRNA, complete cds//9.7e-47:368:82//Hs.153563:AF011333 

R-HEMBB1 000005//ESTS, Weakly similar to putative pl50 [H.sapiens]//3.3e-44:341 :71//Hs.111730:AA604403 

R-HEMBB1 000008//Homo sapiens tumor necrosis factor superfamily member LIGHT mRNA, complete cds//3.2e- 

40:292:83//Hs.129708:AF064090 
20 R-HEMBB1 00001 8//H. sapiens mRNA for urea transporter/^ .0e-49:31 1 :87//Hs.66710:X96969 

R-HEMBBl000024//ESTs//7.5e-21:234:76//Hs.157049:AI345418 

R-HEMBB1 000025//ESTs//2.2e-36:371 :78//Hs. 56562: AA056332 

R-HEMBBl000030//ESTs//3.2e-76:373:97//Hs.140190:AA701449 

R-HEMBB1000036//ESTS, Highly similar to HYPOTHETICAL 43.2 KD PROTEIN C34E10.1 IN CHROMOSOME 
25 Hi [Caenorhabditis elegans]//6.0e-92:477:95//Hs.4877:AA41 8465 

R-HEMBB1 000037//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds//2.5e-92:467:97// 
Hs.20815:AF084928 

R-HEMBB1000039//ESTs//1 .8e-43:361 :71//Hs. 108206: N64702 
R-HEMBB1 000044//EST//7.6e-70:367:95//Hs.140860:R42954 ' 
30 R-HEMBB1000048//EST//1.5e-45:262:91//Hs.157627:AI357802 
R-HEMBB1 000050//ESTs//0.039:91 :74//Hs.1 631 89:AA236903 
R-HEMBB1 000054//ESTs//3.0e-1 04:550:94//Hs.1 52395: AA5331 07 

R-HEMBB1000055//ESTS, Moderately similar to UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX SUB- 
UNIT VI REQUIRING PROTEIN [H.sapiens]//1 .1e-72:350:99//Hs.116490:AA659584 
35 R-HEMBB1 000059//ESTS//1 .7e-1 0:200:70//Hs.1 63954: N 57939 

R-HEMBB1 000083//Homo sapiens mRNA for GCP170, complete Cds//6.0e-41 :337:80//Hs.4953:D63997 
R-HEMBB1000089//Human mRNA for KIAA0355 gene, complete cds//3.5e-39:487:70//Hs.153014:AB002353 
R-HEMBB1 000099//ESTs//5.7e-37:353:75//Hs.22910:VV1 8193 

R-HEMBB1000103//Homo sapiens mRNA for KIAA0640 protein, partial cds//6.5e-18:298:69//Hs.1 53026: 
40 AB014540 

R-HEMBB1000113//EST//8.2e-94:437:100//Hs.136893:AA805239 

R-HEMBB1000119//Homo sapiens ASMTL gene//1.2e-84:428:95//Hs.6315:Y15521 

R-HEMBB1000136//ESTS//0.043:262:59//HS.61304:AA025692 

R-HEMBB!000141//ESTs//5.0e-38:254:79//Hs.141658:N77915 
45 R-HEMBB1 000144//ESTs//9.6e-05:235:60//Hs.61 700:AA033951 

R-HEMBB1000173//EST//9.6e-44:258:76//Hs.1619!7:AA483223 

R-HEMBBl000175//ESTs//4.8e-98:475:97//Hs.149740:AI199558 

R-HEMBB1 0001 98//ESTs//1 .0: 1 23 :62//Hs.1 16602 :AA665965 

R-HEMBB1 00021 5//Human mRNA for KIAA0355 gene, complete cdS//2.2e^6:302:86//Hs.153014:AB002353 
50 R-HEMBB1 00021 7//ESTs//2.2e-1 05:496:99//Hs. 65973: AI339364 

R-HEMBB1 00021 8//Homo sapiens DNA fragmentation factor 40 kDa subunit(DFF40) mRNA, complete cds//1 .le- 
48:292:79//Hs. 1 33089: AF06401 9 

R-HEMBB10002267/ESTS, Weakly similar to HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME 
II [C.elegansJ//5.le-73:449:89//Hs.16803:AA843214 
55 R-HEMBBl000240//ESTs//1.1e-109:536:97//Hs.13528:AA523106 

R-HEMBB1000244//Small inducible cytokine A5 (RANTES)//9.5e-42:323:83//Hs.155464:AF088219 
R-HEMBB1000250//EST//8.8e-l2:284:64//Hs.145960:AI276783 
R-HEMBBl000258//EST//4.5e-1 4:31 5:66//Hs.1 62551 :AA584782 
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R-HEMBB1 000264 

R-HEMBB1000266//ESTS, Weakly similar to similar to the beta transducin family [C.elegans)//2.7e-1 02:556:93// 
Hs.16079:AA083522 

R-HEMBBl000272//ESTs//4.3e-91:480:94//Hs.107467:H11385 
5 R-HEMBB1000274//Homo sapiens mRNA for KIAA0557 protein, partial cds//7.9e-24:l98:72//Hs.l0l4l4: 

AB011129 

R-HEMBB1 000284//ESTs//4.8e-64:389:91//Hs.1 1 8043:N50458 

R-HEMBB1000307//Human mRNA for KIAA0355 gene, complete cds//3.6e-43:288:87//Hs.153014:AB002353 

R-HEMBB1000312//ESTs//6.0e-23:272:73//Hs.121354:AA758601 
10 R-HEMBB1 00031 7//ESTs//7.5e-90:424:99//Hs. 1 50042: AI298034 

R-HEMBB1 00031 8//Small inducible cytokine A5 (RANTES)//3.3e^1:318:80//Hs.155464:AF088219 

R-HEMBB1000335//ESTs//3.7e-15:324:65//Hs.85077:AA968576 

R-HEMBB1000336//ESTs//6.4e-76:402:95//Hs.17207:H92480 

R.HEMBB-1000337//ESTs//2.1e-80:391:97//Hs.118990:AI378084 
15 R-HEMBB1 000338//Small inducible Cytokine A5 (RANTES)//4.0e-39:274:85//Hs.1 55464:AF08821 9 

R-HEMBB1 000339//EST//5.8e-41 :336:79//Hs.151873:AA205736 

R-HEMBB1000341//ESTs//3.8e-19:310:68//Hs.37573:H59651 

R-HEMBBl000343//EST//1.1e-77:396:95//Hs.162664:AA605020 

R-HEMBB1000354//Human mRNA for KIAA0186 gene, complete cds//1.7e-1 5 :293:65//Hs. 36232 :D8 0008 
20 R-HEMBBl000369//ESTs//1.6e-21:234:73//Hs.111583:AA463590 

R-HEMBB1 000374//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//2.3e-56:335:77//Hs. 
92381 :AB007956 

R-HEMBB1 000376//H. sapiens mRNA for urea transporter//2.7e-50:525:74//Hs.66710:X96969 
R-HEMBBl000391//ESTs//6.6e-50:316:88//Hs.142259:AA828840 
25 R-HEMBB1 000399//Homo sapiens mRNA for cell cycle checkpoint protein//3.8e-1 09:531 :97//Hs.1 61 84:AJ001 642 

R-HEMBB1 000402//H.sapiens mRNA for MACH-alpha-2 protein//2.7e-35:369:72//Hs.1 9949:X981 73 
R-HEMBB1 000404//ESTs//0.088:298:59//Hs.61607:AA032026 
R-HEMBBl000420//EST//2.2e-78:376:98//Hs.160787:AI336591 

R-HEMBB1 000434//Human mRNA for KIAA0118 gene, partial cds//3.9e-50:302:89//Hs.1 54326 :D42087 
30 R-HEMBB1 000438//ESTS, Weakly similar to !!!! ALU CLASS B WARNING ENTRY !!!! [H.sapiens]//0.30:2 14:63// 

HS.1 42209: AA873303 

R-HEMBB1000441//Human C-yes-1 mRNA//2.2e-46:280:90//Hs.75680:M15990 
R-HEMBB1000449//ESTs//7.8e-59:332:92//Hs.87013:AA1 30221 
R-HEMBB1 000455//EST//4.8e-1 4:421 :65//Hs. 68832 :AA088438 
35 R-HEMBB1 000472//ESTS//1 .1 e-1 04:505:98//Hs.1 32824:AI033396 

R-HEMBB1 000480//Human mRNA for KIAA0392 gene, partial cds//2.5e-49:295:90//Hs.401 00:AB002390 
R-HEMBBl000487//EST//0.78:87:68//Hs.1 34601 :AI081 506 

R-HEMBB1000490//Sma« inducible cytokine A5 (RANTES)//4.0e-39:320:80//Hs.155464:AF088219 
R-HEMBB1000491//Homo sapiens PYRIN (MEFV) mRNA, complete CdS//3.7e-50:312:76//Hs.113283:AF018080 
*0 R-HEMBB1 000493//ESTS//7.1 e-1 8: 1 50:82//Hs.1 42068 :AA1 76125 

R-HEMBB1 00051 0//EST//1 .4e-45:139:97//Hs.152260:AA489703 

R-HEMBB1 00051 8//Hu man mRNA for KIAA0118 gene, partial cds//4.8e-50:415:78//Hs.154326:D42087 
. R-HEMBB1000523//Homo sapiens PYRIN (MEFV) mRNA, complete cds//2.7e-57:497:78//Hs. 11 3283: AF01 8080 

R-HEMBBl000530//ESTs//2.7e-73:425:90//Hs.141254:AI334099 
«5 R-HEMBBl000550//EST//2.9e-11:113:79//Hs.161503:N68662 

R-HEMBB1 000554//Human huntingtin interacting protein (HIP1 ) mRNA, complete cds//8.2e-1 3:92:8 1//HS.97206: 

AF052288 : : ; ' 

R-HEMBB1 000556//ESTS//1 .1 e-94:529:92//Hs.33476:N36986 

R-HEMBB1000564//ESTs//1.3e-19:128:91//Hs.142058:N34258 
50 R-HEMBBl000573//ESTs//1.6e-86:494:90//Hs.1 20979: Al 160709 

R-HEMBBl000575//ESTs//1.6e-45:232:74//Hs.141019:AA287618 

R-HEMBBt000586//ESTs//5.1e-42:281 :83//Hs.1 38852 :AA284247. ' 

R-HEMBBl000589//ESTs//1.0e-10:184:71//Hs.142677:R95895 

R-HEMBB1000591//ESTs//3.2e-40:406:75//Hs.138787:H73704 
55 R-HEMBB1 000592//ESTs//1 .8e-97:455:99//Hs.94229:W65391 "] 

R-HEMBB1000598//Human anti secretory factor-1 mRNA, complete cds//1.8e-46:305:85//Hs.148495:AF050199 

R-HEMBB1 000623//ESTs//8.3e^7:277:92//Hs.6045:W67125 

R-HEMBB1000630//ESTS//5.1 e-1 06:538:96//Hs.1 3422: AI082249 
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R-HEMBB1000631//ESTs//5.le-100:508:96//Hs.110379:N58152 
R-HEMBB1 000632//ESTs//6.2e-44:371 :60//Hs. 1 32722: AA6 18531 

R-HEMBB1 000637//Human mRNA for KIAA0080 gene, partial cds//6.4e-49:254:86//Hs.74554:D38522 

R-HEMBB1 000638//EST//2.2e-38:371 :76//Hs.1 62236 :AA55 1582 
5 R-HEMBB1000643//ESTS//0.0049:191:62//HS.55445:W31963 

R-HEMBB1000649//ESTS, Moderately Similar to hTAFII68 [H.sapiens)//4.0e-76:399:95//Hs.124106:AA948100 

R-HEMBB1 000652//ESTS//1 .5e-1 4:271 :64//Hs.1 63954: N57939 

R-HEMBBl000665//ESTs//4.2e-12:109:87//Hs.41407:W94988 

R-HEMBB1 000671//ESTs//2.8e-68:439:87//Hs.140491 :W52705 
W R-HEMBB1000673//EST//0.58:46:82//Hs.142286:AA338293 

R-HEMBB1000684//ESTs//8.5e-20:307:72//Hs.122825:AA765454 

R-nnnnnnnnnnnn//Homo sapiens neuroanl mRNA, complete cds//6.5e-52:287:93//Hs.l 58300 :AF040723 
R-HEMBB1000705//Small inducible cytokine A5 (RANTES)//4.6e-24:165:78//Hs.155464:AF088219 
R-HEMBB1000706//EST//1 .2e-1 0:21 1 :65//Hs. 105524: AA521 41 2 
15 R-HEMBB1000709//ESTS, Weakly similar to putative p150 [H.sapiens]//3.9e-50:245:99//Hs.111730:AA604403 

R-HEMBB1 000725//Human mRNA for KIAA0308 gene, partial cds//0.11 :350:59//Hs.1 0351 :AB002306 
R-HEMBBl000726//EST//5.3e-49:303:88//Hs.149580:AI281881 

R-HEMBB100073 8//Homo sapiens mRNA, clone:RES4-16//2.5e-49:302:89//Hs.121493:D25272 
R-HEMBB1 000749//ESTS//1 .6e-49:331 :86//Hs.1 52788 :AA630925 
20 R-HEMBBl000763//ESTs//97e-104:474:95//Hs.77480:AAl 00522 

R-HEMBB1 000770//EST//1 .0e-75:359:99//Hs.136564:AA642445 
R-HEMBB1000781//ESTs//5.3e-66:317:99//Hs.28827:AI125541 
R-HEMBBl000789//ESTs//5.9e-83:394:99//Hs.120842:AA435771 

R-HEMBB1 00079 0//PLATELET GLYCOPROTEIN V PRECURSORY//1.3e-37:193:75//Hs.73734:Z23091 
25 R-HEMBB1 000794//ESTS//7.1 e-98:490:96//Hs. 1 05743:AA53271 8 

R-HEMBB1 000807//ESTs//2.6e-22:145:92//Hs.5391 3: AA908961 

R-HEMBB1 00081 0//Small inducible cytokine A5 (RANTES)//1 .8e-34:206:79//Hs.155464:AF088219 
R-HEMBBl000821//ESTs//2.4e-90:425:99//Hs.118659:AI052447 
R-HEMBBl000822//ESTs//1.7e-45:288:89//Hs.24130:R27124 ;r 
30 R-HEMBB1000826//Small inducible cytokine A5 (RANTES)//2.9e-51:245:82//Hs.155464:AF088219 

R-HEMBBl000827//EST//2.8e-40:295:84//Hs.149580:AI281881 
R-HEMBBl000831//ESTs//4.0e-59:291:98//Hs.62675:AA044176 
R-HEMBB1 000835//ESTstf7.3e-21 :124:82//Hs.1 02671 :N52545 

R-HEMBBl000840//ATPase, Na + /K+ transporting, beta 2 polypeptide/^ .3e-43:1 63 :84//Hs. 78854: AF007876 
35 R-HEMBB1000848//Homo sapiens mRNA for KIAA0565 protein, complete Cds//9.5e-41 :367:78//Hs. 129740: 

AB011137 

R-HEMBBl000B52//EST//1.2e-09:188:70//Hs.127869:AA968599 

R-HEMBB1000B70//Cytochrome P450, 51 (lanosterol l4-alpha-demethylase)//l.0e-4l:483:73//Hs.2379:U23942 
R-HEMBB1 000876//EST//0.0022:211 :63//Hs.1 25552 :AA8841 41 
40 R-HEMBB1 000883//ESTS//1 .4e-65:343:95//Hs.98269:H27247 

R-HEMBBl000887//ESTs//4.0e-22:212:79//Hs.138965:AI004740 
R-HEMBB1000888//EST//8.2e-07:196:64//Hs.118276:W15258 

R-HEMBB1000890//ISLET AMYLOID POLYPEPTIDE PRECURSORY//! .1e-46:327:83//Hs.51048:X68830 
R-HEMBBl000893//EST//4.7e-34:242:85//Hs.149580:AI281881 
45 R-HEMBB1000908//EST//0.95:27:100//HS.142568:AA285066 : ' 

R-HEMBB1 00091 0//ESTS//1 .9e-36:3 18:78//Hs. 1411 40: AA71 5983 

R-HEMBB1 00091 3//Human mRNA for KIAA0327 protein, complete cds//2.5e-33:367:73//Hs.1 49323 :AB002325 
R-HEMBB1 00091 5//ESTs//0.00018:188:61//Hs.44847:AI222742 

R-HEMBB1 00091 7//Homo sapiens KIAA0414 mRNA, partial CdS//3.7e-41:228:84//Hs.127649:AB007874 
SO R-HEMBBl000927//ESTs//2.2e-62:307:98//Hs.97044:AA365784 

R-HEMBB1000947//ESTS, Weakly similar to F26E4.13 [C.elegans]//3.3e-60:350:91//Hs.49163:AA532881 

R-HEMBB1 000959//Human Line-1 repeat mRNA with 2 open reading frames//8. 1 e-84:546:86//Hs.23094:MI9503 

R-HEMBB1000973//ESTs//6.8e-95:445:99//Hs.1 05859: AI41 9354 

R-HEMBB1000975//ESTS//1 .2e-39:197:100//Hs.26176:AI032007 
55 R-HEMBBl000981//EST//7.7e-58:284:98//Hs.60179:AA007242 

R-HEMBB1000985//ESTS//I.2e-103:524:95//HS.43102:AA131369 

R-HEMBB1000991//EST//0.99:58:72//Hs.100246:T23625 

R-HEMBB1000996//Homo sapiens LIM protein mRNA, complete cds// 1. 3e-4 1 :482 : 70//HS. 1541 03 :AF06 1258 
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R-HEMBB1 001004//ESTs//5.7e-70:362:95//Hs.6434:W27112 

R-HEMBB1001008//ESTS, Weakly similar to hypothetical L1 protein [H.sapiens]//23e-25:339:71//Hs. 129992: 
H58762 

R-HEMBBl001011//ESTs//4.0e-53:325:92//Hs.33268:AI191214 
5 R-HEMBBl001014//ESTs//1.3e-46:323:83//Hs.163980:AA715814 

R-HEMBB1001020//Homo sapiens PYRIN (MEFV) mRNA, complete Cds//3. Oe-46 : 305 :76//Hs. 11 3283 :AF0 18080 

R-HEMBBl001024//ESTs//8.5e-47:374:80//Hs.141602:N63562 

R-HEMBBl001037//ESTs//2.6e-47:282:91//Hs.155384:Z78365 

R-HEMBB1 001 047//EST//6.2e-33:232:74//Hs.1 601 46:AI049975 . 
10 R-HEMBB1001051//ESTs//3.7e-79:385:98//Hs.95290:AA046107 

R-HEMBB1001056//Homo sapiens mRNA for KIAA0618 protein, complete cds//1.1e-87:497:91//Hs.15832: 

AB014518 

R-HEMBB1001058//Homo sapiens mRNA for KIAA0475 protein, complete cds//2.2e-26:125:81//Hs.5737: 
AB007944 

15 R-HEMBB1001060//ESTs//1-9e-37:541:69//Hs.141534:N64785 
R-HEMBBl001063//ESTs//4.7e-42:269:88//Hs.55855:AA621381 

R-HEMBB1001068//Homo sapiens Iiprin-beta2 mRNA, partial cds//9.1e-1 07:51 2:97//Hs.12953:AF034803 
R-HEMBB1001096//Human HsLIM15 mRNA for HsLiml5, complete cds//1 .2e-20:233:70//Hs.37181:D64108 
R-HEMBB1001102//Human mRNA for KIAA0355 gene, complete cds//9.1e-40:299:82//Hs.153014:AB002353 
20 R-HEMBB1001105//Homo sapiens PYRIN (MEFV) mRNA, complete cds//4. 8e-46: 296 :87//Hs. 11 3283 :AF0 18080 

R-HEMBBl001114//ESTs//6.2e-44:293:86//Hs.70279:AA757426 
R-HEMBBl001117//ESTs//1.1e-80:471 :90//Hs.61935:T75092 
R-HEMBBl001119//ESTs//4.0e-38:213:84//Hs.109140:AI289942 
R-HEMBB1001126 

25 R-HEMBB1 0011 33//Human SS-A/Ro ribonucleoprotein autoantigen 60 kd subunit mRNA, complete cds//1 .6e-24: 

285:73//Hs.554:M25077 

R-HEMBBl001137//ESTs//4.6e«10:66:100//Hs.74924:AI332962 
R-HEMBBl001142//EST//6.4e-48:315:85//Hs.149580:AI281881 
R-HEMBB1001151 

30 R-HEMBB1001153//ESTS, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1 .3e- 

65:331 :96//Hs. 1 541 79: AA579 1 97 

R-HEMBB1001169//Oxytocin receptor//1 .5e-25:165:73//Hs.2820:X64878 
R-nnnnnnnnnnnn//ESTs//3.5e-41 :233:93//Hs. 1 2921 8: AA99 1 1 62 
R-HEMBB1001177 
35 R-HEMBBl001182//ESTs//1.9e-86:455:95//Hs.6937:AA524349 
R-HEMBB1001199 

R-HEMBBl001208//ESTs//3.3e-43:216:99//Hs.121806:N7l183 
R-HEMBBl001209//ESTs//6.7e-80:409:96//Hs.141l85:R99549 
R-HEMBB1001210//ESTs//2.2e-46:290:88//Hs.103329:D11573 
40 R-HEMBB1 00121 8//Kangai 1 (suppression of tumorigenicity 6, prostate; CD82 antigen (R2 leukocyte antigen, 

antigen detected by monoclonal and antibody IA4))//3.ie-44:298:87//Hs.l 03458 :X53795 
R-HEMBBl001221//ESTs//9.4e-75:353:100//Hs.151504:AA550817 

R-HEMBB1 001 234//ESTS. Highly similar to 65 KD YES-ASSOCIATED PROTEIN [Gallus gallus]//3.8e-80:400:96// 
Hs.71873:AA148213 
45 R-HEMBBl001242//ESTs//1.6e-63:404:87//Hs.25534:AA1 49560 

R-HEMBB1001249//ESTs//3.8e-34:360:70//Hs.l50727:AI292236 
R-HEMBBl001253//EST//0.0011:84:77//Hs.124579:AA853987 
R-HEMBBl001254//ESTs//4.5e-95:444:99//Hs.161059:AI431268 

R-HEMBB1001267//Homo sapiens mRNA, chromosome 1 specific transcript KlAA0501//1.3e-50:524:73//Hs. 
50 159897:AB007970 

R-HEMBB1001271//Human mRNA for KIAA0118 gene, partial cds//4.0e-45:323:84//Hs.1 54326 :D42087 
R-HEMBB1 001282//EST//2.9e-78:401 :96//Hs.72871 :AA169412 

R-HEMBB1001288//ESTS, Highly similar to HYPOTHETICAL 27.3 KD PROTEIN ZK353.7 IN CHROMOSOME II! 
[Caenorhabditiselegans)//2.6e-l04:5l5:97//Hs.16606:W8102l 
55 R-HEMBB1 001 289//ESTs//7.8e«45:440:75//Hs.44702:AI1 48840 

R-HEMBB1 001 294//ESTS//1 .9e-1 00:476:99//Hs.1 0901 7:AI0571 1 2 
R-HEMBB1001302 

R-HEMBBl001304//ESTs//4.0e-92:431:99//Hs.113750:AI091154 
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R-HEMBB1001314//Interieukin 10//6.3e-41:334:79//Hs.2180:M57627 
R-HEMBB1001315//Inter1eukin 10//1 .9e-43:285:87//H$.2180:M57627 

R-HEMBB1001317//Human cytochrome P450-IIB (hllB3) mRNA, complete cds//8.4e-45:357:81//Hs.110194: 
M29873 

5 R-HEMBB1001326//ESTs//0.85:174:62//Hs.133487:AI393754 

R-HEMBB1001331//ESTs, Weakly similar to DFS70 [H.sapiens)//6.5e-61 :313:96//Hs.43071:AA206222 

R-HEMBBl001335//EST//5.2e-80:381:99//Hs.116769:AA630365 

R-HEMBBl001337//ESTs//2.7e-84:404:99//Hs.148966:AI242639 

R-HEMBB1 001 339//ESTs//2.1 e-97:485:9B//Hs.88357:AA262470 
10 R-HEMBB1001346 

R-HEMBB1 001348//ESTS//1 .1 e-43:295:85//Hs.1 63604: R94354 

R-HEMBB1001356//EST//6.0e-11:89:86//Hs.152366:AA486721 

R-HEMBB1 001364//ESTS, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.0e- 
12:1 29:79//Hs.9792: AA027055 
is R-HEMBB1001366//Human mRNA for KIAA0118 gene, partial cdS//1.2e-50:550:72//Hs.1 54326: D42087 

R-HEMBB1001367//ESTS//1 .2e-19:165:82//Hs.146314:R99617 

R-HEMBB1001369//Small inducible cytokine A5 (RANTES)//1.9e-25:217:80//Hs.155464:AF088219 
R-HEMBB1001380//ESTs//4.0e-08:216:63//Hs.143763:AI174205 
R-HEMBB1 001 384//ESTs//6.6e-1 1 0:547:96//Hs.6671 :AI341 699 
20 R-HEMBB1 001387//ESTS//1 .1 e-1 04:497: 98//Hs.87654:AA853970 

R-HEMBB1 001 394//ESTs//6.4e-73:428:89//Hs. 1 39922: AA281 350 

R-HEMBB1001410//Alcohol dehydrogenase 7 sigma subunit (class lV)//0.88:365:58//Hs.389:X76342 

R-HEMBB1 001424//ESTS//1 .3e-88:466:94//Hs.421 74:AA1 94644 

R-HEMBB1 001426//ESTs//2.2e-45:337:82//Hs.37573:H59651 
25 R-HEMBB1 001 429//EST//3.8e-5 9:543 :76//Hs.1 58803:AI376846 

R-HEMBB1 001 436//ESTs//3.7e-69:332:99//Hs. 1 5651 8:AA72431 7 

R-HEMBB1 001 443//ESTs//4.8e-54:270:98//Hs.21 898:AI088201 

R-HEMBBl001449//ESTs//3.2e-43:170:84//Hs.150727:AI292236 

R-HEMBB1001454//ESTs//9.1e-46:304:86//Hs.139190:N55515 
30 R-HEMBBl001458//ESTs//3.2e-98:478:97//Hs.50144:N67293 

R-HEMBB1001463//Homo sapiens KIAA0421 mRNA, partial Cds//4.3e-50:440:78//Hs.41742:AB007881 

R-HEMBB1001464//ESTS, Weakly similar to K01H12.1 [C.elegans]//0.25:222:61//Hs.1 3275: AI341 468 

R-HEMBB1 001 482//ESTs, Moderately similar to zinc finger protein [R.norvegicus]//0.80:53:83//Hs.26799:W74481 

R-HEMBB1 001 500//EST//1 .4e-1 3:31 0:67//Hs.1 62663: AA60451 5 
35 R-HEMBB1001521//Homo sapiens mRNA for KIAA0737 protein, complete cds//2.5e-29:186:92//H$. 17630: 

ABO 18280 . 

R-HEMBB1001527//ESTS, Weakly similar to HYPOTHETICAL 92.1 KD PROTEIN ZK1098.3 IN CHROMOSOME 

Ml [Caenorhabditis e!egansJ//4.7e-5l:404:81//Hs.l4l429:AA63l9l5 

R-HEMBBl001531//ESTs//3.3e-13:250:67//Hs.139158:AA226159 
40 R-HEMBB1 001535//H.sapiens mRNA for sigma 3B protein//1 .9e-39:291 :82//Hs.1 54782 :X99459 

R-HEMBB1 001 536//Human mRNA for KIAA0355 gene, complete cds//5.0e-44:31 8:83//Hs.15301 4:AB002353 

R-HEMBB1001537//Homo sapiens KIAA0409 mRNA, pardal CdS//3.2e-47:318:80//Hs.5158:AB007869 

R-HEMBBl001555//ESTs//2.6e-13:182:71//Hs.1 12671 :AI377274 

R-HEMBBl001562//ESTs//1.7e-43:316:83//Hs.l51365:AA643962 
45 R-HEMBB1 001 564//EST//1 .3e-35:141 :81//Hs.1 621 97:AA53521 

R-HEMBB1001565//Human mRNA for KIAA0331 gene, complete cds//5.1 e-1 8:1 52:85//Hs.146395:AB002329 

R-HEMBB1 001 585//ESTS//1 .1 e-32:1 90:84//Hs.33354:AA1 79944 

R-HEMBBl001586//ESTs//4.9e-94:447:99//Hs.124084:AA843219 

R-HEMBB1 001 588//EST//8.3e-2 7:363: 69//HS.1 41 603:N6601 5 
50 R-HEMBB1 001 603//ESTs//1 .2e-1 01 :482:99//Hs.1 2403:AI0901 84 

R-HEMBBl001618//ESTs//5.8e-35:437:70//Hs.136868:AA805044 

R-HEMBB1 001 61 9//EST//1 .7e-38:476:70//Hs.1 39093:AA1 66888 

R-HEMBB1001630//Homo sapiens mRNA, clone:RES4-16//5.7e-41:193:90//Hs.121493:D25272 
R-HEMBB1 001 635//ESTs//9.5e-34:304:82//Hs.1 40444: AI002082 
55 R-HEMBB1001637//ESTs//1.0e-42:443:74//Hs.21978:AA009633 
R-HEMBBl001641//EST//2.4e-06:67:86//Hs.162398:AA5728f3 
R-HEMBBl001653//ESTs//4.8e-80:381:99//Hs.140502:AA806438 
R-HEMBBl001665//ESTs//2.3e-44:372:79//Hs.132818:AI038577 
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R-HEMBB1001668//ESTs//0.73:212:62//Hs.8928:N32572 

R-HEMBB1001673//Homo sapiens mRNA for KIAA0646 protein, complete cdS//5.9e-117:573:97//Hs.24439: 
AB014546 

R-HEMBB1001684//ESTS, Moderately similar to Tbcl [M.musculus]//5.4e-106:523:97//Hs.26939:AA804534 
5 R-HEMBB1001685//ESTS, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens)//1.9e- 

43:292:86//Hs.96337:AA225358 

R-HEMBBl00l695//ESTs//3.7e-101:539:94//Hs.78289:R60867 
R-HEMBB1 001704//EST//0.96:248:57//Hs.1 63025:AA703038 
R-HEMBB1 001 706//ESTS//1 .3e-39:308:81//Hs. 1 41 31 8:N71 080 
10 R-HEMBB1 001707//ESTS, Moderately similar to hypothetical protein 2 [H.sapiens]//4.9e-32:277:73//Hs.1 42764: 

AA205569 

R-HEMBB1 001 71 7//ESTs//1 .6e-34:225:87//Hs.57883:AA2 1 8645 

R-HEMBB1001735//ESTS, Highly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens]// 

8.6e-11:158:71//Hs.141263:H64113 
15 R-HEMBB1 001 736//ESTs//0.0035:223:60//Hs.21 354:AA203403 

R-HEMBB1 00l747//EST//9.9e-55:293:81//Hs.112866:AA620488 

R-HEMBBl001749//ESTs//2.5e-13:95:91//Hs.139888:N25287 

R-HEMBB1001753//ESTs//2.6e-07:141:70//Hs.144604:AI052059 

R-HEMBB1 001 756//EST//2.6e-06:1 65:64//Hs.1 21 1 95.AA75721 1 
20 R-HEMBB1 001 760//LOW-DENSITY LIPOPROTEIN RECEPTOR PRECURSOR//1 .3e«24:264:74//Hs. 70008: 

L00352 

R-HEMBB1 001 762//ESTS//2.1 e-81 :447:93//Hs. 1 52766:AA21 1 369 
R-HEMBB1 001 785//ESTs//0.040:390:58//Hs.1 1 6651 :AA993406 
R-HEMBB1 001 797//ESTS//2.1 e-90:428:99//Hs.8958:AA1 69253 
25 R-HEMBB1 001 802//Desmin//9.9e-95:497:93//Hs. 1 1 91 04:M63391 

R-HEMBB1 001812//ESTs//1.2e-12:91 :78//Hs.1 38852 :AA2 84247 

R-HEMBB1 001 816//Human Line-1 repeat mRNA with 2 open reading frames//5.9e-13:143:76//Hs.23094:M19503 
R-HEMBB1 001 831 //Homo sapiens PAM COOH-terminal interactor protein 1 (PCI P1) mRNA, complete cds//5.5e- 
106:498:98//Hs.159396:AF056209 
30 R-HEMBB1001836//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//9.6e-39:288:73//Hs. 

67619:AB007957 
R-HEMBB1001839 

R-HEMBB1 001 850//EST//0. 020:1 1 9:68//Hs.32767:H38125 

R-HEMBB1 001 863//ESTs//4.5e-1 7:226:72//Hs. 1 57253: AI357539 
35 R-HEMBB1 001 867//ESTs//2.3e-1 6:254:68//Hs. 1 23664: AA8061 06 

R-HEMBBl001868//EST//9.8e-30:155:100//Hs.160572:AA888397 

R-HEMBBl001869//ESTs//2.8e-42:376:78//Hs.141973:N21434 

R-HEMBB1 001 872//EST//0.85:1 56:64//Hs.1 1 9501 :AA487980 

R-HEMBB1001874//EST//0.64:107:70//Hs.147482:AI215572 
40 R-HEMBB1001875//EST//0.079:199:59//Hs.121810:AA775240 

R-HEMBB1 001 880//Thromboxane A2 receptor//9.0e-47:297:88//Hs.89887:D38081 

R-HEMBBl001899//ESTs//6.3e-68:323:100//Hs.121538:AA609310 

R-HEMBBl001905//ESTs//4.4e-19:227:73//Hs.146173:AA906191 

R-HEMBB1 001 906//ESTs//1 .6e-90:463:95//Hs.28266:H46725 
45 R-HEMBB1 001908//Homo sapiens EVI5 homolog mRNA, complete CdS//3.7e-27:557:64//Hs.26929:AF008915 

R-HEMBB1001910//EST//6.0e-37:308:78//Hs.162197:AA535216 

R-HEMBB1 00191 1//Homo sapiens tapasin (NGS-17) mRNA, complete cds//8.0e-58:367:79//Hs.5247:AF029750 
R-HEMBBl001915//ESTs//3.1e-73:395:93//Hs.l7054:AI139897 

R-HEMBB1 001921//Human mRNA for KIAA0392 gene, partial cds//2.7e-50:323:88//Hs.40100:AB002390 
50 R-HEMBB1 001 922//H. sapiens mRNA for novel member of serine-arginine domain protein, SRrpI 29//7.4e-38:531 : 

70//Hs.153086:Y11251 

R-HEMBB1001925//Human mRNA for KIAA0327 protein, complete cds//9.5e-19:199:77//Hs.149323:AB002325 
R-HEMBBl001930//EST//1.9e-18:136:78//Hs.132635:AI032875 
R-HEMBB1 001 944//E S T//0. 034 :228:57//Hs. 93 664 :N 23366 . 
55 R-HEMBBl00l945//ESTs//1.8e-83:439:95//Hs.7341:N57875 \ 

R-HEMBB1001947//ESTs//5.6e-109:533:97//Hs.48855:AAl34589 
R-HEMBB1 001950//ESTS//1 .5e-107:583:93//Hs.8033:N94998 
R-HEMBB1 001 952//ESTS//3.1 e-40:283:85//Hs. 1 4681 1 : AA41 0788 
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R-HEMBB1001953//Human mRNA for KIAA0080 gene, partial cds//6.2e-50:284:83//Hs. 74554 :D38522 
R-HEMBB1 001 957//EST//4.8e-50:382:B1//Hs.1 49580:AI281 881 
R-HEMBBl001962//ESTs//1.5e-20:143:88//Hs.11924:W26972 

R-HEMBB1Q01967//Homo sapiens mRNA for KIAA0575 protein, complete cds//2.3e-61:296:88//Hs. 153468: 
AB011147 

R-HEMBB1 001 973//ESTS//1 .4e-48:303:88//Hs.1 32722: AA61 8531 
R-HEMBBl001983//ESTs//2.6e-72:374:95//Hs.141022:H05475 
R-HEMBB1 001 988//ESTs//2.0e-31 :204:88//Hs. 142531 :N91 572 
R-HEMBB1 001 990//ESTs//9.4e-1 1 5:574:96//Hs.44426:AA1 73223 
R-HEMBB1 001996 

R-HEMBB1 001 997//ESTs//7.6e-78:380:98//Hs.32682:H37798 

R-HEMBB1002002//Human kpni repeat mrna (cdna clone pcd-kpni-8), 3* end//3.0e-l 8 :222:71//Hs. 103948: 
K00627 

R-HEMBB1 002005//EST//2.2e-41 :339:80//Hs.1 60833:AI345334 
R-HEMBBl002009//EST7/2.9e-44:245:94//Hs.28788:R66896 
R-HEMBB1 00201 5//EST//0.0027:198:63//Hs.1 60868: AI359052 
R-HEMBB1 002042//ESTS//1 .1 e-75:529:84//Hs.1 0691 9:AA523900 
R-HEMBBl002043//ESTs//7.9e-40:292:83//Hs.70279:AA757426 
R-HEMBB1002044//ESTs//2.1e-92:460:94//Hs.115897:AA156638 

R-HEMBB1 002045//Homo sapiens PYRIN (MEFV) mRNA, complete cds//5.6e-75:301 :85//Hs. 11 3283: AF01 8080 
R-HEMBBl002049//EST$//3.8e-77:409:94//Hs.122624:R82638 
R-HEMBB1002050//ESTs//8.7e-45:330:82//Hs.44702:A1 148840 
R-HEMBBl002068//ESTs//8.3e-70:333:99//Hs.134807:AI090671 

R-HEMBB1 002069//Homo sapiens neuronal thread protein AD7C-NTP mRNA, complete cds//1 ,5e-75:486:81//Hs. 
129735:AF010144 

R-HEMBB1 002092//ESTs//6.5e-46:331 :83//Hs.2291 0:W1 81 93 

R-HEMBBl002094//EST//3.6e-45:280:88//Hs.149580:AI281881 

R-HEMBB1002115 

R-HEMBB1 0021 39//ESTs//4.2e-45:31 8:85//Hs. 1 07657:AA1 2681 4 

R-HEMBB1 0021 42//Homo sapiens haemopoietic progenitor homeobox H PX42B (HPX42B) mRNA, complete cds// 
1 .4e-45:281 :88//Hs. 125231 :AF068006 

R-HEMBB1002152//EST//4.3e-39:250:89//Hs.156552:AA833553 

R-HEMBB1 0021 89//H.sapiens mRNA for translin associated protein X//1 .4e-47:328:85//Hs.96247:X95073 
R-HEMBBl002190//ESTs//8.3e>05:l22:70//Hs.41974:AF039185 

R-HEMBB1002193//Human sky mRNA for Sky, complete cds//8.9e-24:398:69//Hs.301:Ul8934 
R-HEMBB1 00221 7//EST//6.6e-50:303:89//Hs.149580:AI281 881 
R-HEMBBl002218//ESTs//2.3e-19:150:86//Hs.136031:W95841 
R-HEMBBl002232//ESTs//8.9e-47:445:77//Hs.1 63971 :N27584 
R-HEMBB1002247//EST//6.6e-09:236:65//Hs.130578:AI004631 
R-HEMBBl002249//ESTs//5.2e-16:325:64//Hs.156253:AI334807 

R-HEMBB1 002254//Human Line-1 repeat mRNA with 2 open reading frames//3.8e-99:590:88//Hs.23094:M1 9503 
R-HEMBB1002255//Human mRNA for KIAA0365 gene, partial cds//5.6e-45:342:83//Hs.84123:AB002363 
R-HEMBB1002266//ESTs//4.4e-98:472:98//Hs.65366:AI189112 
R-HEMBB1 002280//EST//2.9e-41 :247:90//Hs.161917:AA483223 
R-HEMBBl002300//ESTs//8.4e-19:229:75//Hs.138463:N72305. 

R-HEMBB1 002306//Homo sapiens KIAA0432 mRNA, complete Cds//0.0021:138:67//HS.155174:AB007892 
R-HEMBB1002327//EST//0.042:249:61//Hs.121097:AA714637 
R-HEMBB1 002329//ESTS//1 .7e-94:453:99//Hs.7114:R24312 
R.HEMBBl002340//ESTs//5.8e-15:163:77//Hs.26378:H10228 

R-HEMBB1 002342//Homo sapiens mRNA for putative thioredoxin-like prote in//0. 85 :46:84//Hs.42644:AJ0 10841 

R-HEMBB1002358//ESTs//2.0e-52:319:81//Hs.140255:AA708322 

R-HEMBBl002359//ESTs//2.7e-106:517:97//Hs.13634:AI051613 

R-HEMBB1002364//Human mRNA for KIAA0080 gene, partial cds//5.3e-37:360:65//Hs.74554:D38522 
R-HEMBBl002371//Catalase//3.3e-22:235:77//Hs.76359:X04085 

R-HEMBB1 002381//Homo sapiens (JH8) mRNA, partial cds//1.0e-08:120:78//Hs.1 42296: AF072467 
R-HEMBB1 002383//ESTs//3.5e-108:520:98//Hs.45140:D80055 
R-HEMBB1 002387 

R-HEMBB1 00241 5//ESTS. Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens)//2.3e-23: 
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168:77//Hs.133526:N21103 

R-HEMBB1002425//Human mRNA for tryptophan hydroxylase (EC 1.1 4.1 6,4)//3.2e-57:304:90//Hs.1 44563: 
AF057280 

R-HEMBBl002442//ESTs//2.7e-48:289:87//Hs.155243:N70293 
5 R-HEMBB1 002453//Human mRNA for KIAA0355 gene, complete cds//6.2e-45:292:87//Hs.153014:AB002353 

R-HEMBB1002457//Human mRNA for KIAA0118 gene, partial cds//2.7e-46:546:71//Hs.154326:D42087 

R-HEMBBl002458//EST//1.8e-72:343:100//Hs.162006:AA508089 

R-HEMBB1 002477//ESTs//1 .6e-38:21 5:93//Hs.1 8240:AA460083 

R-HEMBB1002489//ESTs//1.2e-101:534:94//Hs.7981:H15176 • 
10 R-HEMBB1 002492//ESTs//5.0e-14:350:62//Hs.99205:AA204969 

R-HEMBBl002495//ESTs//2.1e-19:147:86//Hs.163747:AAl74017 

R-HEMBB1002502//ESTS, Weakly similar to p40 [H.sapiens]//1 .2e-68:336:98//Hs.141515:T41142 
R-HEMBB1002509//ESTs//2.7e-97:459:99//Hs.127638:AI014615 

R-HEMBB1002510//ESTS, Weakly similar to located at OATL1 [H.sapiens]//2.2e-48:265:95//Hs. 48827: AA873278 
15 R-HEMBB1002520//EST//7.2e-40:198:84//H$.140493:AA804538 

R-HEMBB1002522//Human putative transmembrane receptor IL-lRrp mRNA, complete cds//0.50:142:69//Hs. 
1 59301 :U43672 

R-HEMBB1 002531 //EST//0.024:1 47:61//Hs.1 48305:AA909605 
R-HEMBBl002534//EST//3.1e-22:168:84//Hs.146794:AI149478 
20 R-HEMBB1 002545//ESTs//9.2e-90:421 :99//Hs.1 1 8317:AI033259 

R-HEMBB1002550//ESTS, Weakly similar to similartoS.cerevisiae LAG1 {C.elegans]//5.le-22:2l0:8l//Hs.H896: 
T68813 

R-HEMBB1002556//ISLET AMYLOID POLYPEPTIDE PRECURSORY//1 .9e-45:344:82//Hs.51048:X68830 
R-HEMBBl002579//ESTs//4.6e-47:326:85//Hs.155184:AA573189 
25 R-HEMBB1 002582//ESTs//0.00036:91 :76//Hs.1 40039: AA047045 

R-HEMBB1002590//ESTS//1 .0e-37:210:84//Hs.36658:N91138 

R-HEMBB1002596//Human mRNA for KIAA0118 gene, partial cds//2.2e-46:297:87//Hs.1 54326 :D42087 
R-HEMBBl002600//EST//2.5e-17:147:84//Hs.121918:AA777424 
R-HEMBB1002601//ESTs//7.8e-68:358:95//Hs.101489:R66923 
30 R-HEMBBl002603//EST//1.1e-47:281:90//Hs.149580:AI281881 
R-HEMBBl002607//ESTs//5.4e-75:379:97//Hs.29438:H42896 

R-HEMBB1 00261 0//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//6.2e-07: 
140:70//Hs.155456:AA707265 

R-HEMBB1002613//Homo sapiens mRNA, chromosome 1 specific transcript KlAA0508//8.5e-47:278:83//Hs. 
35 159187:AB007977 

R-HEMBBl002614//ESTs//3.4e-81:383:99//Hs.13012:AI094150 

R-HEMBB1 00261 7//Ho mo sapiens protease-activated receptor 4 mRNA, complete cds//7.4e-19:l5l:80//Hs. 
137574:AF055917 

R-HEMBB1002623//ESTS//1 .6e-45:288:87//Hs.138852:AA284247 
40 R-HEMBB1002635//Small inducible cytokine A5 (RANTES)//5.5e-39:278:81//Hs.155464:AF088219 

R-HEMBBl002664//EST//8.9e-49:315:87//Hs.1 49580: AI281 881 
R-HEMBB1002677//EST&//O.65:159:62//Hs.1 6351 7:AI41 9775 

R-HEMBB1002683//H.sapiens mRNA for delta 4-3-oxosteroid 5 beta-reductase//8.6e-54:543:75//Hs.2638: 
Z28339 

^5 R-HEMBBl002684//ESTs//3.0e-18:148:87//Hs.158270:AA776646 

R-HEMBB1 002686//ESTS//6.1 e-80:41 9:96//Hs.1 03002: W02753 

R-HEMBBl002692//ESTs//3.3e-58:451:82//Hs.141254:AI334099 

R-HEMBBl002697//ESTs//6.2e-86:423:98//Hs.129812:AA769487 

R-HEMBB1 002699//EST//5.6e-46:322:84//Hs.1 40231 :AI054398 
50 R-HEMBB1002702//ESTS//S.6e-36:412:72//HS.154993:AA1 42842 

R-HEMBB1002705//POLYPOSIS LOCUS PROTEIN 1//0.024:412:58//Hs.74648:M73547 

R-HEMBBl002712//ESTs//9.0e-96:451:99//Hs.136806:AA805682 

R-MAMMA1 000009//ESTs//3.0e-78:392:96//Hs.1 63947: AA678701 

R-MAMMA1 0000 1 9//Small inducible cytokine A5 (RANTES)//1 .5e-47:247:87//Hs. 1 55464: AF08821 9 
55 R-MAMMA1 000020//Zinc finger protein 2 (A1 -5)//4.9e-49:384:80//Hs. 1 55533:X601 52 

R-MAMMA1000025//Homo sapiens KIAA0441 mRNA, complete Cds//4.7e-11 :154:71//Hs.32511 :AB007901 
R-MAMMA1000043//Homo sapiens mRNA for KIAA0761 protein, partial cds//2.0e-58:277:84//Hs.93121: 
AB018304 
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R-MAMMA1 000045//ESTS//1 .0e-38:225:92//Hs.1 42567: AA2871 65 
R-MAMMA100Q055//EST//0.14:91:67//Hs.144061:AA996350 . 

R-MAMMA1000057//Fucosyltransferase 1 (galactoside 2-aIpha-L-fucosyltransf erase, Bombay phenotype includ- 
ed)//3.Be-77:545:83//Hs.69747:M35531 

R-M AMMA1 000069//ESTs//8.0e-1 08:546:96//Hs.44856:N37065 

R-MAMMA1000084//Homo sapiens clone 23632 mRNA sequence//7.3e-43:313:83//Hs.46918:AF052099 
R-MAMMA1000085//ESTS, Highly similar to PUTATIVE CYSTEI N YL-TRN A SYNTHETASE C29E6.06C 
[Schizosaccharomyces pombe]//7.7e-1 04:546:94//Hs.7779:AA045241 

R-MAMMA1000092//EST, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapien$J//4.2e- 
22:287:71//Hs.136063:U51713 

R-M AMM A1 0001 03//LOW-DENSITY LIPOPROTEIN RECEPTOR PRECURSOR//8.4e-49:334:86//Hs.70008: 
L00352 

R-MAMMA1000117//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.le-08: 
96:80//Hs. 1 1 5088: AA2301 72 

R-MAMMA1 0001 29//EST//2.8e-64:310:99//Hs.1 36394: AA523577 
R-MAMMA1000133 

R-M AMM A1 0001 34//ESTS//1 .1e-21 :152:87//Hs.1 63747:AA174017 

R-M AMM A1 0001 39//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//6.3e-40:288:78//Hs. 
1 59897: AB007970 

R-MAMMA1000143//EST//5.0e«52:314:89//Hs.149580:AI281881 

R-M AMM A1 0001 55//Homo sapiens apoptotic protease activating factor 1 (ApaM ) mRNA, complete Cds//1 .5e-59: 
562:75//Hs.77579:AF01 3263 

R-M AMMA1 0001 63//ESTs//2.8e-92:457:96//Hs.1 1 441 3:AA884787 

R-M AMM A1 0001 71//Homo sapiens mRNA for putative lipoic acid synthetase, partial//2.5e-39:173:83//Hs.53531 : 
AJ224162 

R-M AMM A1 0001 73//ESTS, Highly similar to SRC SUBSTRATE P80/85 PROTEINS [Gallus gallus]//2.4e-07:63: 
90//Hs.90367:AI357069 

R-M AMM A1 0001 75//EST//0. 66:21 7:58//Hs.1 46444: Al 1 2761 1 ' 
R-MAMMA1 0001 83//ESTs//6.7e-30:341 :73//Hs.1 25254: AA872054 
R-MAMMA1000198//EST//2.8e-45:185:88//Hs.149580:AI281881 

R-MAMMA1000221//ESTS, Weakly similar to circadian clock protein [M.muscu!usl//1.4e-41:272:90//Hs.68398: 
AA421103 

R-MAMMAl000227//EST//2.4e-39:388:76//Hs.144175:H70425 
R-MAMMA1000241//EST//0.0027:263:61//Hs.37532:H57946 

R-MAMMA1000251//Homo sapiens mRNA for KIAA0772 protein, complete cds//5.3e-47:322:86//Hs.15519: 
AB018315 

R-MAMMA1000254//Homo sapiens tumor necrosis facto rsuperf am ily member LIGHT mRNA, complete cds//2.2e- 
43:31 5:83//Hs. 1 29708:AF064090 

R-MAMMA1000257//EST//1.6e-62:330:93//Hs.141728:W73041 

R-MAMMA1000264/A/onHippel-Lindau syndrome//2.3e-31:141:81//Hs.78160:AF010238 
R-MAMMAl000266//ESTs//3.4e-34:150:81//Hs.163980:AA715814 

R-MAMMA1000270//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0508//2.7e-57:304:78//Hs. 
159187:AB007977 

R-MAMMA1000277//Thiopurine S-methyltransferase//3.7e-27:380:71//Hs.51124:AF019369 
R-MAMMAl000278//ESTs//5.2e-99:504:95//Hs.8494:W72694 

R-MAMMA1000279//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//3.le-58:295:83//Hs. 
92381 :AB007956 

R-M AMM A1 000284//EST//4. 1 e-1 0: 1 51 :73//Hs.60742:AA01 7066 
R-M AMM A1 000287 

R-MAMMA1000302//Homo sapiens KIAA0432 mRNA, complete cds//1 .0:50:64//Hs.155174:AB007892 
R-MAMMA1000307//Human mRNA for KIAA0033 gene, partial cds//1.8e-48:468:76//Hs.22271 :D26067 
R-MAMMA1000309//ESTs//1.7e-94:491 :94//Hs.1 351 06: A 1335251 . 
R-MAMMA1 00031 2//ESTs//8.9e-74:377:96//Hs.1 331 63:AI051 434 
R-MAMMA1000313//EST//8.3e-19:294:62//Hs.127400:AA954491 

R-MAMMA1000331//ESTS, Moderately similar to envelope protein [H.sapiens]//8.6e-54:278:97//Hs.139170: 
AA662998 

R-MAMMA1000339//EST//6.8e-44:169:89//Hs.1 49580: A1281 881 

R-MAMMA1000340//Homo sapiens mRNA for KIAA0625 protein, partial cds//0. 82:204 :61//Hs. 15491 9: AB01 4525 
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R-MAMMA1 000348//ESTs//3.3e-34:320:75//Hs.1 391 58:AA2261 59 

R-MAMMA1000356//ESTS, Highly similar to URIDYLATE KINASE [Saccharomyces cerevi$iae]//0.42:172:61//Hs. 
11463:AA535912 

R-MAMMA1000360//Human mRNA for KIAA0118 gene, partial cds//3.8e-43:212:82//Hs.154326:D42087 
5 R-MAMMAl000361//ESTs//3.1e-17:188:68//H$.164036:AA845659 
R-MAMMA1 000372//ESTS//1 .0e-46:307:85//Hs.1 45032:AA343523 
R-MAMMAl000385//ESTs//8.2e-97:467:98//Hs.152282:AA412065 

R-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquitous Kruppel like factor, complete cds//8.6e-i4:l06: 
92//Hs.32170:AB015132 
W R-MAMMA1 000395//ESTS//1 .9e-57:292:96//Hs. 1 1 365:AB01 060 

R-MAMMA1 000402//ESTS, Moderately similar to RETROVIRUS-RELATED POL POLYPROTEIN [Mus musculus] 
//9. 1 e-47:31 6:8 1 //Hs. 1 38698: N38973 

R-MAMMA1 00041 0//Archain//1 .Be-40:443:74//Hs.33642:X81 1 98 

R-MAMMA1 00041 3//Homo sapiens mRNA for KIAA0792 protein, complete cdS//1.3e-27:304:72//Hs>1 19387: 
15 AB007958 

R-MAMMA1000414//ESTs//2.9e-27:181:87//Hs.141254:AI334099 

R-MAMMA1 00041 6//Human macrophage-derived chemokine precursor (MDC) mRNA, complete cds//l ,5e-58: 
282:82//Hs.97203 : U83 1 71 

R-MAMMA1 000421//Thromboxane A2 receptor//4.9e-48:372:80//Hs.89887:D38081 
20 R-MAMMA1000422//ESTs//0.077:240:62//Hs.123136:AA631067 

R-MAMMA1000423//Human mRNA for KIAA0392 gene, partial cdS//1.3e-48:375:81//Hs.40100:AB002390 
R-MAMMA1000424//Human melanoma antigen recognized by T-cells (MART-1) mRNA//i.4e-44:4l8:75//Hs. 
154069:U06452 

R-MAMMA1 000429//ESTs//3.9e-1 1 3:565:96//Hs.5076:N53461 ' 
25 R-MAMMA1000431//Human macrophage-derived chemokine precursor (MDC) mRNA, complete cds//8.6e-68: 

302:85//Hs.97203:U83171 

R-MAMMA1 000444//Calcium modulating ligand//5.5e-44:344:81//Hs. 1 3572:AF0681 79 

R-MAMMA1000446//ESTS//1 .0:236:60//Hs. 126958: AH 47447 

R-MAMMA1 000458 
30 R-MAMMA1000468//ESTs//4.4e-51 :271 :96//Hs.6839:AA055176 

R-MAMMA1000472//ESTs//5.4e-39:146:86//Hs.141581:AA315361 

R-MAMMA1000478//ESTs//2.3e-74:365:98//Hs.140591:AA828959 

R-MAMMA1000483//ESTs//9.9e-23:235:75//Hs.163592:AA280886 

R-MAMMA1 000490//EST//2. 1 e-80:500:87//Hs. 1 42 1 37: AA2 1 3759 
35 R-MAMMA1000500//Small inducible cytokine A5 (RANTES)//4.7e-43:283:86//Hs.155464:AF08B219 

R-MAMMA1 000501//ESTs//4.2e-37:250:86//Hs.1 41 323:N80390 

R-MAMMA1 00051 6//Human mRNA for KIAA0392 gene, partial cds//5.1e-46:459:75//Hs.40100:AB002390 
R-MAMMA1000522//ESTs//9.5e-16:226:70//Hs.116673:AA669267 
R-MAMMA1 000559//ESTs//5.2e-34:244:84//Hs.1 50727 :A!292236 
40 R-MAMMA1 000565//EST//2.7e-38:386:76//Hs. 1 62404: AA5731 31 

R-MAMMAl000567//EST//0.33:49:79//Hs.147754:AI220561 
R-MAMMA1 000576//ESTs//4.9e-57:348:89//Hs.1 08921 :N31 21 1 

R-MAMMA1000583//Homo sapiens KIAA0412 mRNA, partial cds//1 .3e-52:373:77//Hs.6200:AB007872 
R-MAMMA1000585//ESTs//5.1e-40:337:78//Hs.130815:AA936548 
« R-MAMMA1000594//Small inducible cytokine A5 (RANTES)//3.0e-45:225:80//Hs.155464:AF088219 

R-MAMMA1000597//ESTs//2.0e-98:461:99//Hs.43212:AA993042 

R-MAMMA1000605//CD4 receptor {exons 1 and 2} [human, T-lymphocyte. mRNA, 3429 nt]//1 .5e-50:500:73//Hs. 
116007:S79267 

R-MAMMA1 00061 2//ESTS, Highly similar to HYPOTHETICAL f RP-ASP REPEATS CONTAINING PROTEIN IN 
so SIS1-MRPL2 INTERGENIC REGION [Saccharomyces cerevisiael//8.6e-108:559:94//Hs.29203:Al344105 

R-MAMMA1000616//EST//0.071:169:60//Hs.144096:AI032180 
R-MAMMA1000621//ESTS//1 .0e-90:477:94//Hs.26073:R96361 : 
R-MAMMA1 000623 

R-MAMMA1000625//ESTs//3.4e-98:556:91//Hs.119482:AI361002 
55 R-MAMMAl000643//EST//4.9e-74:379:96//Hs.1 37447: AA342203 

R-MAMMA1 000664//Homo sapiens mRNA for putative lipoic acid synthetase, partial//3.2e-43:400:76//Hs.5353l : 
AJ224162 

R-M AMMA1 000669//EST//6.9e-53:368:84//Hs. 1 49580: AI281 881 
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R-MAMMA1000670//ESTS, Highly similar to HYPOTHETICAL PROTEIN IN TONB 3'REGION [Klebsiella pneu- 
moniae]//8.4e-98:464:98//Hs.31431 :AI022065 
R-MAMMA1000672//ESTs//2.0e-80:382:99//Hs.106747:AI080476 
R-MAMMA1000684//ESTs//6.2e-72:357:98//Hs.67896:AA865212 
5 R-MAMMA1000696//Human mRNA for KIAA0345 gene, complete CdS//3.3e-52:216:75//Hs.98938:AB002343 

R-MAMMA1000707//EST//7.0e-11:195:68//H$.147002:AI184644 

R-MAMMA1000713//Homo sapiens DEC-205 mRNA, complete cds//1 . 5e-45 :485:74//Hs.1 53563 :AF0 11 333 
R-MAMMA1 00071 4//ESTs, Moderately similar to hypothetical protein 2 [H . sapiens]//! .2e-29:15B:79//Hs. 142764: 
AA205569 

10 R-MAMMA1 00071 8//ESTs//3. 1 e-45:264:88//Hs.1 5241 3:AA78051 5 

R-MAMMA1 000720//ESTs//7.4e-44:244:87//Hs.1 1 1 742:R39329 

R-MAMMA1000723//Homo sapiens mRNA for alpha(l,2)fucosyltransferase, complete cds//5.6e-52:350:82//Hs. 
46328:D87942 

R-MAMMA1000731//ESTs//1.1e-19:420:66//Hs.35036:H95267 
15 R-MAMMA1000732//EST//2.9e-20:229:74//Hs.135400:AI056893 

R-MAMMA1000733//ESTS, Weakly similar to HYPOTHETICAL 92.1 KD PROTEIN ZK1 098.3 IN CHROMOSOME 
III [Caenorhabditis elegans]//l .2e-35:371:74//Hs.141429:AA631915 

R-MAMMA1000734//Homo sapiens SEC63 (SEC63) mRNA, complete Cds//2.1e-58:253:98//Hs.31575:AFl00141 
R-MAMMA1000738//ESTS, Weakly similar to similar to Achlya ambisexualis antheridiol steroid receptor [C.ele- 
20 gans]//2.3e-116:557:98//Hs.71472:AA632288 

R-MAMMA1000744//ESTs//0.015:143:67//Hs.135382:AI224205. 

R-MAMMA1000746//Human Line-1 repeat mRNA with 2 open reading frames//2.3e-90:568:86//Hs.23094:M 19503 

R-MAMMA1000752//lnterleukin 10//2.8e-43:339:80//Hs.2l80:M57627 

R-MAMMAl000760//EST//5.0e-44:306:86//Hs.1 62404: AA5731 31 
25 R-MAMMA1000761//EST//5.0e-41:187:85//Hs.162335:AA564256 

R-MAMMA1000775//Human mRNA for KIAA0355 gene, complete cds//3.0e-46:465:76//Hs.153014:AB002353 

R-MAMMAl000776//ESTs//1.9e-43:429:73//Hs.141742:W22204 

R-MAMMA1000778//ESTS//1 .8e-31 :445:70//Hs.111723:H57439 

R-MAMMA1 000782//EST//0.001 9: 1 02:68//Hs. 1 20686: AA7471 50 
30 R-MAMMA1 000798//ESTS//1 .4e-1 3:267:69//Hs.1 401 56:AA7041 63 

R-MAMMA1000802//Clathrin, light polypeptide (Lcb)//1.5e-45:358:76//Hs.73919:X81637 

R-MAMMA1000831//ESTS//1 .3e-1, 04:51 0:97//Hs.1 7494: AA572675 

R-MAMMAl000839//EST//2.9e-51:307:89//Hs.149580:AI281881 

R-MAMMAl000841//ESTs//1.3e-34:412:72//Hs.121256:AA757902 
35 R-MAMMA1000842//ESTS, Moderately Similarto !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//9.4e- 

44:363:79//Hs.96337:AA225358 

R-MAMMAl000843//ESTs//2.2e-106:525:97//Hs.152016:AA603097 
R-MAMMA1000845//ESTs//1.6e-66:327:98//Hs.156900:AA468955 
R-MAMMA1000851//ESTs//3.7e-14:115:86//Hs.140590:R76251 
40 R-MAMMA1000855//Human mRNA for KIAA0392 gene, partial cds//5.7e-47:281:91//Hs.40100:AB002390 

R-MAMMA1 000856//EST//1 .8e-1 6:1 50:79//Hs. 1 3681 1 :AA78921 2 
R-MAMMA1 000862//EST//3.2e-05:93:73//Hs.1 61 205:AI41 931 1 
R-MAMMA1 000863//ESTS//1 .0e-46:446:73//Hs.1 53432 :AA098922 

R-MAMMA1000865//Homo sapiens clone 23632 mRNA sequence//3.0e-39:324:80//Hs.46918:AF052099 
45 R-MAMMA1 000867//ESTs//9.8e- 1 6:1 93:76//Hs.1 52340: AA521 399 

R-MAMMA1000875//EST//3.1e-24:301:72//Hs.132635:AI032875 
R-MAMMA1000876//ESTs//9.9e-48:246:97//Hs.112165:AA621243 
R-MAMMA1000877//ESTs//1.4e-38:324:79//Hs.141024:H07128 

R-MAMMA1000880//Homo sapiens mRNA for KIAA0594 protein, partial cds//3.2e-40:542:68//Hs.1 54872: 
50 AB011166 

R-MAMMA1 000883//ESTS//1 .0:207:60//Hs.471 99:N51 1 07 
R-MAMMA1 000897//ESTs//2.6e-7B:383:97//Hs.41 067:AI31 021 5 

R-MAMMA1000905//Human mRNA for KIAA0331 gene, complete cds//9.7e-53:307:91//Hs.1 46395: AB002329 
R-MAMMA1000906//ESTs//8.0e-25:206:83//H$.14l825:AA017093 
55 R-MAMMA1000908//ESTs//4.4e-32:176:96//Hs.38559:AA701634 
R-MAMMA1 0009 1 4//ESTS//0.032: 1 50:63//Hs. 1 1 91 62: AA399989 

R-MAMMA1000921//Human 53K isoform of Type II phosphatidylinositol-4-phosphate 5-kinase (PIPK) mRNA, 
complete cds//7.7e-38:269:74//Hs.108966:U48696 
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R-MAMMA1000931//ESTS//1 .2e-80:457:91//H$.122319:AA782335 
R-MAMMA1000940//ESTs//3.3e-43:329:82//Hs.35254:AI133727 
R-MAMMA1000941//ESTs//7.5e-55:306:84//Hs.163936:AA632281 
R-MAMMA1000942//ESTs//2.5e-83:405:98//Hs.116491:AA650428 
5 R-MAMMA1000943//Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2//9.3e-79:567: 

80//Hs.1361:M55053 

R-MAMMA1000956//EST//5.7e-53:256:100//Hs.162209:AA536178 

R-MAMMA1000957//Kangai 1 (suppression of tumorigenicity 6, prostate; CD82 antigen (R2 leukocyte antigen, 
antigen detected by monoclonal and antibody IA4))//7.5e-49:340:85//Hs.103458:X53795 
10 R-MAMMA1000962//Homo sapiens mRNA for KIAA0575 protein, complete cds//2.0e-48:21 6 :85//Hs. 153468: 

AB011147 

R-MAMMA1000968//EST//6.2e-46:302:86//Hs.149580:AI281881 
R-MAMMA1000975//ESTS//1 .4e-85:428:96//Hs.141742:W22204 , 

R-MAMMA1000979//Homo sapiens mRNA for KIAA0761 protein, partial cds//8.0e-39:338:79//Hs.93121: 
15 AB018304 

R-MAMMA1000987//EST//2.8e-41:249:90//Hs.149580:AI281881 

R-MAMMA1000998//Homo sapiens apoptotic protease activating factor 1 (ApaM) mRNA, complete cds//3.9e-50: 
445:77//Hs.77579:AF013263 

R-MAMMA1001003//Sialophorin (gpL115, leukosialin. CD43)//4.1e-51:282:82//Hs.80738:X52075 
20 R-MAMMA1001008//ESTS, Weakly similar to renin [H.sapiens]//1 .9e-82:405:97//Hs.25863:AA630313 

R-MAMMA1001021//Homo sapiens DEC-205 mRNA, complete Cd$//3.0e-44:309:86//Hs.153563:AF011333 

R-MAMMA1001024//ESTs//6.8e-35:333:78//Hs.107657:AA126814 

R-MAMMA1 001 030//ESTS//1 .6e-1 1 0:552:96//Hs.59483:AA524536 

R-MAMMA1001035//ESTs//1.0e-45:273:85//Hs.138856:H47461 
25 R-MAMMA1001038//Human mRNA for KIAA0392 gene, partial cds//3.0e-50:298:91//Hs.40100:AB002390 

R-nnnnnnnnnnnn//ESTs//3.6e-86:445:95//Hs.122625:R68650 

R-MAMMA1 001 050//EST//2.2e-54:387:85//Hs. 1 49580: AI281 881 

R-MAMMA1001059//ESTS, Moderately Similar to RNA helicase [M.musculus]//1.7e-13:273:65//Hs.98738: 
AI015487 

30 R-MAMMA1 001 067//ESTS//1 .3e-38:324:78//Hs.201 90:AA525532 

R-MAMMA1 001 073//ESTs//5.2e-1 06:554:94//Hs. 1 2336:W63748 

R-MAMMA1001074//Human mRNA for KIAA0355 gene, complete cds//1.2e-38:544:68//Hs. 15301 4:AB002353 
R-MAMMA1 001 075//ESTs//2.0e-98:463:99//Hs.1 8341 :N38944 

R-MAMMA1001078//Human Line-1 repeat mRNA with 2 open reading frames//1 .7e-84:556:85//Hs.23094:M1 9503 
35 R-MAMMA1001082//ESTs//2.4e-71:356:97//Hs.152302:T90222 

R-MAMMA1 001 091//ESTs//4.7e-83:429:95//Hs.1 5441 2:AA31 0926 

R-MAMMA1001092//Homo sapiens X-ray repair cross-complementing protein 2 (XRCC2) mRNA, complete cds// 
6.4e-34:262:82//Hs.129727:AF035587 

R-MAMMA1001105//Human putative RNA binding protein RNPL mRNA, complete cds//4.2e-27:232:76//Hs. 
40 61840:1128686 

R-MAMMA1 001 1 1 0//ESTs//1 .6e-1 7: 1 28:87//Hs. 16131 4:AI421 576 

R-MAMMA1001126//CD4 receptor {exons 1 and 2} [human, T-lymphocyte, mRNA, 3429 nt]//8.8e-53:462:78//Hs. 
116007:S79267 

R-MAMMA1 001 133//Homo sapiens tapasin (NGS-1 7) mRNA, complete cds//1 .8e-59:460:81//Hs.5247:AF029750 
45 R-MAMMA1 001 1 39//ESTs//1 .3e-62:341 :94//Hs. 1 881 9:R01 029 

R-MAMMA1 001 1 43//ESTs//3.0e-48:383:80//H$. 1 52340: AA521 399 

R-MAMMA1 001 1 45//Calcium modulating ligand//5. 1 e-48:403:79//Hs. 1 3572:AF0681 79 

R-MAMMA1 001 1 54//EST//6.8e-35:31 3:75//Hs. 1 62404: AA573 131 

R-MAMMA1001161//Homo sapiens tapasin (NGS-17) mRNA, complete cds//1.1e-58:409:84//Hs.5247:AF029750 
50 R-MAMMA1001162//ESTS, Highly similar to t-BOP [M.musculus)//2.1e-91 :430:99//Hs.1 29982 :AI420970 

R-MAMMA1001181//ESTs//5.0e-112:557:96//Hs.118181:W02251 
R-MAMMA1 001 1 86//ESTs//3.8e-85:41 0:99//Hs. 1 6381 1 :W44959 
R-MAMMA1001191//ESTs//0.018:57:87//Hs.141253:AA226519 

R-MAMMA1001198//ESTS, Weakly similar to involved in signaling by the epidermal growth factor receptor [M. 
55 musculus]//2.6e-80:358:96//Hs.163827:AA074202 . 

R-MAMMA1001202//ESTs//7.0e-43:230:95//Hs.79788:AA527348 * 
R-MAMMA1001203//Clathrin, light polypeptide (Lcb)//2.8e-65:348:79//Hs.73919:X81637 
R-MAMMA1001206//EST//0.098:84:72//Hs.l62941:AA635148 " 
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R-MAMMA1001215//ESTs//1.3e-43:156:86//Hs.155243:N70293 
R-MAMMA1001220//ESTs//8.9e-17:276:68//Hs.116518:AA653202 
R-MAMMA1001222//ESTs//0.49:112:66//Hs.24668:AA897315 
R-MAMMA1001243//EST//0.99:143:62//Hs.68522:C20701 
5 R-MAMMA1 001 244//ESTs//2.2e-06:79:83//H$.1 231 63:AA80961 9 

R-MAMMA1 001 249//ESTs//4.2e-68:343:97//Hs.1 471 39:AI1 91 307 

R-MAMMA1001256//ESTs, Moderately similar to hypothetical protein 2 [H.sapiens]//4.7e-31 :221 :77//Hs. 142764: 
AA205569 

R-MAMMA1001259//ESTS//1 .3e-43:266:90//Hs.61 93:AA045149 
10 R-MAMM A1 001 260//Homo sapiens mRNA for KIAA0661 protein, complete cds//2.0e-21 :226:75//Hs.65238: 

AB014561 

R-MAMM A1 001 268//H.sapiens HCG II mRNA//2.4e-53:181 :85//Hs.146333:X81001 

R-MAMM A1 001 271//ESTs, Highly similarto PUTATIVE SERINE/THREONINE-PROTEIN KINASE EMK[Musmus- 
Culus]//1.1e-108:546:95//Hs.l8999:N30643 
15 R-MAMM A1 001 274//Homo sapiens mRNA for KIAA0572 protein, partial cds//4.4e-32:188:94//Hs.14409: 

AB011144 

R-MAMMA1001 280//EST//0.001 5: 1 70:62//Hs. 1 1 6770: AA630371 
R-MAMM A1 001 292//ESTs//5.6e-1 02:481 :99//Hs.9481 0:AA81 1 876 

R-MAMM A1 001 296//Homo sapiens mRNA for KIAA0563 protein, complete cds//2.2e-27:348:70//Hs.15731: 
20 AB011135 

R-MAMMA1001298//ESTs//1.4e-44:375:79//Hs.70279:AA757426 

R-MAMM A1 001 305//Human G protein-coupled receptor (STRL22) mRNA, complete cds//4.0e-43:300:85//Hs. 
46468:1145984 

R-MAMM A1 001 322//Homo sapiens stress-activated protein kinase 4 mRNA, complete cds//8.8e-i2:l88:70//Hs. 
25 55771 :AF004709 

R-M AMM A1 001 324//ESTs//5.3e-68:297:88//Hs,1 21 228:AA709471 
R-MAMM A1 001 330//ESTs//1.6e-57:429:83//Hs.70279:AA757426 

R-MAMM A1 001 341//Homo sapiens 4F5S mRNA, complete Cd$//4.8e-27:285:75//Hs.32567:AF073519 

R-MAMMA1001343//ESTs//8.1e-51:273:93//Hs.162208:AA536127 
30 R-MAMMA1001346//ESTs//1.0:122:65//Hs.33028:AA482478 

R-MAMMA1 001 383//ESTs//1.4e-45:377:80//Hs.11 4671 :N39322 

R-MAMMA1001388//EST//7.7e-47:361:80//Hs.162197:AA535216 

R-M AMM A1 001 397//EST//8.7e-48:337:83//Hs. 1 49580: AI281 881 

R-MAMMA1001408//EST//1.2e-38:251:87//Hs.162677:AA604831 
35 R-M AMM A1 001 41 1//ESTs//4.3e-93:435:99//Hs. 1 05460: AA780275 

R-MAMMA1001419//Homo sapiens translation initiation factor 4e mRNA, complete cds//1.6e-19:117:96//Hs. 

19122:AF038957 

R-M AMM A1 001 420//ESTs//7.3e-96:507:95//Hs.55299:AI335267 
R-M AMM A1 001 435//ESTs//5.0e-97:459:99//Hs. 1 44843:AI2221 68 
40 R-M AMM A1 001 442//ESTS//7. 1 e-28: 1 67:83//Hs.1 41 01 9:AA28761 8 

R-MAMMA1001446//Homo sapiens KIAA0432 mRNA, complete cds//6.2e-19:328:67//Hs.155174:AB007892 

R-MAMMAl001452//EST//5.6e-44:487:75//Hs.161476:N57542 

R-MAMMA1001465 

R-MAMMA1001476//Homo sapiens yolk sac permease-like molecule 3 (YSPL3) mRNA, complete Cds//0.79:182: 
45 66//Hs.136529:AF058317 

R-MAMMA1001487//Homo sapiens KIAA0395 mRNA, partial Cds//1 .1e-35:328:78//Hs.43681:AL022394 
R-M AMM A1 001 501 //ESTs//4.6e-100:472:98//Hs.1 23660: AA8 13065 

R-MAMMA1001502//Human mRNA for KIAA0080 gene, partial cds//5.6e-1 5:220 :69//Hs.74554:D38522 

R-MAMMA1001510 
50 R-M AMM A1 001 522//ESTs//3.2e-1 6:21 4:75//Hs. 15281 6: AA634242 

R-MAMM A1 001 547//H. sapiens mRNA for urea transporter//2.3e-45:282:89//Hs.66710:X96969 

R-M AMM A1 001 551 //Human 53K isoform of Type II phosphatidylinositol-4-phosphate 5-kinase (PIPK) mRNA, 

complete CdS//1 .9e-56:489:76//Hs. 1 08966:U48696 

R-MAMM A1 001 575//ESTs//4.3e-92:440:98//Hs.1 62882:AA8071 40 
55 R-MAMMA1001576//ESTs, Highly similar to TUBULIN GAMMA CHAIN [Homo sapiens]//1 .9e-111:549:96//Hs. 

21635:AI417305 

R-MAMM A1 001 590//ESTs//1 . 1 e-63:324:96//Hs.1 4221 7:AA278441 
R-MAMMA1001600//ESTs//5.6e-15:159:78//Hs.138633:H98792 
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R-MAMMA1001604 

R-MAMMA1001606//ESTS, Weakly similar to finger protein koxl [H.sapiens]//1.9e-97:488:96//Hs. 143263: 
AI057616 

R-MAMMA1001620//Homo sapiens mRNA, clone :RES4-16//5.4e-43:408:76//Hs.1 21 493:025272 
5 R-MAMMA1001627//Homo sapiens mRNA for KIAA0772 protein, complete CdS//2.0e-49:472:76//Hs. 15519: 

AB018315 

R-MAMMA1001630//ESTS, Weakly similar to putative p150 [H.sapiens)//6.8e-15:168:73//Hs.115216:AA291074 
R-MAMMA1 001 633//EST//5. 1 e-1 4:228:68//Hs. 1 41 456:N36377 
R-MAMMA1001635//ESTs//3.4e-37:368:75//Hs.164033:AA769606 
10 R-MAMMA1001649 

R-MAMMA1001663//Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds//l.7e-54:272:8l// 
Hs.129735:AF010144 

R-MAMMA1001670//Small inducible cytokine A5 (RANTES)//5.7e-50:304:89//Hs.1 55464: AF0882 19 
R-MAMMA1001671//EST//1.9e-14:312:65//Hs.137153:R46248 
15 R-MAMMA1001679//H.sapiens mRNA for rho GDP-dissociation Inhibitor 1//0.066:196:62//Hs.159161:X69550 

R-M AMMA1 001 683//ESTs//4.9e-94:447:98//Hs.1 34464:AI1 51 081 

R-MAMMA1001686//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//1 .0e-17:246:73//Hs. 
67619:AB007957 

R-MAMMA1001692//Human mRNA for KIAA0063 gene, complete cds//2.1e-47:294:89//Hs,3094:D31884 
20 R-MAMMA1 001 71 1//ESTs//2.4e-86:439:96//Hs. 1 8498:N52088 

R-MAMMA1 001 71 5//ESTS//1 .2e-73:399:931 1 Hs.1 24620: AI082338 
R-MAMMA1001730//ESTs//1.1e-85:403:99//Hs.125464:AI084596 

R-MAMMA1001735//ESTS, Highly similar to TUBULIN BETA-5 CHAIN [Gallus gallusJ//3.7e-110:552:96//Hs.6923: 
AI161158 

25 R-MAMMA1001740//ESTs//4.6e-45:342:82//Hs.37573:H59651 

R-MAMMAl001743//EST//2.7e-58:412:85//Hs.149742:Al285666 
R-MAMMA1001744 

R-MAMMA1001745//EST//5.6e-54:374:84//HS.137041:AA877817 
R-MAMMA1001751//EST//3.5e-36:375:73/7Hs.139715:N25041 
30 R-MAMMA1001754//EST//0.18:144:66//Hs.71957:AA151413 : 

R-MAMMA1 001 757//ESTS//1 .0e-9.8:488:96//Hs.451 84:C1 4904' : 
R-MAMMA1001760//ESTs//8.7e-29:206:86//Hs.143310:AI142276 
R-MAMMA1001764//ESTS//0.00012:434:58//HS.120051:AA707847 

R-MAMMA1001768//Human mRNA for KIAA0327 protein, complete cds//2.3e-41:299:85//Hs.1 49323: AB002325 
35 R-MAMMA1001769//EST//1.7e-15:139:81//Hs.162399:AA572825 

R-MAMMA1001771//ESTS, Moderately Similar to semaphorin B [M.musculus]//7.6e-43:257:91//Hs.7634: 
AA481246 

R-MAMMA1001783//Human high-affinity copper uptake protein (hCTRi) mRNA, complete cds//5.6e-42:272:86// 
Hs.73614:U83460 

<0 R-MAMMA1001785//ESTs//1.5e-87:431:98//Hs.131065:AA972238 

R-MAMMA1001788//EST//0.95:108:62//Hs.145881:AI274644 

R-MAMMA1001 790//ESTs//4.0e-41 :340:80//Hs.1 58045: AA425744 

R-MAMMA1001806//EST//I.4e-40:297:84//HS.141240:H60313 

R-MAMMA1001812//ESTs//2.4e-93:446:98//Hs.129034:AA776892 
45 R-MAMMA1 001 81 5//EST//0.00053:371 :59//Hs.1 33255: Al 052659 

R-MAMMA1001817//Human mRNA for KIAA0226 gene, complete CdS//2.1e-46:325:87//Hs.44106:D86979 

R-MAMMA1001818 

R-MAMMA1001820//EST//1.9e-49:303:89//Hs.149580:AI281881 

R-MAMMA1001824//Homo sapiens 4F5S mRNA, complete CdS//4.3e-48 :438:75//Hs. 32567: AF0735 19 
50 R-MAMMA1001836//ESTs//3.8e-06:128:71//Hs.143611:M78140 ' 

R-MAMMA1001837//Homo sapiens KIAA0395 mRNA, partial cds//3.8e-47:339:83//Hs.43681:AL022394 

R-MAMMAl001848//ESTs//2.1e-16:l25:85//Hs.161662:AA836811 

R-MAMMA1001851//ESTs//4.5e-48:344:84//Hs.138856:H47461 

R-MAMMA1001854//Small inducible cytokine A5 (RANTES)//2.6e-38:280:83//Hs.155464:AF088219 
55 R-MAMMA1001858//ESTs//1.1e-44:331:83//Hs.44702:AI148840 • 

R-MAMMA1001864//Homo sapiens mRNA for KIAA0475 protein, complete cds//7.8e-31 :262:77//Hs.5737: 
AB007944 

R-nnnnnnnnnnnn//Homo sapiens antigen NY-CO-16 mRNA, complete cds//9.2e-06:450:58//Hs. 132206: 
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AF039694 

R-MAMMA1001874//Human high-affinity copper uptake protein (hCTRl) mRNA, complete cds//4.9e-46:332:83// 
HS.73614:U83460 

R-MAMMA1001878//Cytochrome P450. 51 (lanosterol 14-alpha-demethylase)//1 .2e-46:429:78//Hs.2379:U23942 
5 R-MAMMA1001880//ESTs, Moderately similar to III! ALU SUBFAMILY J WARNING ENTRY I!!! [H.sapiens]//7.6e- 

26:230:79//Hs. 1 06008 : AA1 47606 

R-MAMMA1 001 890//ESTS//1 . 1 e-39:338:79//Hs.1 4681 1 :AA410788 

R-MAMMA1001907//Kangai 1 (suppression of tumorigenicity 6, prostate; CD82 antigen (R2 leukocyte antigen, 
antigen detected by monoclonal and antibody lA4))//6.7e-47:283:89//Hs.l03458:X53795 
io R-nnnnnnnnnnnn//ESTs//0.043:134:65//Hs.145333:Al251374 

R-MAMMA1001931//ESTS//I.8e-75:361:99//HS.148125:AA693801 

R-MAMMA1001956//Homo sapiens mRNA for KIAA0706 protein, complete Cds//1 .4e-1 8:1 74:77//Hs.1 39648: 
AB014606 

R-MAMMA1 001 963//ESTs//6.7e-28:206:84//Hs.1 63254: AA828790 
is R-MAMMA1001969//ESTS. Weakly similar to hypothetical protein [H.sapiens]//6.7e-24:33l:7l//Hs. 140506: 
AA308018 

R-MAMMA1 001 970//ESTs//8.9e-61 :286:84//Hs.1 41 575:AA21 1 734 
R-MAMMA1001 992//ESTs//4.4e-43:339:82//Hs.1 55498:W27084 

R-MAMMA1002009//Small inducible cytokine A5 (RANTES)//4.6e-24:330:70//Hs.155464:AF088219 
20 R-MAMMAl002011//ESTs//9.5e-72:360:97//Hs.13525:R39054 

R-MAMMA1002032//Human melanoma antigen recognized by T-cells (MART-1) mRNA//3.7e-45:370:80//Hs. 
154069:U06452 

R-MAMMAl002033//EST//4.6e-23:264:74//Hs.1619l7:AA483223 
R-MAMMA1002041//ESTs//3.8e-lOO:465:100//Hs.141361:AI206412 
25 R-MAMMA1002042//Homo sapiens 4F5S mRNA, complete CdS//1.1e-43:407:76//Hs.32567:AF073519 

R-MAMMA1002047//Homo sapiens mRNA for chemokine LEC precursor, complete cds//1.9e-37:316:74//Hs. 
10458:AF088219 

R-MAMMA1002056//EST//1.3e-51:310:90//Hs.149580:AI281881 
R-MAMMA1002058//ESTs//5.9e-16:135:84//Hs.95807:AA146979 
30 R-MAMMA1002068//ESTS, Weakly similar to HYPOTHETICAL43.3 KD PROTEIN IN QOXD-VPR INTERGENIC 

REGION [Bacillus SUbtilis]//4.0e-45:404:7B1 1 Hs/1 38596:N38806 
R-MAMMA1002078//EST//2.2e-1 5:207:71 //Hs.1 32635: AI032875 

R-MAMMA1002082//Homo sapiens mRNA for TSC403 protein, complete cds//1.7e-42:314:83//Hs. 10887: 
AB013924 

35 R-MAMMA1002084//Human mRNA for KIAA0392 gene, partial CdS//3.7e-46:308:87//Hs.40100:AB002390 

R-MAMMA1002093//EST//0.89:213:60//Hs.151201:AI125907' 
R-MAMMA1002108//ESTs//1.0e-95:515:93//Hs.29002:H11347 
R-MAMMA1002118 

R-MAMMA1002125//Thromboxane A2 receptor//7.2e-43:335:83//Hs.89887:D38081 
40 R-MAMMA1002132//Homo sapiens neuronal thread protein AD7C-NTP mRNA, complete cds//1 .4e-58:396:78// 

Hs.129735:AF010144 

R-MAMMA1002140//Homo sapiens nephrin (NPHS1) mRNA, complete CdS//1.4e-37:422:75//Hs. 128834: 
AF035835 

R-MAMMA1 0021 43//ESTS//0.050: 1 23:69//Hs.8231 :AA1 52276 
45 R-MAMMA1002145//Homo sapiens KIAA0426 mRNA, complete CdS//5.0e-21:371 :69//Hs.97476:AB007886 

R-MAMMA1 0021 53//ESTs//2.0e-31 :1 59:77//Hs.1 3081 5:AA936548 

R-MAMMA1002155//Human Line-1 repeat mRNA with 2 open reading frames//8.7e-39:506:69//Hs.23094:M1 9503 
R-MAMMA1002156//Homo sapiens mRNA for putative lipoic acid synthetase, partial//2.9e-44:336:82//Hs. 53531 : 
AJ224162 

50 R-MAMMA1 0021 58//ESTs//3-0e-40:3 1 3:83//Hs. 1 1 8273:AA626fj40 

R-MAMMA1002170//Homo sapiens mRNA for TRAF5, complete cds//7.7e-37 :370:77//Hs. 29736 :AB000509 
R-MAMMAl002174//ESTs//2.5e-16:186:75//Hs.141203:H52638. 

R-MAMMA1002198//Homo sapiens mRNA, chromosome 1 'specific transcript KIAA0487//6.2e-51:318:82//Hs. 
92381 :AB007956 

55 R-MAMMA1002209//ESTs//9.2e-34:111:88//Hs.141575:AA211734 
R-MAMMA1 00221 5//ESTs//3.6e-1 01 :530:94//Hs.26780:N50038 

R-MAMMA1 00221 9//Homo sapiens mRNA for KIAA0640 protein, partial cds//5.2e-45:283:88//Hs. 153026: 
AB014540 
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R-MAMMA1002230//Human 53K isoform of Type II phosphatidylinositol-4-phosphate 5-kinase (PIPK) mRNA, 
complete cds//9.1e-50:330:77//Hs.108966:U48696 
R-MAMMA1 002236 
R-MAMMA1 002243 

5 R-MAMMA1 002250//Homo sapiens PYRIN (MEFV) mRNA, complete Cds//1 .2e-44:299:87//Hs.1 1 3283: AF01 8080 

R-MAMMA1002267//Homo sapiens mRNA, chromosome 1 specific transcript 

KIAA0487//1 .6e-54:207:81//Hs.92381 :AB007956 

R-MAMMAl002268//ESTs//2.9e-94:439:100//Hs.68061:AI042283 

R-MAMMA1002269//ESTs//7.4e-05:170:65//Hs.140466:AA766772 
10 R-MAMMA1002282//ESTs//7.8e-09:69:78//Hs.159502:AA225141 

R-MAMMA1002292//ESTs//5.3e-64:334:94//Hs.113606:AI138751 

R-MAMMA1002293//ESTs, Moderately similar to plakophilin 2b [H.sapiens]//1.7e-39:203:81//Hs. 154257: 
AI275982 

R-MAMMA1 002294//EST//8. 1 e-43:326:82//Hs.1 49580: AI281 881 
15 R-MAMMAl002297//ESTs//6.5e-45:323:83//Hs.155475:AA761454 
R-MAMMA1002298//ESTs//1.7e-68:355:96//Hs.52683:H87153 

R-MAMMA1002299//ESTs, Highly similar to L1NE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens]// 

2.3e-58:346:91//Hs.140385:AA773359 

R-MAMMA1 002308 

20 R-MAMMA1 00231 0//Human melanoma antigen recognized by T-cells (MART-1) mRNA//2.2e-44:280:87//Hs. 

154069:U06452 

R-MAMMA1 00231 1//Human Line-1 repeat mRNA with 2 open reading frames//2.3e-70:503:8l//Hs.23094:M 19503 
R-MAMMA1 0023 1 2//EST//1 .7e-31 : 1 44:80//Hs. 1 35936:N36094 

R-MAMMA1 00231 7//Human mRNA for tryptophan hydroxylase (EC 1.1 4. 1 6.4)//4.3e-49:457:76//Hs. 144563: 
25 AF057280 

R-MAMMA1 00231 9//ESTs//3.9e-38:297:70//Hs.1 40326: AA8271 83 
R-MAMMA1 002322//ESTS//1 . 1 e-46:301 :86//Hs.1 55498:W27084 
R-MAMMA1002329//EST//2.6e-09:146:72//Hs.132366:AI026658 

R-MAMMA1002332//Homo sapiens clone 23892 mRNA sequence//2.6e-45:387:70//Hs.91916:AF035317 
30 R-MAMMA1002333//EST//1 .8e-09:139:74//Hs.1 37800 :AA886897 

R-MAMMA1002339//ESTs//4.2e-47:31 0:76//Hs.138865:W57618 : 
R-MAMMA1002347//ESTS//1.5e-44:326:83//Hs.111723:H57439 
R-MAMMA1002351//ESTs//3.0e-112:545:97//Hs.26209:AI143127 

R-MAMMA1002352//Homo sapiens mRNA for leukemia associated gene 2//1 .5e-58:259:92//Hs.43628:Yl5228 
35 R-MAMMA1002353//Human mRNA for KIAA0392 gene, partial cds//4.5e-40:360:77//Hs.40100:AB002390 

R-MAMMA1 002355//ESTS//1 .4e-29:307:75//Hs.3769:AI085367 

R-MAMMA1002356//Clathrin, light polypeptide (Lcb)//4.9e-31:217:88//Hs.73919:X81637 

R-MAMMA1002359//Homo sapiens PYRIN (MEFV) mRNA, complete cds//1 .1e-70:483:84//Hs. 11 3283: AF01 8080 
R-MAMMA1002360//ESTs//3.5e-1 9:301 :69//Hs.1 24701 :AA701 475 
40 R-MAMMA1 00236l//Homo sapiens X-ray repair cross-complementing protein 2 (XRCC2) mRNA, complete cds// 
2.6e-30:244:81//Hs.129727:AF035587 

R-MAMMA1 002362//ESTs//2.3e-43:241 :88//Hs.1 50727:AI292236 
R-MAMMA1 002380//ESTS//5.1 e-36:322:79//Hs.1 36994:AA843542 

R-MAMMA1002384//Small inducible cytokine A5 (RANTES)//1.8e-42:298:84//Hs.155464:AF088219 
<5 R-MAMMA1002385//ESTs//0.57:203:63//Hs.1 46303: AA579061 

R-MAMMA1002392//Human mRNA for platelet-activating factor acetylhydroiase 2, complete cds//5.8e-41 :305: 
83//Hs.86l88:D87845 

R-MAMMA1 00241 1//ESTs//4.4e-68:385:92//Hs.53478:N92294 [ ' 

R-MAMMA1 00241 3//Homo sapiens mRNA for small GTP-binding protein, complete cds//3.3e-i4:i38:75//Hs. 
50 115325:D84488 

R-MAMMA1 00241 7//ESTs//1 .6e-98:475:98//Hs.96345:N22588 ' : 
R-MAMMA1002427//ESTs//3.1e-39:274:79//Hs.141130:H28477 
R-MAMMA1 002428//ESTs//8.4e-1 1 :21 5:66//Hs. 1 41 022:H06475 

R-MAMMA1002434//ESTS, Moderately similar to!!!! ALU SUBFAMILY SP WARNING ENTRY !!!! [H.sapiens]// 
55 2.5e-106:521:9B//Hs.112152:AA487348 

R-MAMMA1002446//ESTS, Weakly similar to !!!! ALU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//4.7e- 
37:374:68//Hs.157142:U85996 

R-MAMMA1002454//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0485//2.0e-60:323:81//Hs. 
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89121 :AB007954 

R-MAMMA1002461//ESTs//4.7e-111 : 548 :97//Hs. 104281 :AA147076 

R-MAMMA1002470//ESTs, Highly similar to HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC 
REGION [Saccharomyces cerevisiaeJ//8.5e-l04:544:93//Hs.94570:AH92l06 
5 R-MAMMA1002475//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY l!H [H.sapiens]//3.4e-31 : 

263:79//Hs.38687:AA744496 

R-MAMMA10024807/ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !(!! [H.sapiens)//1 .0e-34: 
159:79//Hs.133526:N21103 

R-MAMMA1002485//Homo sapiens stanniocalcin-2 (STC-2) mRNA, complete cds//8.9e-116:560:97//Hs. 155223: 
10 AF055460 

R-MAMMA1002494//ESTs//3.2e-47:303:88//Hs.155243:N70293 

R-MAMMA1002498//Human novel homeobox mRNA for a DNA binding protein//0.0043:331:58//Hs.37035: 
U07664 

R-MAMMA1002524//ESTs//0.0039:354:61//Hs.125797:AA806277 
is R-MAMMA1002530//Homo sapiens cytosolic phospholipase A2 gamma (cPLA2 gamma) mRNA, complete cds// 
3.9e-103:529:95//Hs.18858:AF065214 

R-MAMMA1002545//Homo sapiens mRNA for KIAA0575 protein, complete cds//9.5e-50:317:88//Hs.1 53468: 
AB011147 

R-MAMMA1002554//ESTs//2.3e-85:445:95//Hs.1 391 40:AA21 8851 
20 R-MAMMA1002556//ESTs, Weakly similar to !!M ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1.0e-12: 

280:65//Hs.12725:T65058 

R-MAMMA1002566//ESTs//2.3e-88:421 :99//Hs.1 7602:AA705681 
R-MAMMAl002571//ESTs//5.1e-97:456:99//Hs.152834:AA595693 
R-MAMMA1002573//ESTs//3.1e-38:258:87//Hs.163989:R74433 . 
25 R-MAMMA1002585//ESTs//7.8e-96:533:91//Hs.26009:H4937V - 

R-MAMMA1002590//ESTs//0.61:202:62//Hs.161190:AI419258 . 

R-MAMMA1002597//Cytochrome P450, subfamily IIB (phenobarbital-inducible), polypeptide 6//2.9e-2l:l 77:75// 
Hs.1360:M29874 

R-MAMMA1002598//ESTs//3.4e-113:544:97//Hs.20263:AA573737 
30 R-MAMMA1002603//ThiopurineS-methyltransferase//7.6e-35:225:80//Hs.51124:AF019369 

R-MAMMA1 00261 2//Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2//4.2e-46:424: 
75//Hs.1361:M55053 

R-MAMMA1002617//ESTs//1.1e-38:229:92//Hs.96987:W27389 . 

R-MAMMA1 00261 8//Landsteiner-Wiener blood group glycoprotein/^ .3e-27:185:73//Hs.108287:L27670 
35 R-MAMMA1 00261 9//ESTs//1.7e-95:480:96//Hs.54873:AA526306 

R-M AMM A1 002622//Thromboxane A2 receptor//3.2e-46:298:87//Hs.89887:D38081 
R-MAMMA1002623//EST//4.3e-49:336:85//Hs.149580:AI281881 

R-MAMMA1002625//ESTS, Moderately similar to ovarian-specific protein [R.norvegicus]//2.3e-35:308:79//Hs. 
93332:AA811920 

40 R-MAMMA1002629//Homo sapiens mRNA for small GTP-binding protein, complete cds//9.7e-57:283:86//Hs. 

115325:D84488 

R-MAMMA1 002636//Human mRNA for KIAA0392 gene, partial Cds//1 .2e-49:303:89//Hs.40100:AB002390 
R-MAMMA1002637//ESTS//1 .3e-55:391 :85//Hs.95074:AI1 44421 
R-MAMMA1002646//ESTs//7.4e-36:182:80//Hs.163937:N69915 
45 R-MAMMA1 002650//ESTS//1 .6e-102:547:94//Hs.57841 :W63776 

R-M AMM A1 002655 

R-MAMMA1002662//Homo sapiens KIAA0426 mRNA, complete cds//2.2e-46:462:75//Hs.97476:AB007886 
R-MAMMA1002665//Human mRNA for KIAA0118 gene, partial Cds//9.1e-51 :376:82//Hs.154326:D42087 
R-MAMMA1 002671//ESTS, Weakly similar to coded for by C. elegans cDNA yk52e1 0.5 [C.elegans)//5.3e-i 08:544: 
50 96//Hs.16464:Wl9606 

R-MAMMA1002673//EST//3.3e-35:169:79//Hs.140046:AA6682T3 

R-MAMMA1002684//Homo sapiens mRNA for KIAA0214 protein, complete cds//4.6e-109:544:96//Hs.3363: 
D86987 

R-M AMMA1 002685//EST//1 .9e-31 :223:86//Hs.1 1 2540:AA601 385 
55 R-MAMMA1002698//ESTs//5.9e-43:292:85//Hs.144660:AA652675 
R-MAMMA1002699//ESTs//3.2e-25:134:100//Hs.126049:F22510 

R-MAMMA1002701//ESTS, Weakly similar to WW ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//6.9e-70: 
353:96//Hs.1 38404:R70986 
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R-MAMMA1002708//ESTs//2.1e-76:413:94//Hs.57932:W69234 
R-MAMMA1002711//ESTs//1.9e-44:236:96//HsJ38575:H67858 

R-MAMMA1002721//Homo sapiens DEC-205 mRNA, complete cds//2.7e-43:273:89//Hs.153563:AF011333 
R-MAMMA1002727//ESTs//2.9e-84:395:1001lHs.162826:AA679571 
5 R-MAMMA1002728//Small inducible cytokine A5 (RANTES)//3.4e-42:266:B8//Hs.155464:AF088219 

R-MAMMA1 002744//ESTs//4.2e-1 8:473:63//Hs.42826:AA846757 
R-MAMM A1 002746//ESTS//1 .8e-1 00:473:99//Hs.11 7558:AA779907 

R-MAMMA1002748//Human melanoma antigen recognized by T-cells (MART-1) mRNA//5.8e-40:330:80//Hs. 
154069:U06452 

10 R-MAMM A1002754//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//4.5e-40: 

369:77//Hs.1 05292 :AA504776 
R-MAMM A1 002758 

R-MAMMA1002764//ESTs//4.2e-103:486:99//Hs.159909:AI393281 

R-MAMMAl002765//ESTs//1.6e-37:338:76//Hs.37573:H59651 
15 R-MAMMA1002769//ESTs//0.72:409:57//Hs.141376:AI3Q1272 

R-MAMMA1 002780//ESTS//1 .6e-52:292:92//Hs.1 35985:AA342750 

R-MAMMA1 002782//ESTS//1 .Oe-31 : 1 57:80//Hs.1 5951 0:AA2971 45 

R-M AMM A1 002796//ESTs//3.8e-49:284;92//Hs.1 56479: AA51 381 2 

R-MAMMA1 002807//Archain//1 .4e-39:31 5:80//Hs.33642:X81 1 98 
20 R-MAMMA1002820//ESTs//5.0e-14:192:74//Hs.134635:AA22.6260 

R-MAMMA1002830//EST//4.0e-50:255:97//Hs.160674:AI248319 

R-MAMMA1002833//EST//1.2e-48:306:88//Hs.149580:AI2818B1 

R-M AMM A1 002835 

R-M AMM A1 002838//EST//2.7e-1 2: 1 61 :76//Hs. 1 63252: AA828723 
25 R-MAMM A1 002842//ESTS//1 .7e-41 :366:78//Hs.1 41 899:N22395 

R-MAMMA1002843/A/on Hippel-Lindau syndrome//8.8e-38:258:79//Hs.78160:AF010238 
R-MAMMA1002844//ESTs//3.5e-51:250:99//Hs.151445:AA351081 

R-MAMM A1 002858//H. sapiens ERF-1 mRNA 3' end//9.0e-1 01:361 :91//Hs.85155:X79067 
R-MAMM A1 002868//ESTS//2.1 e-38:301 :80//Hs.1 3271 7:AA1 71 941 
30 . R-MAMMA1002871//EST//6.0e-88:413:99//Hs.149057:AI243592 ■ 
R-MAMMA1002880//ESTs//6.5e-100:506:96//Hs.163533:N52194 
R-MAMMA1002881//EST//1.1e-40:335:80//Hs.160895:AI365871 

R-MAMMA1002886//Small inducible cytokine A5 (RANTES)//3.4e-36:228:88//Hs.155464:AF088219 
R-MAMMA1002887//ESTs//4.7e-87:409:99//Hs.152l55:AA424811 
35 R-M AMM A1 002890//ESTs, Weakly similar to coded for by C. elegans cDNA CEESB82F [C.elegans]//4.2e-92:438: 

99//HS.1 55871 :AA533783 

R«MAMMA1002892//Homo sapiens EVI5 homolog mRNA, complete cds//4.9e-62:322:80//Hs.26929:AF0089l5 
R-M AMM A1 002895//ESTs//2,7e-32:330:76//Hs.1 391 32.AA21 1 087 
R-MAMM A1 002908//CalCium modulating ligand//4.6e-48:31 3:86//Hs. 1 3572:AF0681 79 
40 R-MAMMA1002909//Human mRNA for KIAA0180 gene, partial cds//3.4e-09:132:76//Hs.90981 :D80002 

R-MAMMA1002930//EST//4.9e-44:260:91//Hs.149580:AI281881 
R-M AMMA1 002938 

R-MAMM A1 002941//Human Line-1 repeat mRNA with 2 open reading frames//1 .1 e-83:556:85//Hs.23094:M1 9503 
R-MAMMA1002947//ESTs//7.0e-22:222:80//Hs.103395:T79243 
45 R-MAMMA1002964//Human mRNA for KIAA0355 gene, complete Cds//1 .6e-44:427:77//Hs.153014:AB002353 

R-MAMMA1002970//Thromboxane A2 receptor//7.9e-48:300:84//Hs.89887:D38081 

R-MAMMA1002972//ESTS, Weakly similar to KIAA0371 [H.sapiens]//9.6e-104:525:95//Hs.94396:AA399630 
R-MAMMA1002973//ESTs//4.4e-40:257:87//Hs.163580:H15835 
R-M AMM A1 002982//ESTs//2.5e-28:1 1 5:87//Hs. 141 694:W1 5279 
so R-MAMMA1002987//Homo sapiens DNA fragmentation factor 40 kDa subunit (DFF40) mRNA, complete cds// 

2.1e-41:402:67//Hs.133089:AF064019 

R-MAMMA1003003//Calcium modulating ligand//1 .9e-45:380:79//Hs. 13572: AF068 179 
R-MAMMAl003004//ESTs//3.0e-07:378:60//Hs.61885:AI127857 
R-MAMMA1003007//ESTs//2.0e-47:404:80//Hs.146314:R99617 
55 R-M AMM A1 00301 1//ESTS, Highly similar to HISTONE MACRO-H2A.1 [RattUS norvegicus)//1 .4e-53:320:90//Hs. 

92023:AI022248 

R-M AMMA1 00301 5//ESTS//1 .5e-42:363:79//Hs.1 551 84:AA5731 89 
R-MAMMAl0030l9//ESTs//4.8e-10:232:66//Hs.111341:AA251268 
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R-MAMMA1 003026//ESTs//2.3e-83:394:99//Hs.24668:AA89731 5 

R-MAMMA1003031//ESTS, Moderately Similarto !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.5e- 
27:257:77//Hs.96337:AA225358 

R-MAMMA1003035//ESTs//1.3e-94:481:94//Hs.92411:AA603321 
5 R-MAMMA1003039//EST//0.56:210:61//H$,16224B:AA552160 

R-MAMMAl003040//ESTs//2.1e-17:261:70//Hs.46980:W55940 

R-MAMMA1003044//EST//2.4e-18:124:91//Hs.130321:AI002941 

R-MAMMA1003047//ESTs//1.0e-20:209:78//Hs.1 591 6:H1 2862 

R-MAMMA1003049//1 4-3-3 PROTEIN SIGMA//0.94:184:60//Hs.2510:X57348 
10 R-MAMMA1 003055//EST//1 .0e-49:281 :92//Hs. 1 49580:Af281 881 

R-MAMMA1003056//ESTs//0.99:107:66//Hs.30348:AI038559 

R-MAMMA1003057//ESTS, Highly similarto hypothetical protein MD6 [M.musculus]//1.le-102:545:93//Hs.13755: 
AA878911 

R«MAMMA1003066//H.sapiens mRNA for urea transporter/^. le-45:322:83//Hs.66710:X96969 
15 R-MAMMA1003089//ESTS, Weakly similar to II!! ALU SUBFAMILY SQ WARNING ENTRY !!!! [H.sapiens]//1 .4e- 

34:421 :70//Hs. 161 959: AA493652 

R-MAMMA1003099//ESTs//1.1e-43:379:79//Hs.37573:H59651 
R-MAMMA1003104//ESTs//2.1e-97:498:96//Hs.9299:T51283 
R-MAMMAl003113//EST//3.7e-29:457:70//Hs.123616:AA815366 
20 R-MAMMA1 0031 27//ESTs//2.6e-41 :283:86//Hs.1 4681 1 :AA41 0788 

R-MAMMA1003135//ESTs//7.2e-l01:504:97//Hs.87729:AA863125 
R-MAMMA1003140//ESTs//4.3e-44:200:89//Hs.152093:AI149537 

R-MAMMA1003146//Wingless-type MMTV integration site'5A, human homolog//0.020:413:61//Hs.152213: 
L20861 
25 R-nnnnnnnnnnnn 

R-MAMMA1003166//ESTS, Moderately similarto PEANUT PROTEIN [Drosophila me!anogaster)//2.0e-87:524:89// 
Hs.6884:W30736 

R-NT2RM2002580//Homo sapiens Clone 24781 mRNA sequence/^ .6e-111 :587:94//Hs.108112:AF070640 
R-NT2RM4000024//ESTs//2.9e-98:523:94//Hs.26641:R59312 
30 R-NT2RM4000027 

R-NT2RM4000030//ESTs//1.6e-96:482:96//Hs.90625:T03663 
R-NT2RM4000046//ESTS//1 .6e-91 :461 :97//Hs.151237:AI86169 
R-NT2RM4000061//ESTs//4.3e-31:167:97//Hs.110821:Z78379 

R-NT2RM4000085//Homo sapiens clone 24700 unknown mRNA, partial cds/4.0e-113:549:97//Hs.95665: 
35 AF070639 

R-NT2RM4000086//EST//2.7e-1 7:21 2:76//Hs.1 37041 :AA87781 7 
R-NT2RM4000 1 04//ESTs//3.0e-85:452:94//Hs. 1 01 750:H 1 9708 
R-NT2RM4000139//EST//3.3e-05:156:66//Hs.133228:AI052312 

R-NT2RM4000155//ESTS, Moderately Similar to THREONYL-TRNA SYNTHETASE, CYTOPLASMIC [H.sapiens] 
40 //1 .9e-99:536:92//Hs. 1 2781 0: AI246301 

R-NT2RM4000156//EST//0.89:169:62//HS.162967:AA676397 
R-nnnnnnnnnnnn//ESTs//1.0:214:61//Hs.119370:W52962 
R-NT2RM4000169//ESTs//5.4e-82:440:93//Hs.1 59379: AI3821 60 : 

R-NT2RM4000191//ESTS, Weakly similar to P68 PROTEIN [H.sapiensJ//4.1e-99:542:93//Hs.6366:AA614113 
<5 R-NT2RM4000197//ESTs//5.4e-113:567:96//Hs.22975:AA156723 
R-NT2RM4000 19911 ESTsh 0.020:95:651 1 Hs.1 46203:AI254528 
R-NT2RM4000200//ESTS//1 .4e- 1 00 : 488 :97//Hs.1 26538 :AA93 1876 

R-NT2RM4000202//Small inducible cytokine A5 (RANTES)//4.3e-37:330:77//Hs.l55464:AF088219 
R-NT2RM4000210//Homo sapiens mRNA for KIAA0712 protein, complete cds//1.7e-103:546:94//Hs.111138: 
50 AB018255 

R-NT2RM4000215 

R-nnnnnnnnnnn//ESTs//7.1e-92:457:97//Hs.162074:AA477760 

R-NT2RM4000233//Fms-related tyrosine kinase 1 (vascular endothelial growth factor/vascular permeability factor 
receptor)//0.00020: 1 74:66//Hs.235:X51 602 
55 R-NT2RM4000244//ESTs//6.6e-61 :320:95//Hs.108646:AA6l3031 . 

R-NT2RM4000251//Homo sapiens mRNA for TRIP6 (thyroid receptor interacting protein)//0.63:219:62//Hs. 
119498:AF000974 

R-NT2RM4000265//ESTs//8.8e-l05:489:99//Hs.131001:AI378742 
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R-NT2RM4000290//ESTs//4.0e-87:435:96//Hs.1 62592: AA5941 28 
R-NT2RM4000324//ESTs//2.2e-80:413:96//Hs.12313:R43673 

R-NT2RM4000327//Small inducible cytokine A5 (RANTES)//3.2e-45:286:87//Hs.1 55464: AF0882 19 
R-NT2RM4000344//Clathrin, light polypeptide (Lcb)//8.6e-60:452:84//Hs.73919:X8l637 
5 R-NT2RM4000349//ESTS, Weakly similar to KIAA0005 [H.sapiens]//2.5e-. 117:579:96//Hs.5216:AA534881 

R-NT2RM4000354//ESTs//2.1e-85:406:99//Hs.126774:AI224479 
R-NT2RM4000356//ESTs//7.9e-1 09:548:96//Hs.44278: AA41 8063 

R-NT2RM4000366//Homo sapiens mRNA for Kl AA0642 protein, partial Cds//2.8e-1 1 3:577:95//Hs.81 52:AB01 4542 
R-NT2RM4000368//ESTs//2.2e-61 :310:97//Hs. 143611 :M78140 
10 R«NT2RM4000386//ESTs, Weakly similar to tenascin-like protein [D.melanogasterJ//1.0e-93:521:92//Hs.41793: 

AA775879 

R-NT2RM4000395//ESTS, Highly Similar to HYPOTHETICAL 52.9 KD PROTEIN IN SAP155-YMR31 INTERGEN- 
IC REGION [Saccharomyces cerevisiaeJ//1.9e-99:524:94//Hs,5249:U55977 
R-NT2RM40004 1 4//EST//2.7e-06: 1 96:64//Hs. 1 36648: AA688285 
15 R-NT2RM4000421//ESTS, Weakly similar to No definition line found [C.eiegans]//5.4e-75:470:90//Hs.69235: 

AA1 92359 

R-NT2RM4000425//H.sapiens mRNA for MACH-alpha-2 protein//0.17:112:69//Hs.19949:X98173 
R-NT2RM4000433//ESTs//2.7e-100:479:98//Hs.24553:A1 150687 
R-NT2RM4000457//ESTs//5.1e-107:535:95//Hs.7579:AA775865 
20 R-NT2RM4000471//ESTs, Highly similar to NIFS-LIKE 54.5 KD PROTEIN [Saccharomyces cerevisiael//6.0e-99: 

492:96//Hs.21 090:AA41 8587 

R-NT2RM4000486//ESTs, Moderately similar to unnamed protein product [H.sapiensJ//2.2e-102:493:97//Hs. 
111279:W84558 
R-NT2RM4000496 
25 R-NT2RM4000511//EST//5.1e-43:326:81//Hs.157658:AI358465 
R-NT2RM4000514//ESTS//1.7e-112:552:96//Hs.6686:AA205496 

R-nnnnnnnnnnnn//ESTs, Weakly similar to HYPOTHETICAL 85.0 KD PROTEIN IN CPA2-ATP2 INTERGENIC 

REGION [Saccharomyces cerevisiae]//1 .4e-60:343:93//Hs.16014:AA074879 

R-NT2RM4000520//ESTs//2.7e-55:266:100//Hs.9983B:AA204731 
30 R-NT2RM4000531//ESTs//2.0e-88:502:91//Hs.13110:T67461 . 

R-NT2RM4000532//ESTs//0.47:290:58//Hs.148753:T91777 

R-NT2RM4000534//EST//0.00025:303:60//Hs.162809:AA632198 

R-NT2RM4000585//EST//0.28:63:77//Hs.150024:Al291981 

R-NT2RM4000590//ESTs//5.8e-65:320:98//Hs.116017:AA613437 
35 R-NT2RM4000595//Homo sapiens KIAA0431 mRNA, partial cdS//0.99:189:64//Hs.16349:AB007891 

R-NT2RM4000603//ESTs//4.6e-68:356:96//Hs.48855:AA134589 

R-nnnnnnnnnnnn//ESTs//1.5e-89:431:97//Hs.26117:Wl6697 

R-NT2RM4000616//ESTS, Highly similar to ACETYL-COENZYME A SYNTHETASE [Escherichia C0HJ//1 .4e-102: 
519:96//Hs.14779:N64822 
40 R-NT2RM4000674//ESTs//5.1e-78:398:97//Hs.8268:N70144 

R-NT2RM4000689//ESTS, Weakly similar to T01G9.4 [C.elegans)//2.9e-115:550:98//Hs.11820:AA205531 

R-NT2RM4000698//ESTs//2.0e-17:130:87//Hs.86420:AA927510 

R-nnnnnnnnnnnn 

R-NT2RM4000712//EST//0.99:103:65//Hs.114039:AA701128 
45 R-NT2RM4000717//ESTS, Highly similar to BONEMORPHOGENETIC PROTEIN 1 PRECURSOR [MuS musculus] 

//2.2e-1 03:51 9:95//Hs.6823:W1 81 81 

R-NT2RM4000733//ESTs//8.7e-88:429:98//Hs.72185:AA465311 

R-NT2RM4000734//Homo sapiens mRNA for KIAA0760 protein, partial cds//3.6e-105:536:95//Hs.137168: 
AB018303 

SO R-NT2RM40007.41//ESTs//0.99:266:58//Hs.142718:AA034046 
R-NT2RM4000751//ESTS//1 .6e-20:351 :66//Hs.43145:AA776988 
R-NT2RM4000764 

R-NT2RM4000778//EST//0.066:254:61//Hs.148232:AA904174 

R-NT2RM4000779//Homo sapiens mRNA for KIAA0451 protein, complete cds//9.3e-106:546:94//Hs. 18586: 
55 AB007920 

R-NT2RM4000787//Human melanoma antigen recognized by T-cells (MART-1) mRNA//6.5e-40:424:73//Hs. 
154069:U06452 . .;; 

R-NT2RM4000790//EST//9.0e-48:259:94//Hs.1 59694: AI41 7008 
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R-NT2RM4000795//Human mRNA for KIAA0067 gene, complete Cds//1 .0:203:63//Hs.20991 :D31 891 
R-NT2RM4000796//ESTs//7.0e-106:506:98//Hs.43559:AI003520 

R-NT2RM4000798//Human polymorphic epithelial mucin core protein mRNA. 3' end//2.5e-28:158:96//Hs.1 18249: 
M21868 

R-NT2RM4000813 

R-NT2RM4000B20//ESTs, Weakly similar to hypothetical protein [H.sapiens)//1.3e-109:539:97//Hs.99636: 
AI219667 

R-NT2RM4000B33//ESTS, Moderately Similar to ZK863.3 [Celegans]//4.0e-112:448:99//Hs.20223:AA482031 

R-NT2RM4000848//ESTs//8.1e-97:476:97//Hs.16036:AA883864 

R-NT2RM4000852//ESTs7/6.4e-94:467:97//Hs.11556:AI309597 

R-NT2RM4000855//ESTs//2.9e-95:544:90//Hs.1 06525: AI283343 

R-nnnnnnnnnnnn 

R-NT2RM4000895//ESTS. Moderately similar to !!!! ALU SUBFAMILY SQ WARNING ENTRY !!!! [H.sapiens)//9.3e- 
96:450:99//Hs.142076:AA604514 

R-NT2RM4000950//ESTs//2.6e-91:43B:98//H$.43827:AA455262 
R-NT2RM4000971//EST//2.9e-96:461:99//Hs.139709:AA227887 
R-NT2RM4000979//EST//1.6e-67:329:98//Hs.96927:AA349647 

R-NT2RM4000996//ESTS. Weakly similar to ZINC FINGER PROTEIN 91 [H.sapiens]//1 .7e-82:414:96//Hs. 115342: 
AA650126 

R-NT2RM4001002//Homo sapiens mRNA for KIAA0729 protein, partial cds//3.8e-114:545:97//Hs. 19542: 
AB018272 

R-NT2RM4001016//Homo sapiens mRNA for KIAA0639 protein, partial cds//2.5e-11 4:556 :97//Hs.1 5711: 
AB014539 

R-NT2RM4001 032//ESTs//7.8e-1 7: 1 32:84//Hs. 1 38720:N53352 

R-NT2RM4001 047//Homo sapiens UKLF mRNA for ubiquitous Kruppel like factor, complete cds//0.42:1 33:67//Hs. 
32170:AB015132 

R-NT2RM4001 054//ESTs//1 .7e-84:404:99//Hs. 1 1 6407: AA81 5300 
R-nnnnnnnnnn//ESTs//3.4e-91:439:99//Hs.103177:W72798 ^ 
R-NT2RM4001 092//ESTS//1 .4e-86:51 7:891 1 Hs.1 32969:Z78324 
R-NT2RM400 1 1 1 6//EST//5.2e-57:275: 1 00//HS. 1 31 1 1 5: AI0 1 6962 
R-NT2RM4001140//ESTs//5.5e-96:461:98//Hs.86965:AA252276 
R-NT2RM4001151//ESTs//0.40:263:58//Hs.113189:R08311 
R-NT2RM4001155//ESTs//8.3e-105:544:94//Hs.29647:W60848 
R-NT2RM4001160//EST//7.6e-25:380:68//Hs.147405:AI209085 

R-NT2RM4001 1 87//ESTS, Moderately Similar to !!!! ALU SUBFAMILY SC WARNING ENTRY !!!! [H.sapiens]//9.2e- 
43:273:91//HS. 1 09005:N31 1 74 

R-NT2RM4Q01191//Cytochrome P450, 51 (lanosterol 14-alpha-demethylase)//3.le-32:274:70//Hs.2379:U23942 

R-NT2RM4001200//ESTs//4,5e-102:494:97//Hs.31844:N32849 

R-NT2RM4001203 

R-NT2RM4001204//ESTs//9.8e-88:468:93//Hs.4990:T65307 
R-NT2RM4001217//ESTs//1.2e-75:396:94//Hs.25042:R72410 
R-NT2RM4001256//ESTS//1 .0:157:62//Hs.65377:AA994677 
R-NT2RM4001258//ESTs//9.6e-41:260:88//Hs.27633:N76184 
R-NT2RM4001309 

R-NT2RM4001313//EST//0.0022:150:66//HS.161573:W84857 
R-NT2RM4001 31 6//ESTs//3.5e-26:139:99//Hs.23100:A1 128899 
R-NT2RM4001320//ESTS//1 .6e-97:308:99//Hs.112024:AI042352 

R-NT2RM4001340//ESTs, Highly similar to UTR4 PROTEIN [Saccharomyces cerevisiae]//1.9e-105:522:97//Hs. 
1 8442 :A1 129307 

R-NT2RM4001 344//EST//1 .1 e-90:436:99//Hs.95900:AA1 60339 
R-NT2RM4001 347//EST//0.1 7:1 86:61//Hs.1 6751 :T90476 
R-NT2RM4001371//EST//0.0069:270:62//Hs.99239:AA450211 
R-NT2RM4001382 

R-NT2RM4001384//ESTs//9.6e-91:445:98//Hs.55000:AA805507 
R-NT2RM4001410//EST//0.13:50:82//Hs.157675:AI358790 

R-NT2RM4001411//ESTS, Weakly similar to lymphocyte specific adaptor protein Lnk [M.musculus]//4.0e-l 02:539: 

94//Hs.15744:AI055859 

R-NT2RM4001412 
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R-NT2RM4001414//ESTs//6.5e-35:226:86//Hs.121727:AA775895 
R-NT2RM4001 437//EST//0.01 7:1 69:67//Hs.1 3207:F1 0054 

R-NT2RM4001444//ESTS. Weakly similar to ISOLEUCYL-TRNA SYNTHETASE, MITOCHONDRIAL [S.cerevi- 
SiaeJ//7.4e-1 08:544:94//Hs.7558: AA5268 1 2 
5 R-NT2RM4001 454//ESTs//4.7e-1 08:51 7:98//Hs.32295:N32277 

R-NT2RM4001455//EST//9.6e-81:395:97//Hs.127978:AA969739 

R-NT2RM4001 483//Human mRNA for KIAA0033 gene, partial cds//1 .8e-58:324:85//Hs.22271 :D26067 
R-NT2RM4001489//Homo sapiens mRNA for KIAA0685 protein, complete cds//7.0e-1 04:547 :93//Hs.1 53121: 
AB014585 

W R-NT2RM4001 51 9//Histatin 1//0.53:340:59//Hs. 119101 :M26664 

R-NT2RM4001 5227/Small inducible cytokine A5 (RANTES)//8.4e-55:306:80//Hs.155464:AF088219 
R-NT2RM40015577/ESTS, Weakly similarto F11A10.4 [CelegansJ//6.1e-21:165:83//Hs.29134:H43072 
R-NT2RM4001 565//ESTs//2.0e-1 03:483:99//Hs.121273:AA758027 

R-NT2RM4001 566//Human DNA sequence from clone 1 409 on chromosome Xp1 1 .1 -11 A. Contains a Inter-Alpha- 
15 Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced Melanoma-Associated Antigen MAGE LIKE gene 

and a 6-Phosphofructo-2-kinase (Fructose-2,6-bisphosphatase) LIKE pseudogene. Contains ESTs, STSs and ge- 
nomic marker DXS8032//2.7e-43:446:72//Hs.4943:Z98046 

R-NT2RM4001569//ESTs//3.6e-37:186:100//Hs.86959:AA888009 

R-NT2RM4001 582//ESTS//1 .2e-96:459:98//Hs.1 14432:N52946 
20 R-nnnnnnnnnnnn 

R-NT2RM4001594//ESTs//1.6e-83:404:98//Hs.134740:AA282171 

R-NT2RM4001 597//ESTs//6.9e-1 11 :558:98//Hs.11408:A!358871 

R-NT2RM4001605//Homo sapiens mRNA for KIAA0791 protein, complete cds//2.le-112:565:95//Hs.23255: 
AB018334 

25 R-NT2RM4001611//EST//5.9e-74:353:99//Hs.125318:AA837079 
R-NT2RM4001629//ESTs//6,1e-95:453:99//Hs.115765:AA485957 
R-NT2RM4001650 
R-NT2RM4001662 

R-NT2RM4001666//Homo sapiens mRNA for KIAA0469 protein, complete cds//3.6e-36:230:70//Hs.7764: 
30 AB007938 

R-NT2RM4001682//EST//4.3e-68:393:90//Hs.157362:AI367496 

R-NT2RM4001710//ESTs//4.3e-48:235:99//Hs.7299:AA203440 

R-NT2RM4001714//ESTs//0.0014:568:58//Hs.50458:AA868686' 

R-nnnnnnnnnnn//ESTs//6.5e-104:487:99//Hs.153581:AA630465 
35 R-NT2RM4001731//ESTS, Weakly similar to No definition line found [C.elegansJ//3.1e-l08:563:94//Hs.l85l0: 

AA522887 

R-NT2RM4001741//T3 receptor-associating cofactor-1 [human, fetal liver, mRNA, 2930 nt]//0. 083:1 24 :68//Hs. 
120980:S83390 

R-NT2RM4001746//ESTs//6.1e-90:420:100//Hs.139003:AA948200 
40 R-NT2RM4001 754//Human kpni repeat mrna (cdna clone pcd-kpni-4), 3' end//5.4e-59:504:78//Hs.1 391 07:K00629 

R-NT2RM4001758//ESTs//8.9e-27:140:100//Hs.149973:AI290740 

R-NT2RM4001 776//Homo sapiens mRNA for KIAA0727 protein , partial cds//6.4e-24:236:80//Hs.39871 : AB01 8270 

R-NT2RM4001783//ESTs//9.9e-30:156:99//Hs.115260:AA314956 

R-NT2RM400 1 81 0//ESTs//1 .3e-65;346:95//Hs. 1 31 91 5:W22567 
45 R-NT2RM4001813//ESTs//5.7e-102:473:100//Hs.87574:AI089920 

R-NT2RM4001823//ESTs//3.8e-62:324:95//Hs.124109:AA888839 

R-NT2RM4001 828//ESTS//1 .3e-1 1 9:563:98//Hs.102397:AA706551 

R-NT2RM4001 836//ESTs//5.5e-1 6:92: 1 00//HS.26996: AA551 070 

R-NT2RM4001 841//ESTS//1 .3e-99:540:94//Hs.42322:AA082619 
50 R-NT2RM4001 842//ESTS, Weakly similarto !!!! ALU SUBFAMILY SQ WARNING ENTRY !!!! [H.sapiens]//4.le-10: 

274:62//Hs. 1 61 959:AA493652 

R-NT2RM4001856//ESTs, Weakly similar to contains similarity to ATP/GTP-binding site motif [C.e1egans]//3.0e- 
43:292:86//Hs.1 4202:N46000 

R-nnnnnnnnnnnn//ESTs//6.2e-104:495:98//Hs.118686:AA682280. 
55 R-NT2RM40018657/Homo sapiens mRNA for atopy related autoantigen CALC//1.6e-120:592:97//Hs.61628: 

Y17711 

R-NT2RM4001 876//ESTs//2.9e-98:532:92//Hs. 1 00734:AA1 58252 
R-NT2RM4001880//ESTs//2.5e-29:224:86//Hs.6193:AA045149 
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R-NT2RM4001905//ESTs//5.6e-109:565:95//Hs.9536:AA114178 

R-NT2RM4001922//ESTs, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1 2e-105: 
535:95//Hs.30991 :AA994438 

R-NT2RM4001930//ESTs//4.1«84:425:96//Hs.80042:N63143 
5 R-NT2RM4001 938//EST//0.00040:241 :60//Hs.1 47235:AI205893 

R-NT2RM4001940//Homo sapiens timeless homolog mRNA, complete cds//2.0e-11 0:556 :95//Hs.1 18631: 
AF098162 

R-NT2RM4001 953//ESTs//5.3e-65:338:96//Hs.3371 8: AA453268 

R-NT2RM4001 965//ESTs, Weakly similar to T1 4B4.2 gene product [C.elegans]//57e-62:326:95//Hs.3385:N2591 7 
10 R-nnnnnnnnnnnn//ESTs, Weakly similar to IP63 protein [R.norvegicus]//1 .9e-21 :121 :98//Hs. 8772: AA521 097 

R-NT2RM4001979//ESTS//1 .4e-96:465:98//Hs.l57103:W60265 
R-NT2RM4001984 
R-NT2RM4001987 

R-NT2RM4002013//EST//2.2e-14:110:90//Hs.160835:AI345528 
15 R-NT2RM4002018 

R-NT2RM4002034//Human mRNA for KIAA0118 gene, partial cds//9.4e-46:293:87//Hs.1 54326: D42087 

R-NT2RM4002044//ESTs//2.8e-107:537:96//Hs.24078:W44435 

R-NT2RM4002054//ESTs//3.7e-88:482:94//Hs.4243:T78226 

R-NT2RM4002062//ESTS//1 .4e-55:377:85//Hs.1 52592: AA587887 
20 R-NT2RM4002063//Calcium modulating ligand//1 .8e-43:385:78//Hs.13572:AF068179 

R-nnnnnnnnnnnn//Homo sapiens OPA-containing protein mRNA, complete cds//5.5e-42:554:68//Hs.853l3: 

AF071309 

R-NT2RM4002067//Human kpni repeatmrna (cdna clone pcd-kpni-4), 3' end//2.3e-43:468:73//Hs.139107:K00629 
R-NT2RM4002073//ESTs, Weakly similar to very-long-chain acyl-CoA synthetase [H.sapiens]//6.8e-57:290:96// 
25 HS.109274:AA193416 

R-NT2RM4002075//ESTs//0.078:267:61//Hs.163563:AA641655 
R-NT2RM4002093//ESTS//1 .2e-64:31 6:99//Hs.34956:Al052528 
R-nnnnnnnnnnnn//ESTs//1.0:95:69//Hs.25897:W65409 

R-NT2RM4002128//Homo sapiens mRNA for BCL9 gene//0.51 :258:60//Hs.122607:Y13620 
30 R-NT2RM4002140//ESTs//5.5e-46:187:94//Hs.8737:W22712 
R-NT2RM4002145//ESTs//4.6e-70:374:94//Hs.141082:H18987 
R-NT2RM4002146//ESTs//1.9e-93:43 9:99//Hs.119295:AA442090 • 

R-NT2RM4002161//Homo sapiens laforin (EPM2A) mRNA, partial cds//1.5e-111:560:96//Hs.22464:AF084535 
R-NT2RM4002174//Homo sapiens LIM protein mRNA, complete cds//3.2e-46:552:72//Hs.l54103:AF061258 
35 R-NT2RM4002189//ESTs//9.6e-75:352:100//Hs.98350:Hl5400 
R-NT2RM4002194//EST//0.22:68:72//Hs.149104:AI244343 
R-NT2RM4002205//EST//0.00028:1 03:72//Hs.1 30032:AA897678 
R-NT2RM4002213//ESTs//3.3e-15:160:78//Hs.63304:W22079 

R-NT2RM4002226//ESTS, Highly similar toGTPASE ACTIVATING PROTEIN ROTUND[Drosophilamelanogaster] 
40 //5.1e-112:569:95//Hs.23900:U82984 

R-NT2RM4002251//ESTS, Weakly similar to similar to alpha-1 ,3-mannosyl-gtycoprotein beta-1, 2-N-acetylglu- 
cosaminyltransferase [C.elegans]//i.ie-i00:544:93//Hs.27567:W72i90 

R-NT2RM4002256//Small inducible cytokine A5 (RANTES)//1 0e-44:341:81//Hs.155464:AF08B219 
R-NT2RM4002266//ESTs//2.6e-100:539:93//Hs.57976:AA535864 
45 R-NT2RM4002278//ESTS//1 .8e- 11 2:569: 95//HS.87281 :AA128263 

R-NT2RM4002281//ESTs//4.9e-20:187:80//Hs.141203:H52638 
R-NT2RM4002287//ESTs//7.9e-84:388:94//Hs.33977:N52461 
R-NT2RM4002294 

R-NT2RM4002301//ESTs//4.5e-111:556:96//Hs.85916:AA194164 
50 R-NT2RM4002323//ESTs//4.5e-102:498:97//Hs.85782:AAl91498 
R-nnnnnnnnnnnn//ESTs//5.0e-59:283:100//Hs.125048:AA682913 

R-NT2RM4002344//V-akt murine thymoma viral oncogene homolog 2//0.29:153:66//Hs.155l29:M77198 
R-NT2RM4002373//Homo sapiens mRNA for K1AA0649 protein, complete cds//2.8e-122:593:97//Hs.26163: 
AB014549 

55 R-NT2RM4002374//ESTs//3.3e-40:505:70//Hs.951 1 5: AA206594 

R-NT2RM4002383//ESTs//2.7e-93:455:97//Hs.1 34278: AA648884 
R-NT2RM4002390//ESTs//3.3e-93:481:95//Hs.48764:AA613328 

R-NT2RM4002409//ESTs, Weakly similar to coded for by C. elegans cDNA yk52e10.5 [C.elegans]//1 .3e-97:473: 
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98//Hs.16464:W19606 

R-NT2RM4002438//EST$//0.74:162:61//Hs.65377:AA994677 
R-NT2RM4002446 

R-NT2RM4002452//EST//1 .0:1 64:60//Hs.1 1 66I9:AA6681 42 
5 R-NT2RM4002457 

R-NT2RM4002460//ESTs//3.0e-74:385:96//Hs.6933:R07890 

R-NT2RM4002479//Homo sapiens RNA helicase-related protein mRNA, complete cds//l.6e-103:507:97//Hs. 
8765:AF083255 

R-NT2RM4002482//Homo sapiens mRNA for KIAA0691 protein, complete cds//2.3e-32:172:98//Hs.94781: 
10 AB014591 

R-NT2RM4002493//ESTs//6.4e-73:366:97//Hs. 1 571 1 4:T58884 
R-NT2RM4002499//ESTs//3.5e-61 :307:97//Hs. 1 1 7737: AI088029 
R-NT2RM4002504//ESTs//2.1e-55:306:94//Hs.10949:AA464464 

R-nnnnnnnnnnnn//ESTs, Weakly similar to peroxisome targeting signal 2 receptor [H.sapiens]//1.4e-73:360:91// 
15 Hs.31030:H50467 

R-NT2RM4002532//ESTS//1 .3e-21 : 1 91 :78//Hs. 1 4681 1 : AA41 0788 
R-NT2RM4002534//ESTS//1 .8e-99:51 2:95//Hs.1 3526: AI41 7057 
R-NT2RM4002567//ESTs//7.6e-41:272:87//Hs.7114:R24312 

R-NT2RM4002571//ESTS, Highly similar to POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE [Bos 
20 taurusJ//2.3e-89:435:97//Hs.15830:AA1 65698 

R-NT2RM4002593//ESTs//2.3e-109:552:96//Hs.17424:AA190569 

R-NT2RM4002623//ESTS, Weakly similar to ASPARTYL-TRNA SYNTHETASE [Thermus aquaticus thermophilus] 
//9.6e-28:194:87//Hs.59346:AI126802 

R-NT2RP2000001//ESTs//2.6e-80:386:99//Hs.1 05061 :N45096 
25 R-NT2RP2000006//Thromb0xane A2 receptor//7.2e-37:253:84//Hs. 89887: D38081 

R-NT2RP2000008//Zinc finger protein 37a (KOX 21)//5.2e-25:366:67//Hs.54488:X69115 
R-NT2RP2000027//ESTs//9.5e-74:377:96//Hs.96557:AA286713 

R-NT2RP2000040//Homo sapiens mRNA for KIAA0747 protein, partial cds//2.7e-42:223:96//Hs.8309:AB018290 
R-NT2RP2000045//Homo sapiens tumorous imaginal discs protein Tid56 homolog (TID1) mRNA, complete cds// 
30 4.3e-64:309:98//Hs.621 6:AF061 749 

R-NT2RP2000054//EST//1 .2e-71 :375:96//Hs.98835:AA435798 
R-NT2RP2000056//EST//2.6e-28:342:69//Hs.135526:AI094910 

R-NT2RP2000067//ESTS, Weakly similar to tenascin-like protein [D.melanogaster)//2.3e-35:199:94//Hs.41793: 
AA775879 

35 R-NT2RP2000070//ESTS, Weakly similar to proto-cadherin 3 [R.norvegiCUS]//1 .4e-78:383:98//Hs.58254:W72881 

R-NT2RP2000076//EST//0.001 4:227:63//Hs.1 36761 :AA738097 

R«NT2RP2000077//Homo sapiens growth arrest specific 11 (GAS11) mRNA, complete cds//1.1e-78:379:97//Hs. 
54877:AF050078 

R-NT2RP2000079//Homo sapiens RET finger protein-like 1 antisense transcript, partial//2.9e-2l :232:75//Hs. 
40 1 02576: AJ01 0230 

R-NT2RP2000088//Homo sapiens mRNA for KIAA0795 protein, partial cds//1 .8e-75:378:96//Hs.22926:AB01 8338 

R-NT2RP2000091//Carcinoembryonic antigen gene family member 6//0.030:236:63//Hs.4i :D90064 

R-NT2RP2000097//ESTs//4.2e-15:92:97//Hs.7432:AA281757 

R-NT2RP2000098//ESTs7/9.0e-53:279:94//Hs.87807:AA813827 
45 R-NT2RP2000108//EST//1.5e-75:378:96//Hs.162105:AA524419 

R-NT2RP20001 1 4//Homo sapiens mRNA for GM3 synthase, complete cds//5.8e-76:386:95//Hs. 1 7706:AB01 8356 

R-NT2RP2000120//ESTS, Weakly similar to HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME ill 

[C.elegans]//1.9e-19:153:86//Hs.5268:W22670 ■■" 

R-nnnnnnnnnn//ESTs//1.0e-55:293:95//Hs.14570:AI422099 " : 
so R-nnnnnnnnnnnn7/ESTs//0.24:354:59//Hs.1 57564 :AI356513 

R-NT2RP2000147//ESTs, Highly similar to CLATHRIN COAT ASSEMBLY PROTEIN AP47[Mus musculus]//3.0e- 

89:457:95//Hs.3832:AI208601 , 

R-NT2RP2000153//EST//0.0039:93:68//Hs.140386:AA773548 

R-NT2RP2000157//ESTs//1.1e-53:322:91//Hs.6877:AA040820 
55 R-NT2RP2000161//EST5//1.6e-99:492:97//Hs.21738:AI188190 

R-NT2RP20001 75//ESTs//1 .4e-98:489:96//Hs. 4849: AM 43741 

R-NT2RP2000183//ESTs//9.0e-72:358:96//Hs.4856:N51373 

R-NT2RP20001 95//ESTs//3.9e-92:439:98//Hs. 145091 :AA81 451 0 
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R-NT2RP2000205//ESTS, Moderately Similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens)//1 .4e- 
80:41 5:95//Hs.1 1 807:T86897 

R-NT2RP2000224//RNA polymerase II, polypeptide C (33kD)//1.1 e-57: 306 :94//Hs. 79402 :AC004382 
R-NT2RP2000232 
5 R-NT2RP2000233//ESTS//1 .1 e-08 : 63 :96//Hs. 124861 :A1090683 

R-NT2RP2000239//ESTs//5.3e-87:427:96//Hs.8621 1 :AA604379 

R-NT2RP2000248//ESTS, Weakly similar to O-linked GlcNAc transferase [H.sapiens]//1 .3e-95:454:99//Hs. 
1 02057: AA649005 

R-NT2RP2000257//ESTs//5.le-58:282:99//Hs.122565:AI126840. 
10 R-NT2RP2000258//EST//1 .0:67:68//Hs.61812:AA035649 

R-NT2RP2000270//ESTs, Weakly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens]// 
8.4e-59:298:96//Hs.16085:AI261382 

R-NT2RP2000274//ESTs//7.5e-61 :296:98//Hs.86081 : AA1 96635 
R-NT2RP2000288//ESTs//1.8e-56:305:93//Hs.7579:AA775865 
15 R-NT2RP2000289 

R-NT2RP2000297//ESTS, Highly similar to MKR2 PROTEIN [Mus musculusj//9.8e-1 06:494:99//Hs.1 02951 : 
AA574249 

R-NT2RP2000298//ESTs//2.1e-62:256:90//Hs.8737:W22712 

R-NT2RP2000310//Human proline dehydrogenase/proline oxidase (PRODH) mRNA, complete cds//2.8e-39:222: 

20 93//Hs.58218:U82381 

R-NT2RP2000327//Homo sapiens DNA sequence from PAC 434014 on chromosome Iq32.3.-41. Contains the 
HSD11B1 gene for Hydroxysteroid (11 -beta) Dehydrogenase 1. the ADORA2BP adenosine A2b receptor LIKE 
pseudogene. the IRF6 gene for Interferon Regulatory Factor 6 and two unknown genes. Contains ESTs and GSSs// 
2.9e-71:342:98//Hs.87684:AL022398 

25 R-NT2RP2000329//ESTS, Highly similar to GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL [Bos taurus] 

//3.4e-69:371 :94//Hs. 43436 :N32441 

R-NT2RP2000337//ESTs//5.2e-79:41 1 :95//Hs.1 01 799:AI276062 

R-NT2RP2000346//Homo sapiens apoptosis associated protein (GADD34) mRNA, complete cds//i.ie-47:262: 
94//Hs.76556:U83981 
30 R-NT2RP2000369//ESTs//4.3e-102:531:94//Hs.15855:H98103 

R-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, complete cds//8.4e-09:93:83//Hs.808:L28010 
R-NT2RP2000420//ESTs//8.2e-24:142:94//Hs.1 44893: AI222324 

R-NT2RP2000422//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds//4.2e-20:140: 
90//Hs.5819:AFl 02265 

35 R-NT2RP2000438//ESTs, Weakly similar to misato [D.melanogaster]//! .3e-65:362:93//Hs.22l97:AH5l425 

R-NT2RP2000448//ESTS, Highly similar to HYPOTHETICAL 51 .6 KD PROTEIN IN PAP1-MRPL13 INTERGENIC 

REGION [Saccharomyces cerevisiaey/3.6e-75:435:92//Hs.21938:W81045 

R-NT2RP2000459//ESTs//2.8e-95:527:93//Hs.103422:AI352013 

R-NT2RP2000498//ESTs//2.3e-1 7: 1 1 9:79//Hs.1 61 71 4:AA229078 
40 R-NT2RP2000503//ESTs//5.2e-91:438:98//Hs.152335:AI290215 

R-NT2RP2000510//Homo sapiens KIAA0436 mRNA, partial cds//0. 1 3:455 :58//Hs.110:AB007896 

R-nnnnnnnnnn//ESTs//9.9e-63:376:89//Hs.47546:AA181348 . 

R-NT2RP2000523 

R«NT2RP2000603//Homo sapiens mRNA for KIAA0572 protein, partial cds//3.5e-30:1 67:97//Hs.1 4409: AB01 1144 
« R-NT2RP2000617//ESTs//9.5e-103:493:98//Hs.9412:W72446 

R-NT2RP2000634//Homo sapiens mRNA for KIAA0614 protein, partial cds//8.1e-66:335:96//Hs.7314:AB014514 

R-NT2RP2000644//ESTs//1.1e-18:372:63//Hs.82419:AA789222 

R-NT2RP2000656//ESTS//1 .Oe- 10:1 28 :80//Hs. 23977: AA1 1 5275 

R-NT2RP2000658//ESTS//0.31 :278:59//Hs. 1 5661 :W02396 ~Z 
50 R-NT2RP2000668//ESTs//8.2e-40:255:88//Hs.113310:R16767 / 

R-NT2RP2000678//ESTs//2.6e-53:271:9611Hs.23790:N99347 

R-NT2RP2000710//ESTs//0.49:190:63//Hs.145521:AI261368 . . 

R-NT2RP2000715//EST//1.2e-87:418:9911Hs.139425:AA429279 

R-NT2RP2000731//EST//5.3e-65:322:97//Hs.136754:AA713965 
55 R-NT2RP2000758//ESTS//1.0:187:61//Hs.10545:N62642 

R-NT2RP2000764//ESTs//5.8e-84:485:91 //Hs. 1 21 81 6: AA77541 9 

R-NT2RP2000809 

R-NT2RP2000812//ESTS//1 .2e-45:231 :97//Hs.121028:AA902745 
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R-nnnnnnnnnnnrV/ESTs//6.3e-87:433:97//Hs.145479:AA969404 

R-NT2RP2000816//ESTS//0.45:100:69//Hs.147529:AA458918 

R-NT2RP2000819 

R-NT2RP2000841//ESTS//1 .9e-73:351 :99//Hs.116385:AI224511 
5 R-NT2RP2000842//TUMOR NECROSIS FACTOR-INDUCIBLE PROTEIN TSG-6 

PRECURSOR//4.6e-10:247:66//Hs.29352:M31165 
R-NT2RP2000845//ESTs//2.8e-91 :443:97//Hs.6681 0:AI206552 . 
R-NT2RP2000863//ESTs//4.3e-49:310:88//Hs.104336:W07345 

R-NT2RP2000880//Homo sapiens mRNA for KIAA0741 protein, complete cdS//2.8e-43:277:89//Hs.3615: 
10 AB018284 

R-NT2RP2000892//ESTs//2.8e-50:25 8:96//Hs.1 19238: AA476267 
R-NT2RP2000931//MATRIN3//7.2e-57:290:96//Hs.78825:AB018266 

R-NT2RP2000938//ESTS, Highly similar to HYPOTHETICAL 6.3 KD PROTEIN ZK652.2 IN CHROMOSOME III 
[Caenorhabditis elegans]//3.9e-37:1 99:95//Hs.1 1 231 8:AA1 86477 
is R-NT2RP2000943//Homo sapiens mRNA for KIAA0755 protein, complete cds//9.8e-98:494:96//Hs. 19822: 

AB018298 

R-NT2RP2000965//EST//0.22:223:60//Hs.105703:AA487021 
R-NT2RP2000970//EST//8-7e-06:255:62//Hs.1 49202: AI246481 

R-NT2RP2000985//ESTS, Weakly similar to HYPOTHETICAL 96.8 KD PROTEIN IN SIS2-MTD1 INTERGENIC 
20 REGION [S.cerevisiael//7.8e-92:468:95//Hs.12124:AA522537 

R-NT2RP2000987//EST$//4.5e-78:41 9:93//Hs.21 966:H97521 K ' 

R-NT2RP2001 036//EST//2.0e-33: 1 48:82//Hs.1 631 96:AA767643 

R-NT2RP2001 044//ESTs//5.6e-95:493:95//Hs.21 958:AA453660 

R-NT2RP2001 065//ESTs//3.6e-28:1 53:96//Hs. 1 1 931 4:AA4321 08 
25 R-NT2RP2001 070//EST//0.30:94:67//Hs.94289:N73665 

R-NT2RP2001094//EST//0.75:101:69//HS.161040:H82068 

R-NT2RP2001119 

R-NT2RP2001127//Homa sapiens mRNA for HRIHFB2060, partial Cds//1 .5e-56:304:94//Hs.1 46282: AB01 5348 
R-NT2RP2001137 

30 R-NT2RP2001 1 49//ESTS//5.1 e-66:324:971 1 Hs .27475 :AA70451 2 

R-NT2RP2001168//ESTs//2.0e-9B:539:92//Hs.77870:AI188145 

R-NT2RP2001173//Homo sapiens mRNA for KIAA0480 protein, complete cds//1 .5e-96:490:96//Hs.26247: 
AB007949 

R-NT2RP20011 74//ESTs//2.2e-63:354:93//Hs.24266:R28287 
35 R-NT2RP20011 96//ESTS//1 .4e-83:463:93//Hs.124304:AA825510 

R-NT2RP2001218//ESTS//1 .4e-100:506:96//Hs.93391:A1 188402 
R-NT2RP2001226//EST//0.0074:154:63//Hs.128612:AA909358 

R-NT2RP2001233/TESTS, Highly similar to ZINC FINGER PROTEIN ZFP-36 [Homo sapiens]//3.7e-65:538:80// 

Hs.44014:AA632298 
40 R-NT2RP2001245//ESTs//5.2e-90:447:97//Hs.14559:H92996 

R-NT2RP2001 268//Homo sapiens mRNA for KIAA081 0 protein, partial Cds//1 .5e-1 1 2:544:97//Hs.7531 : AB01 8353 

R-NT2RP2001277//ESTs//2.0e-81 :387:99//Hs. 13751 :AA908229 

R-NT2RP2001290//ESTs//2.4e-91 :501 :92//Hs.12600:AA044775 

R-NT2RP2001295//ESTs//1.4e-70:337:99//Hs.123854:AA412665 
45 R-NT2RP2001312//ESTs//4.6e-53:276:95//Hs.7961:AA401205 

R-NT2RP2001327//ESTS, Moderately similar to tumor necrosis factor-alpha-induced protein B12 [H.sapiensJ// 

2.3e-43:238:93//Hs.106632:N25679 

R-NT2RP2001 328//ESTs//5. 1 e-99:499:96//Hs. 34868: AI341 1 38 
R-NT2RP2001 347//ESTs//6.7e-05: 1 00:77//Hs.9536:AA1 1 41 78 
SO R-NT2RP2001 378//ESTs//4.2e-83:456:93//Hs. 1 0554:N50028 

R-NT2RP200 1 381 //ESTS//1 . 1 e-26: 1 48:96//Hs. 1 61 859: AA444038 

R-NT2RP2001392//ESTS, Weakly similar to MITOCHONDRIAL LON PROTEASE HOMOLOG PRECURSOR [H. 
sapiens)//3.9e-74:41 1 :93//Hs.47305:AA1 951 53 
R-NT2RP2001394//ESTs//9.5e-54:305:93//Hs.70256:R07875 
55 R-NT2RP2001397//ESTs, Highly similar to G2/MITOTIC-SPECIFIC CYCLIN B2 [Mesocricetus auratus]//5.2e-97: 

469:97//Hs.20483:AA522505 

R-NT2RP2001 420//ESTS//1 .6e-49:228:88//Hs. 1 63602:N32030 
R-NT2RP2001 423//ESTs//2.0e-37: 1 90:99//Hs. 1 01 565:R35431 
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R-NT2RP2001 427//EST//1 .7e-1 1 :1 07:84//Hs. 1 48584:AI201 728 

R-NT2RP2001436//ESTS, Weakly similar to F02D8.3 [C.elegans]//2.9e-114:558:97//Hs.7627:AI341556 
R-NT2RP2001440//EST//0.17:192:58//HS.133442:AI061394 
R-NT2RP2001 445//ESTs//1 . 1 e-43:2 15:1 00//HS. 1 45497: AA501 453 
5 R-NT2RP2001 449//ESTS//4. 1 e-08:234:61 //Hs . 1 34067: AI076765 

R-NT2RP2001 450//ESTs//9.5e-65:356:94//Hs.61 829: AI079539 

R-NT2RP2001467//Small inducible cytokine A5 (RANTES)//1 .2e-34:255:83//Hs.1 55464 :AF0882 19 
R-NT2RP2001 506//ESTs//2.9e-23:1 70:88//Hs.7147:T23513 
R-NT2RP200l511//ESTs//2.0e-08:59:100//Hs.57660:AA251146 
10 R-NT2RP2001 520//Homo sapiens mRNA for mitochondrial carrier protein ARALAR1//6.7e-1 06:545:95//Hs.4277: 

Y14494 

R-NT2RP2001526//ESTs//37e-23:295:72//Hs.8514:AF039240 

R-NT2RP2001536//Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds// 
1.9e-15:99:95//Hs.99742:AF035586 
is R-NT2RP2001 560//ESTs//2.2e-58:31 0:94//Hs.87454: AA73281 6 

R-NT2RP2001569//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//2.0e-76:387:96//Hs. 
67619:AB007957 

R-NT2RP2001576//Human mRNA for KIAA0105 gene, complete cds//0.17:193:60//Hs.119:D14661 
R-NT2RP200 1 581 //ESTs//5. 1 e-08: 1 07:78//Hs. 1 571 1 4:T58884 
20 R-NT2RP2001597//EST//5.2e-22:151:88//Hs.158613:AI369995 
R-NT2RP2001601//ESTs//1.5e-78:373:99//Hs.137558:AI393767 
R-NT2RP2001613 

R-NT2RP2001628//EST//0.99:195:60//Hs.144238:W52294 

R-NT2RP2001663//ESTs//4.0e-37:282:84//Hs.12319:W56090 T 
25 R-NT2RP2001677//ESTs//1.4e-44:232:96//Hs.1 59387: AI370845 

R-NT2RP2001678//ESTs//0.91:124:60//Hs.10593:AI201336 

R-NT2RP2001699//EST//0.0033:230:61//Hs.146544:AI125323 . 

R-NT2RP2001 720//ESTS//1 .8e-52:255:99//Hs.101064:AA290579 

R-NT2RP2001721//ESTs//7.0e-101:479:99//Hs.129750:AA987538 
30 R-NT2RP2001740//ESTs//3.3e-76:379:96//Hs.144704:AI147100 

R-NT2RP2001748//ESTS//1 .4e-44:352:81//Hs.142259:AA828840 

R-NT2RP2001762//Homo sapiens exonuclease 1a (EX01a) mRNA, complete cds//2.1e-l 05:51 9:96//Hs.47504: 
AF091754 

R-NT2RP2001813//ESTs//6.3e-78:406:95//Hs.21902:R44037 
35 R-NT2RP2001861 

R-NT2RP2001 869//EST//2.8e-21 :173:82//Hs. 130321 :AI002941 
R-NT2RP2001876//ESTs//6.1e-102:526:95//Hs.4944:AA533088 

R-NT2RP2001883//ESTS, Weakly similar to No definition line found [C.elegansJ//6.9e-H0:556:95//Hs.23l59: 
AA113849 

40 R-NT2RP2001900//ESTs//6.9e-85;442:95//Hs.154220:AAl71724 

R-NT2RP2001907//ESTs//2.1e-82:432:94//Hs.1 42257: AA1 88423 

R-NT2RP2001926//EST//2.3e-24:299:71//Hs.135085:AI097268 

R-NT2RP2001936//ESTs//1.le-45:265:92//Hs.112482:T66087 

R-NT2RP2001943//EST//1.4e-05:246:61//Hs.144096:AI032180 
45 R-NT2RP2001946//ESTs//3.6e-87:410:99//Hs.20242:W72594. 

R-NT2RP2001 947//ESTs//1 .9e-55:338:88//Hs.58582:T72588 

R-NT2RP2001969 

R-NT2RP2001976//ESTS//1 .2e-98:499:95//Hs.121028:AA902745 

R-NT2RP2001985//ESTS, Weakly similar to GTPASE- ACTIVATING PROTEIN SPA-1 [M.musculus]//8.3e-15:118: 
50 89//Hs.18760:AA1 66678 

R-NT2RP2002025//ESTs//2.1e-82:393:98//Hs.159488:AI378233 
R-NT2RP2002032//ESTs//4.4e-98:531 :9 1 //Hs . 93836 : AA81 3332 
R-NT2RP2002033//ESTs//3.5e-43:229:96//Hs.30563:AAl02627 
R-NT2RP2002041 

55 R-NT2RP2002046//ESTS//1 .6e-1 01 :476:99//Hs.1 01 1 07: AA825938 

R-NT2RP2002047//ESTS//9. 1 e-85:431 :95//Hs.1 1 6750:AA629895 
R-NT2RP2002058//ESTS//1 .3e-31 :1 63 :99//Hs. 33085 :AA258068 
R-NT2RP2002066//ESTS//1 .9e-87:459:93//Hs. 1 1 8871 : AA846091 
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R-NT2RP2002070//ESTs//4.1 e-63:332:96//Hs.1 56446:T92265 

R-NT2RP2002076//Homo sapiens clone 24804 mRNA sequence/^ .7e-26:1 78:87//Hs.1 1 039:AF0521 83 
R-NT2RP2002079//ESTs//1.2e-79:389:97//Hs.135214:AI350524 

R-NT2RP2002099//Homo sapiens mRNA for ElB-55kDa-associated protein//1.5e-60:376:89//Hs.155218: 
5 AJ007509 

R-NT2RP2002105//ESTs//8.4e-54:313:90//Hs.98702: Ah 23000 

R-NT2RP2002124//ESTs//6.6e-81:431:93//Hs.127326:AA525l34 

R-NT2RP2002137//Deoxycytidine kinase//0.29:183:62//Hs.709:M60527 

R-NT2RP20021 54//ESTs//9.6e-97:539:91//Hs.1 8624:AA523268 
10 R-NT2RP2002172//EST//0.69:53:75//Hs.156238:AI334495 

R-NT2RP20021 85//ESTs, Weakly similar to F1 5C11 .2 [C.elegansJ//1 .4e-54:269:98//Hs.1 07201 :W52859 . 

R-NT2RP2002192//ESTS, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.9e- 

1 5:245:71//Hs.87578: Al 1 25363 

R-NT2RP20021 93//ESTs//3.5e-79:45 3:90//Hs.76578:AI290672 
15 R-NT2RP2002208//ESTs//2.0e-72:347:99//Hs.164028:AI003946 
R-NT2RP2002219//EST//0.039:229:63//H$.1 49830: AI287499 
R-NT2RP2002231//ESTs//3.3e-64:337:94//Hs.79828:AA642341 

R-nnnnnnnnnnnn//ESTs, Highly similar to co-repressor protein [M.musculus]//5.4e-48:238:99//Hs.22583: 
AA188168 

20 R-NT2RP2002255//Homo sapiens retinoic acid hydroxylase mRNA, complete cds//l.6e-l5:l3l :83//Hs. 150595: 
AF005418 

R-NT2RP2002259//Human L-myc protein gene, complete cds//5.3e-99:548:9l//Hs.92l37:M 19720 
R-NT2RP2002270//ESTS, Weakly similar to AF-9 PROTEIN [H.sapiens]//4.8e-1 00:550:9 1//Hs.4029:Z78373 
R-NT2RP2002292//ESTs, Weakly similar to F13B12.1 [C.elegans]//3.2e-92:482:93//Hs.5570:AI377863 
25 R-NT2RP2002312//Homo sapiens CDP-diacylglycerol synthase 2 (CDS2) mRNA, partial cds//4.1e-1 03:527:94// 

Hs.24812:AF069532 

R-NT2RP2002316//ESTs//4.2e-91:425:100//Hs.3350:AI368015 

R-NT2RP2002325//Homo sapiens peroxisomal biogenesis factor (PEXHa) mRNA, complete Cds//1 .2e-n 2:567: 
95//Hs.31034:AB015594 
30 R-NT2RP2002333//ESTS//1 .9e-86:483:91 //Hs.1 551 98:AA767372 

R-NT2RP2002385//Homo sapiens synaptic glycoprotein SC2 spliced variant mRNA, complete cds//1 .2e-l 03:600: 
89//HS.1 09051 :AF038958 

R-NT2RP2002394//ESTS//0.11:158:65//Hs.28792:AI343467 
R-NT2RP2002408//ESTS//1 .5e-51 :278:93//Hs.6044:W22815 
35 R-NT2RP2002426//Homo sapiens mRNA for KIAA0563 protein, complete cds//1.7e-33:285:80//Hs.15731: 

AB011135 

R-NT2RP2002439//ESTS//3,2e-12:134:76//Hs.32246:AA464020 
R-NT2RP2002457//ESTs//4.7e-52:282:94//Hs.21968:H97521 
R-NT2RP2002464//ESTs//5.3e-27: 1 48:98//Hs.1 1 5660: AI362230 
40 R-NT2RP2002475//ESTs//3.9e-85:439:94//Hs.9873:W27233 

R-nnnnnnnnnnnn//Homo sapiens mRNA for ABC transporter 7 protein, complete cds//9.9e-115:605:92//Hs. 
1 25856: AB005289 

R-NT2RP2002498//ESTs//6.3e-37:227:93//Hs.108779:N73180 
R-NT2RP2002503//ESTs//1.9e-54:358:86//Hs.57800:W60838 
45 R-NT2RP2002504//Homo sapiens mRNA for KIAA0791 protein, complete cds//8.5e-107:583:91//Hs.23255: 

AB018334 

R-NT2RP2002520//ESTs//4.2e-99:509:94//Hs.32368:AA205305 
R-NT2RP2002537//ESTs//4.2e-105:552:93//Hs.154363:AA533090 

R-NT2RP2002546//Homo sapiens clone TUA8 Cri-du-chat region mRNA//2.6e-109:570:93//Hs.49476:AF009314 
50 R-NT2RP2002549//DNA polymerase gamma//1.1e-35:189:86//Hs.80961:U60325 

R-NT2RP2002591//ESTS, Weakly similar to ZINC FINGER PROTEIN 84 [H.sapiens]//7.5e-118:564:97//Hs.94549: 
AA1 49547 

R-NT2RP2002595//EST//1.4e-15:101:95//Hs.129528:AA994783 
R-NT2RP2002606//ESTs//4.5e-99:475:98//Hs.45046:N40170 
55 R-NT2RP2002609//ESTS//1 .9e-104:568:92//Hs.91 75: Al 184220 

R-NT2RP2002618//ESTs//0.014:493:57//Hs.96322:AA541615 
R-NT2RP2002621//EST//4.4e-36:252:84//Hs.149580:AI281881 
R-NT2RP2002643//ESTs//6.9e-32:247:74//Hs.33354:AAl79944 
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R-NT2RP2002672 

R-NT2RP2002701//N-acetylglucosaminidase. alpha- (Sanfilippo disease IIIB//0.99:184:63//Hs.50727:U43572 

R-NT2RP2002706//EST//2.8e-41:148:86//Hs.161917:AA483223 

R-NT2RP200271 0//EST//0.34: 1 05:71//Hs. 1 36747: AA74921 0 

R-NT2RP2002727//ESTs//8.7e-68:368:94//Hs.14366:T78626 

R-NT2RP2002736//ESTs//9.7e-98:457:99//H$.74899:AA993300 

R«NT2RP2002740//Homo sapiens mRNAfor KIAA0536 protein, partial cds//0.66:360:59//Hs.119139:AB011108 

R-NT2RP2002741//ESTs//3.1e-102:489:98//Hs.112024:AI042352 

R-NT2RP2002750//EST//3.6e-43:166:86//Hs.1 62404: AA5731 31 

R-NT2RP2002752//ESTs//5.0e-56:355:89//Hs.95867:M62042 

R-NT2RP2002753//ESTS//1 .7e-49:262:96//Hs.49005:W89124 

R-NT2RP2002769//ESTs//1.3e-59:376:88//Hs.4046:H03587 

R-NT2RP2002778//Homo sapiens clone 24606 mRNA sequence//4.0e-65:341 :94//Hs.1 7481 :AF070537 
R-NT2RP2002800//ESTs//6.5e«08:79:84//Hs. 1 53262: AA551 1 24 

R-NT2RP2002839//ESTS, Moderately Similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1 .6e- 
100:501 :97//Hs.136202:AA206578 

R-NT2RP2002857//ESTs//4.3e-94:463:97//Hs.1 34292: AA603031 

R-NT2RP2002862//ESTs//2.3e-42:302:82//Hs.117969:H94870 

R-NT2RP2002880 

R-NT2RP2002891 

R-NT2RP2002925//ESTS//1 .3e-103:564:92//Hs.1 42079 :AA 182894 

R-NT2RP2002928//ESTs//3.9e-108:502:99//Hs.29105:AA574143 

R-NT2RP2002929//ESTs//4.1e-106:499:99//Hs.44743:AA837096 

R-NT2RP2002954//ESTs//2.6e-88:417:99//Hs.100824:AI308771 

R-NT2RP2002959//ESTs//7.5e-101:489:97//Hs.32690:N57480 

R-NT2RP2002979//ESTs//5.4e-06:197:65//Hs.146726:AI147060 

R-NT2RP2002980//ESTs//1.0e-110:562:96//Hs.2B444:AA083213 

R-NT2RP2002986//ESTS, Highly similar to RING CANAL PROTEIN [Drosophila melanogaster)//3.1 e-1 19:578:97// 
Hs.106290:AI1 25291 

R-NT2RP2002987//Human mRNA for KIAA0331 gene, complete cds//1 .0:78:74//Hs.1 46395: AB002329 
R-NT2RP2002993//ESTS, Weakly similar to DNA-DIRECTED RNA POLYMERASE II 140 KD POLYPEPTIDE [H. 
sapiens]//2.4e-98:467:98//H$.86337:AA1 49311 
R-NT2RP2003000//ESTs//0.0070:400:61//Hs,138506:U85642 
R-NT2RP2003034//ESTs//9.3e-87:408:96//Hs.164042:H12594 

R-NT2RP2003073//Human transporter protein (gl7) mRNA, complete cds//0.95:259:6l//Hs.76460:U49082 
R-NT2RP2003099//Thromboxane A2 receptor//2.6e«42:328:81//Hs.89887:D38081 
R-NT2RP20031 08//ESTs//2.3e-82:398:98//Hs.51 05:AA1 1 551 2 

R-NT2RP2003117//Human mRNA for KIAA0347 gene, complete cds//2.4e-49:336:86//Hs.101996:AB002345 

R-NT2RP2003121//ESTs//2.0e-75:380:96//Hs.133127:AA1 33355 

R-NT2RP2003125 

R-NT2RP20031 29//EST//0.68: 1 1 5:69//Hs. 1 221 96:AA780986 

R-NT2RP2003137//ESTs//2.1e-37:259:85//Hs.63169:N78506 

R-NT2RP2003161//ESTs//2.5e-88:451 :96//Hs.29041 :W37379 

R-NT2RP2003164//ESTs//4.3e-113:543:97//Hs.8980:AA629067 

R-NT2RP2003165//ESTs//6.9e-83:486:89//Hs.138632:H97952 

R-NT2RP2003177//ESTs//0.47:38:100//Hs.61790:AA421156 " ! 

R-NT2RP2003194//ESTs//4.7e-118:582:96//Hs.27266:AA053816 

R-NT2RP2003206//ESTs//0.032:388:58//Hs.122148:AA442074 

R-NT2RP2003230//ESTs//8.8e-103:478:99//Hs.40140:AI079253 

R-NT2RP2003237//ESTs//2.7e-76:392:96//Hs.106278:R37661 

R-NT2RP2003243//ESTs//3.6e-53:300:92//Rs.18793:AA192438 

R-NT2RP2003265//ESTS, Highly similar to protein NGD5 [M.musculus]//3.3e-1 10:557:96//Hs. 24994: AA236937 
R-NT2RP2003272//ESTS, Weakly similar to F1 5C11 .2 [C.elegans]//1 .2e-34:228:89//Hs.1 07201 :W52859 
R-NT2RP2003277//Homo sapiens mRNA for KIAA0625 protein, partial cds//1.4e-111:565:95//Hs. 154919: 
AB014525 

R-NT2RP2003280//ESTs//2.6e-101 :541 :94//Hs.6982:AA622427 
R-NT2RP2003286//ESTS//1 .2e-104:497:98//Hs.113052:AI222106 

R-NT2RP2003293//Human mRNA for KIAA0118 gene, partial cds//9.1 e-44:458:74//Hs.1 54326: D42087 
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R-NT2RP2003295//Protein serine/threonine kinase stk2//0.31:321:57//Hs.1087:L20321 
R-NT2RP2003297//ESTs//3.0e-15:118:87//Hs.16621:AA098874 

R-NT2RP200330a//ESTs. Moderately similar to CROOKED NECK PROTEIN [Drosophila melanogaster]//4.8e- 

1 09:553:96//Hs.26089:AA1 951 26 
5 R-NT2RP2003329//ESTs//0.99:208:62//Hs.143607:Al424948 : 

R-NT2RP2003339//ESTs//1.3e-85:441:96//Rs.24115:N32618 ' 

R-NT2RP2003347//ESTs//1.5e-70:365:96//Hs.155773:AI312825 

R-NT2RP2003367//EST//5.8e-80:376:100//Hs.112500:AA599014 

R-NT2RP2003391//ESTs//2.8e-98:484:97//Hs.5842:AA534476 
10 R-NT2RP2003393//ESTs//2.0e-96:510:93//Hs.75844:AAl 15502 

R-NT2RP2003394//EST//5.2e-06:264:63//Hs.144234:W52249 

R-NT2RP2003401//ESTS//6. 1 e-25:1 61 :90//Hs.1 55360 :AA984683 

R-NT2RP2003433//ESTS, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 
familiarisl//1.2e-106:508:98//Hs.131840:AI016073 
is R-NT2RP2003445//ESTS, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//5.6e- 

21:161 :70//Hs.43153:N22360 

R-NT2RP2003446//ESTS, Weakly similar to C27H6.4 [C.elegans)//6.0e-105:529:96//Hs.8055:W60903 
R-NT2RP2003456//ESTs//7.5e-96:449:99//Hs.25362:Al277332 
R-NT2RP2003480//ESTs//1.6e-l16:583:96//Hs.59757:AA176121 
20 R-NT2RP2003499//ESTs, Weakly similar to elastin like protein [D.melanogaster)//7.0e-7l:365:95//Hs.l0l056: 

R52777 

R-NT2RP2003506//ESTS, Weakly similar to ORF YPL207W [S.berevisiael//2.3e-115:577:96//Hs.16277:N36831 
R-NT2RP2003511//ESTs//1.6e-22:182:85//Hs.28249:AA203733 

R-NT2RP2003513//Human mRNA for KIAA0270 gene, partial cds//1 .3e-108:566:94//Hs.78482:Y16270 
25 R-NT2RP20035l7//Platelet-derived growth factor beta polypeptide (simian sarcoma viral (v-sis) oncogene ho- 

molog)//4.9e-62 :5 1 8:79//Hs. 1 976:M 1 2783 

R-NT2RP2003522//ESTs//2.0e-97:462:99//Hs.245l2:D60170 f 

R-NT2RP2003533//ESTs//4.4e-45:273:78//Hs.140225:AA704101 

R-NT2RP2003543//EST//1.0:80:68//Hs.65646:F13684 
30 R-NT2RP2003559//ESTS. Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1 .Be- 

58:31 6:94//Hs.28891 :W72439 

R-NT2RP2003564//ESTs//3.2e-112:528:99//Hs.53940:N46696 
R-NT2RP2003581//ESTs//1.3e-88:506:93//Hs.16157:AA203719 

R-NT2RP2003596//ESTS, Weakly similar to No definition line found [C.elegans]//4.7e-101:495:98//Hs.34627: 
35 AA1 26463 

R-NT2RP2003604//Homo sapiens alpha-catenin related protein (ACRP) mRNA, complete cds//1 .7e-l 03:501 :97// 
Hs.58488:U97067 

R-NT2RP2003629//EST//0 032:440:59//Hs. 1 35297: AI038981 

R-NT2RP2003643//ESTS, Weakly similar to HYPOTHETICAL 14.1 KD PROTEIN IN MURZ-RPON INTERGENIC 
40 REGION [E.COli]//9.1e-62:359:92//Hs.12492:AA203l88 

R-NT2RP2003668//EST//9.4e-1 1 0:535:97//Hs.1 1 6279:AA628951 
R-NT2RP2003687//EST//5.9e-05:196:65//Hs.139064:AA135523 

R-NT2RP2003691//ESTS, Weakly similar to F59C6.9 [C.elegansJ//1.0:202:62//Hs. 65539: Al 148540 
R-NT2RP2003702//ESTS, Moderately similar to ovarian-specific protein [R.norvegicus]//4.3e-99:492:96//Hs. 
45 93332:AA811920 

R-NT2RP2003704//ESTS//1.0:155:63//HS.104166:AA740246 

R-NT2RP2003706//Homo sapiens mRNA for KIAA0525 protein, partial cds//8.4e-47:265:93//Hs. 78494: AB01 1 097 
R-NT2RP2003713//EST//0.81:210:59//Hs.14551:T79401 
R-NT2RP2003714//ESTs//1.7e-99:495:96//Hs.158l01:AI365003 
50 R-nnnnnnnnnnnnn//Human 19.8 kDa protein mRNA, complete cds//0.84:221 :60//Hs.2384:U18914 

R-NT2RP2003737//ESTS, Highly similar to UBIQUITIN-CONJUGATING ENZYME E2-17 KD [Caenorhabditis el- 

egans]//2.4e-50:302:90//Hs.19196:W74577 

R-NT2RP2003751 

R-NT2RP2003760//ESTs//2.6e-1 01 :548:93//Hs. 1 1 5987: AA483808 
55 R-NT2RP2003764//ESTs//8.2e-25: 1 34:98//Hs.64036:AA1 27709 

R-NT2RP2003769//ESTS//1 .7e-1 08:545:95//Hs. 56847: AA541 606 1 

R-NT2RP2003770//Homo sapiens sperm acrosomal protein mRNA, complete cds//6.0e- 1 06:53 1 :96//Hs.90436: 
AF047437 
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R-NT2RP2003777//ESTs//2.6e-59:323:94//Hs.1 01 01 :AI381 811 

R-NT2RP2003781//ESTs//2.0e-25:269:75//Hs.144951:N34836 

R-NT2RP2003793//ESTs//8.7e-94:466:97//Hs.93949:AA7B2955 

R-NT2RP2003840//ESTs//3.4e-97:533:93//Hs. 1 61 30: AA1 95077 
5 R-NT2RP2003857//H.sapiens mRNA for G9a//2.8e-23:351 :65//Hs.75196:X69838 

R-NT2RP2003859//ESTs//3.0e-07:96:81//Hs.153262:AA551124 

R-NT2RP2003871//ESTs//1.9e-102:509:97//Hs.25726:AA430167 

R-NT2RP2003885//ESTS//1 .Oe-1 02:502:97//Hs. 36353: AA702341 

R-NT2RP2003912//EST//1 .2e-38:336:76//H$.1 34975 :AI09461 1 
io R-NT2RP2003952//Homo sapiens DNA-binding protein (CROC-1B) mRNA, complete cds//0.90:190:60//Hs. 

75875:U49278 

R-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquitin specific protease, complete cds//7.6e-l 16:568:97// 
Hs.35086:AB014458 

R-NT2RP20Q3976//Homo sapiens mRNA for KIAA0447 protein, complete cds//3.6e-109:540:97//Hs.7302: 
is AB007916 

R-NT2RP2003981 //Homo sapiens mRNA for KIAA0804 protein, partial cds//2.5e-1 15 :568:96//Hs.731 6: AB01 8347 
R-NT2RP2003984 

R-NT2RP2003986//ESTs//4.9e-36:272:82//Hs.158268:AA738087 

R-NT2RP2003988//ESTS, Weakly similar to reverse transcriptase [H.sapiensJ//3.2e-110:519:99//Hs.36093: 
20 Al 149968 

R-NT2RP2004014//ESTs//8.4e-102:483:99//Hs.22867:AI417478 
R-NT2RP2004041 

R-NT2RP2004042//ESTS//1 .5e-1 05:466:97//Hs.7296:N29706 

R-nnnnnnnnnnnn//ESTs//1 .4e- 1 1 0:559 :96//Hs.7 191 6: AA2 19699 
25 R-NT2RP200408V/ESTs//3.7e-105:503:98//Hs.27542:AA977204 

R-NT2RP2004098//EST//7.3e-26:203:87//Hs.21897:R41461 

R-NT2RP2004124//ESTs//1.1e-83:435:95//Hs.43299:N23036 

R-NT2RP20041 42//EST//1 .3e-06: 1 65:65//Hs. 1 46742: Al 1 47500 

R-NT2RP20041 52//ESTs//7.0e-98:455:1 00//HS. 1 7731 : AI342241 
30 R-NT2RP2004165//ESTS. Highly similar to DYNEIN BETA CHAIN, CILIARY [Anthocidaris crassispina]//1 .0e-118: 

583:97//Hs.1 6520:AI224533 

R-NT2RP2004170//ESTs//6.7e-66:407:88//Hs.157138:Al348544 
R-NT2RP2004172//ESTs//1.5e-109:567:95//Hs.1 59091 :AA033974 
R-NT2RP2004187//ESTs//3.6e-92:488:93//Hs.22954:W26589 
35 R-NT2RP2004194//ESTs//6.2e-114:585:95//Hs.18778:AA203167 
R-NT2RP2004196 

R-NT2RP2004207//ESTs//6.3e-102:488:98//Hs.22678:AA604756 
R-NT2RP2004226//ESTs//8.8e-1 8:252:71 //Hs.11924:W26972 

R-NT2RP2004232//ESTS, Highly similar to protein kinase C mu [H.sapiensJ//5.2e-105:499:98//Hs.143460: 
40 AA483305 

R-NT2RP2004239//ESTs//1.2e-1 6:171 :80//Hs.16134:AA203116 

R-NT2RP2004240//Homo sapiens antigen NY-CO-1 (NY-CO-1) mRNA, complete cds//3.4e-i03:530:93//Hs. 
54900:AF039687 

R-NT2RP2004242//ESTs//1.3e-85:460:93//Hs.104535:AA211483 
45 R-NT2RP2004245//EST$//6.4e-1 1 7:575:97//Hs.23744:AA035744 

R-NT2RP2004270//ESTs//1.0:95:69//Hs.141371:H92187 
R-NT2RP2004300//ESTs//4.4e-80:379:99//Hs.130874:AA905056 

R-NT2RP2004316//Homo sapiens EXT-like protein 2 (EXTL2) mRNA, complete cds//4.7e-110:544:96//Hs.61152: 
AF000416 

50 R-NT2RP2004321//ESTs//2.1e-18:104:99//Hs.107207:AA044788 
R-NT2RP2004339//EST//1 .4e-47:309:86//Hs.161917:AA483223 
R-NT2RP2004347 

R-NT2 RP2004364//ESTS//1 . 1 e- 1 1 3 : 566:96//Hs.25880: AI268 1 73 
R-NT2RP2004365//ESTs//0.022:271:62//Hs.38897:A1 129310 '* 
55 R-NT2RP2004366//ESTs//9.5e-71 :335:1 00//Hs.91 867:AI21 8624 

R-NT2RP2004373//ESTs//4.2e-25:172:87//Hs.83243:N32192 

R-NT2RP2004389//ESTS, Highly similar to HYPOTHETICAL 70.7 KD PROTEIN F09G8.3 IN CHROMOSOME III 
[Caenorhabditis elegans]//1 .4e-1 1 : 1 08:82//Hs.30490:AA1 4691 6 
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R-NT2RP2004392//ESTs//3.4e-8l :427:94//Hs.5827:AA581 646 
R-NT2RP2004396//EST//5.6e-06:100:77//Hs.138623:H92473 
R-NT2RP2004399//EST7/0.98:337:59//Hs.118446:N67900 
R-NT2RP2004400//ESTS//2.1 e«90:422:1 00//HS.1 52460 :AA602921 
5 R-NT2RP2004412//ESTS//1.4e-105:503:98//Hs.15929:AA403121 
R-NT2RP2004425//EST//0.00017:225:60//Hs.146935:AI1 68124 
R-NT2RP2004476//ESTS//1 .4e-88:477:94//Hs.4859:N29695 

R-NT2RP2004490//Homo sapiens 3-phosphoinositide dependent protein kinase- 1 (PDK1 ) mRNA, complete cds// 

8.6e-34:143:98//Hs.154729:AF017995 
10 R-NT2RP2004512//ESTs7/2.6e-91:426:100//Hs.94133:AI270700 

R-NT2RP2004523//ESTS//1 .6e-74:377:97//Hs. 1 421 7:R61 320 

R-NT2RP2004538//Thromboxane A2 receptor//1 .4e-45:279:89//Hs.89887:D38081 

R-NT2RP2004551 //ESTs//0.47:1 47:66//Hs. 1 31 51 9:AI024347 

R-NT2RP2004568//ESTS//1 .3e-1 07:567 :94//Hs. 65234 :AA1 95470 
15 R-NT2RP2004580//ESTs//5.9e-29:156:98//Hs.147801:AI221661 

R-NT2RP2004587//ESTS//1 .0e-1 02:495:97//Hs.91 662:AA781 1 26 

R-NT2RP2004594//ESTs//4.1e-56:298:95//Hs.24641:AA954666 

R-NT2RP2004600//ESTs//4.8e-67:374:93//Hs.49762:N69862 

R-NT2RP2004602//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//4.5e-07: 
20 149:76//Hs.12845:N28835 

R-NT2RP2004614//ESTs//1.0e-111:557:96//Hs.37892:N53497 

R-NT2RP2004655//Homo sapiens mRNA for leucine rich protein//2.4e-li8:587:96//Hs.5i98:AJ00629l 
R-NT2RP2004664//Homo sapiens mRNA for KIAA0460 protein, partial cds//5.9e-107:520:96//Hs.29956: 
AB007929 

25 R-NT2RP2004675//ESTs//2.7e-82:407:97//Hs.116113:F18930 

R-NT2RP2004681//NUCLEOLIN//0.34:387:58//Hs.79110:M60858 

R-NT2RP2004689//Homo sapiens mRNA for KIAA0625 protein, partial cds//5.0e-120:600:96//Hs.154919: 
AB014525 

R-NT2RP2004709//ESTS//1 .1e-106:511 :98//Hs. 38034: A! 149793 
30 R-NT2RP2004710//ESTs//9.9e-87:477:93//Hs.6834:AA203433 

R-NT2RP2004736//Homo sapiens mRNA for KIAA0478 protein, complete cdS//1.3e-118:594:96//Hs.4236: 
AB007947 

R-NT2RP2004743//ESTs//2.1e-48:327:88//Hs.43635:AA447015 
R-NT2RP2004767//EST//4.0e-57:328:81//Hs.142796:N51423 
35 R-NT2RP2004775//ESTs//9.4e-60:326:94//Hs. 11 5339: AA1 36774 

R-NT2RP2004791//ESTs//3.2e-82:367:96//Hs.141911:N64013 

R-NT2RP2004799//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds// 
8.0e-116:564:96//Hs.40820:AF058953 

R-NT2RP2004802//ESTs//6.5e-11 1 :586:94//Hs.90375:W74579 
40 R-NT2RP2004816//Homo sapiens H beta 58 homolog mRNA, complete cds//8.7e-1 20 :584:97//Hs. 67052: 

AF054179 

R-NT2RP2004841 //EST//3.8e-31 :323:74//Hs. 1 4771 4: AI21 9906 
R-.NT2RP2004861//EST//0.92:147:63//Hs.23064:R20803 
R-NT2RP2004897//ESTS//1 ,7e-46:390:80//Hs.139225:H96567 
45 R-NT2RP2004936//EST//0.97:176:63//H$.137436:AA280529 
R-nnnnnnnnnnn//ESTs//0.059:137:64//Hs.144109:AI345543 
R-NT2RP2004961//ESTs//1.8e-87:409:100//Hs.138297:AA781941 
R-NT2RP2004962//ESTs//0.0021:292:59//Hs.145917:AI275458 

R-NT2RP2004967//Human mRNA for KIAA0118.gene, partial CdS//7. 4e-5 1:506 :75//Hs. 154326 :D42087 
50 R-NT2RP2004978//ESTS//0.95: 1 38:63//Hs. 1 361 9:W93496 

R-NT2RP2004982//ESTs//7.8e-95:468:97//Hs.22545:R43910 - 
R-NT2RP2004985 

R-NT2RP2004999//ESTs//2.9e-94:450:98//Hs. 1 28766:AI41 9902 
R-NT2RP2005000 

55 R-NT2RP2005001//Homo sapiens mRNA for KIAA0615 protein, complete cds//9.6e-113:577:95//Hs. 155972: 

AB014515 

R-NT2RP2005003//EST//1.3e-75:387:96//Hs.140843:R42235 

R-nnnnnnnnnnnn//Homo sapiens SEC63 (SEC63) mRNA, complete cds//3.le-116:568:97//Hs.31575:AF1 00141 
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R-NT2RP2005018//EST$//7.5e-46:280:90//Hs.126857:AA932161 
R-NT2RP2005020//ESTs//1.6e-105:554:94//Hs.14846:AA148507 
R-NT2RP2005031//EST//3.1e-79:379:99//Hs.139709:AA227887 
R-NT2RP2005037//ESTs//5.3e-102:551:93//Hs.26516:AAl95220 
5 R-NT2RP2005038//ESTs//5.8e-101 :566:92//Hs.46964:N49757 

R-NT2RP2005108 

R-NT2RP2005116//Homo sapiens mRNA for KIAA0664 protein, partial cds//2.7e-105:518:97//Hs.22616: 
AB014564 

R-NT2RP2005126//H.sapiens mRNA for RNA helicase (Myc- regulated dead box protein)//4.6e-69:464:85//Hs. 
10 100555:X98743 

R-NT2RP2005139//ESTs//1.0e-108:545:95//Hs.21006:AA523383 

R-NT2RP2005140//ESTs//4.3e-90:422:99//Hs.62180AI34l261 

R-NT2RP2005144//ESTs//0.91:162:62//Hs.52399:AI075744 

R-NT2RP20051 47//ESTs//4.6e-1 00: 502 :96//Hs. 27931 : AA633438 
15 R-NT2RP2005159//ESTs//7.5e-105:533:95//Hs.109819:AI357582 

R-NT2RP20051 62//ESTs//6.6e-83:41 9:96//Hs. 1 1 3998:H50648 

R-NT2RP2005168//Homo sapiens mRNA for EIB-55kDa-associated protein//2.4e-101:513:95//Hs.155218: 
AJ007509 

R-NT2RP2005204//ESTs. Weakly similar to UBIQUITIN -ACTIVATING ENZYME E1 HOMOLOG [H.sapiens]//1 .9e- 
20 1 1 5:577:96//Hs.7600:H981 66 

R-NT2RP2005227//Homo sapiens UM protein mRNA, complete cds//1 .0e-45:359:82//Hs. 1541 03 :AF06 1258 . 
R-NT2RP2005239//ESTs, Highly similar to NIFS-LIKE 54.5 KD PROTEIN [Saccharomyces cerevisiae]//1 .Oe-47: 
245:97//Hs.21 090:AA41 8587 

R-NT2RP2005254//ESTs//3.3e-11 1 :581 :94//Hs.22549:AA524503 
25 R-NT2RP2005270//ESTS, Highly similar to HYPOTHETICAL 67.6 KD PROTEIN ZK637.3 IN CHROMOSOME III 

[Caenorhabditis e legans]//1.1e-79:412:95//Hs.23047:N 66596 .; 
R-NT2RP2005276//ESTs//4.6e-85:426:96//Hs.24550:AA316272 
R-NT2RP2005287//ESTs//1.7e-109:565:94//Hs.61976:AI279001 

R-NT2RP2005288//Homo sapiens RCCl-like G exchanging factor RLG mRNA, complete cds//2.4e- 125:594:98// 
30 Hs.27007:AF060219 

R-NT2RP2005289//Homo sapiens mRNA for XPR2 protein//4.9e-112:545:96//Hs.44766:AJ007590 
R-NT2RP2005293//ESTS//5. 1 e- 1 1 6:538:99//Hs.621 80: AI341 261 
R-NT2RP200531 5//ESTS//1 .4e-82:41 5:97//Hs. 1 55829:AA01 8338 

R-NT2RP2005325//Human LIM-homeobox domain protein (hLH-2) mRNA, complete cds//2.5e-45:272:91//Hs. 
35 1569:U11701 

R-NT2RP2005336//ESTS//1 .9e-93:444:99//H$.1 1 0966: AA1 51 699 

R-NT2RP2005 344//Homo sapiens GDP-L-fucose pyrophosphorylase (GFPP) mRNA, complete cds//0.0 11:463: 
58//HS.1 50926:AF01 7445 

R-NT2RP2005354//ESTs//7.2e-22:148:91//Hs.153783:H14544 
40 R-NT2RP2005360//ESTs//0.048:225:60//Hs.7602:AA099247 

R-NT2RP2005393//Homo sapiens mRNA for KIAA0761 protein/partial cds//2.9e-41 :248:82//Hs.93121 :AB018304 
R-NT2RP2005407//ESTS, Weakly similar to OSH1 PROTEIN [Saccharomyces cerevisiae]//2.5e-75:461 :88//Hs. 
70849:AA121697 

R-NT2RP2005436//ESTS, Weakly similar to HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II 
45 [C.elegans)//8.1e-96:491:95//Hs.7194:AI1 85631 

R-NT2RP2005441//ESTs//1.1e-110:548:96//Hs.5209:AA780068 

R-NT2RP2005453//ESTs//0.94:352:58//Hs.25870:H14423 

R-NT2RP2005457//ESTs//2.1e-46:236:97//Hs.19522:AA975096 

R-NT2RP2005464//ESTS//1.8e-72:349:99//Hs.44045:N51307 
50 R-NT2RP2005465//ESTs//0.0058:322:58//Hs.1 27009: AI378936 

R-NT2RP2005472//ESTs//0.47:309:60//Hs.144838:AI22201 9 

R-NT2RP2005476//ESTS//5.1 e-40:205:981 1 Hs.1 01 577: AM 68526 

R-NT2RP2005490//ESTs//L3e-70:364:96//Hs.134382:AA083573 

R-NT2RP2005491//EST//0.012:220:60//Hs.144448:AA812455 , 
55 R-NT2RP2005495//ESTS//1 .2e-86:501 :91//Hs.99445:R93540 

R-NT2RP2005496//ESTs//3.2e-34:263:81//Hs.70279:AA757426 

R-NT2RP2005498//ESTS, Highly similar to PROTEIN PHOSPHATASE PP2A, 55 KD REGULATORY SUBUNIT, 
NEURONAL ISOFORM [Oryctolagus cuniculus)//2.3e-45:284:88//Hs. 85752: AM 38993 
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R-NT2RP2005501//ESTs//2.5e-84:404:98//Hs.143812:AI141755 

R-NT2RP2005509//ESTS, Highly similar to HYPOTHETICAL 37.2 KD PROTEIN C12C2.09C IN CHROMOSOME 
I [Schizosaccharomyces pombe]//8.2e-36:215:92//Hs.5298:AA725071 

R-NT2RP2005520//Homo sapiens chromosome-associated protein-E (hCAP-E) mRNA, complete cds//3.2e-110: 
570:941 1 Hs.1 1 9023: AF092563 

R-NT2RP2005525//ESTS, Weakly similar to !!!! ALU SUBFAMILY SQ WARNING ENTRY !!!! [H.sapiens]//1 ,3e-84: 
433:95//Hs.36942:AA524535 

R-NT2RP2005531//EST//0.98:64:70//Hs.146573:AI139856 

R-NT2RP2005539//Homo sapiens mRNA for NS1-binding protein (NSl-BP)//8.8e-108:560:94//Hs.1 59597: 
AJ012449 

R-NT2RP2005540//Homo sapiens mRNA for KIAA0494 protein, complete cds//1.7e-115:583:96//Hs.62515: 
AB007963 

R-NT2RP2005549//EST//0.61 :11 1 :62//Hs.1 47482: AI21 5572 
R-NT2RP2005555//ESTs//6.6e-1 08:507:99//H$.6861 3:AI357567 
R-NT2RP2005557//ESTS//3. 1 e-1 05:495:99//Hs. 1 05985:AA8851 69 
R-NT2RP2005581//ESTS//1 .7e-79:445:92//Hs.138152:H03240 
R-NT2RP2005600//ESTS//1 .3e-38:192:100//Hs.48329:W92733 
R-NT2RP2005605//ESTs//7.6e-87:409:99//Hs.45005:AA975060 
R-NT2RP2005620//ESTs//2.9e«96:463:97//Hs.7407:AI3767B8 
R-NT2RP2005622//ESTS//1 .8e-1 04:497:98//Hs.22595:AA394229 
R-NT2RP2005637//EST//2.5e-20:163:71//Hs.161164:AI418211 
R-NT2RP2005640//ESTs//5.0e-99:473:98//Hs.23467:AA708740 
R-NT2RP2005645//ESTs//9.5e-23:231:77//Hs.5534:AA195173 

R-NT2RP2005651//ESTS, Highly similar to XFIN PROTEIN' [Xenopus laevis]//2.9e-1 03:525 :96//Hs.70589: 
AA868470 

R-NT2RP2005654//lnsulin-like growth factor binding protein 2//0.94:223:60//Hs.162:X16302 
R-NT2RP2005669//Homo sapiens nitrilase 1 (VIII) mRNA, complete cds//2. 7e- 14:8 7: 100//HS.1 46406 :AF069987 
R-NT2RP2005675//Homo sapiens growth suppressor related (DOC-1R) mRNA, complete cds//5.8e-9 1:434:98// 
HS.25664:AF089814 

R-NT2RP2005683//ESTs//1.5e-98:494:96//Hs.22595:AA394229 
R-NT2RP2005690//ESTs//4.8e-43:286:86//Hs.1 50727: AI292236 
R-NT2RP2005694//EST//3.1e-82:386:100//Hs.149391:AI273643 

R-NT2RP2005701//ESTS, Highly similar to BUTYROPHILIN PRECURSOR [Bos tauros]//2.8e-68:376:93//Hs. 
9095:AA532630 

R-NT2RP2005712//Homo sapiens mRNA for KIAA0799 protein, partial cds//1 .3e-105:503:98//Hs.61638: 
AB018342 

R-NT2RP2005719//ESTs, Weakly similar to GPI-anchored protein p137 precursor [H.sapiens]//5.4e-1 05:500:98// 
HS.14298:AI417523 

R^NT2RP2005722//EST//6.5e-76:395:94//Hs.142150:AA223982 
R-NT2RP2005723//ESTs//1.5e-84:452:93//Hs.9l753:R44455 
R-NT2RP2005726//ESTs//3.5e-64:500:82//Hs.1 00526: AI2231 53 
R-NT2RP2005741//ESTs//4.7e-60:333:93//Hs.107242:R40258 
R-NT2RP2005748//ESTs//3.4e-102:498:97//Hs.82660:N78064 

R-NT2RP2005752//Homo sapiens TNFR-related death receptor-6 (DR6) mRNA, complete cds//4.3e-42:223:96// 
Hs.1 59651 :AF068868 

R-NT2RP2005753//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//1.2e-1 04:494 :98//Hs. 
26285:AF082516 

R-NT2RP2005763//ESTs//1.1e-97:456:99//Hs.65412:AI362163 
R-NT2RP2005767//ESTs//8.0e-38:204:96//Hs.18460:AA1 93463 

R-NT2RP2005773//ESTS, Highly similar to PYRRO LI NE-5-CAR BOXY LATE REDUCTASE [Homo sapiens]//5.4e- 
1 1 2:559:96//Hs.1 421 4:A1 1 89379 

R-NT2RP2005775//ESTS, Highly similar to NEUROLYSIN PRECURSOR [Sus scrofa]//3.0e-108:544:96//Hs. 
22151:AI214321 

R-NT2RP2005781//ESTS//1 .7e-43:217:99//Hs.1 44391 :AA365664 
R-NT2RP2005784//EST//0.0071 :21 7:60//Hs.1 1 7332:AA699724 " 
R-NT2RP2005804//ESTs//8.8e-1 07:51 2:98//Hs.1 5496:W44398 
R-NT2RP2005812//ESTs//9.0e-76:359:99//Hs.113937:Al298746 
R-NT2RP2005815//ESTs//5.5e-76:363:99//Hs.136230:AA594981 
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R-NT2RP2005835//ESTs//1.5e-100:541:94//Hs.86813:N25122 
R-NT2RP2005841//ESTs//2.8e-105:556:92//H$.69993:AA628403 
R-NT2RP2005853//EST//2.0e-1 3:21 9:70//Hs.1 3401 6:AI076062 
R-NT2RP2005857//ESTS//1.0e-115:576:96//Hs.30663:AI338462 . 
5 R-NT2RP2005859//ESTs//7.3e- 11 6:571 :97//Hs.85986:AA1 951 05 

R-NT2RP2005868//EST//0.00023:320:61//Hs.149689:AI284133 
R-NT2RP2005890//ESTS//1 .0e-96:466:98//Hs.122579:AA766315 
R-NT2RP2005901//ESTs//8.3e-116:548:98//Hs.66296:AI12526B 

R-NT2RP2005908//ESTs, Weakly similar to weakly similar to gastrula zinc finger protein [C.elegans]//2.4e-73:397: 
10 94//Hs.16667:T92427 

R-NT2RP2005933//ESTs, Highly similar to nucleoporin p54 [R.norvegicus]//2.6e-114:560:97//Hs.9082:AA873170 

R-NT2RP2005942//ESTs//5.6e-117:582:96//Hs.146123:AI338419 

R-NT2RP2005980//ESTs//6.9e-101:478:98//Hs.43145:AA776988 

R-NT2RP2006023//Homo sapiens PYRIN (MEFV) mRNA, complete cds//8. 5e-5 1 :398:80//Hs. 11 3283 :AF0 18080 
15 R-NT2RP2006038//ESTs//0.025:284:59//Hs.97B52:AA404347 

R-NT2RP2006043//ESTS, Weakly similar to HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II 

[C.elegans)//1 .2e-50:278:94//Hs.7194:AI185631 

R-NT2RP2006052//ESTs//5.0e-52:272:95//Hs.99545:AA461492 

R-NT2RP2006069//ESTs//1.8e-90:495:93//Hs.43654:AA522714 
20 R-NT2RP2006071//ESTs//1.5e-38:218:94//Hs.107882:W72093 

R-NT2RP2006098//ESTs//2.9e-105:540:95//Hs.26860:N56918 

R-NT2RP2006100//Human organic anion transporting polypeptide (OATP) mRNA, complete cds//0. 03 1 : 254:62// 
Hs.46440:U21943 

R-NT2RP2006103//ESTs//1.5e-86:416:98//Hs.152114:AA401365 
25 R-NT2RP2006141//ESTs//5.3e-88:432:98//Hs.77480:AA1 00522 

R-NT2RP2006166//Homo sapiens LIM protein mRNA, complete cds//2.8e-17:255:72//Hs.154103:AF061258 
R-NT2RP2006184//ESTs//8.4e-101:487:98//Hs.58009:W69435 

R-NT2RP2006186//Homo sapiens mRNA for KIAA0654 protein, partial cds//6.le-110:553:95//Hs. 109299: 
AB014554 

30 R-NT2RP2006196//Human clone 23960 mRNAsequence//0.0037:48:100//Hs.151293:U79276 

R-NT2RP2006200//ESTs//6.5e-77:398:96//Hs. 1 63953: R01 398 

R-NT2RP2006219//H.sapien$ mRNA for DGCR6 protein//1.2e-94:532:90//Hs.153910:X96484 
R-NT2RP2006237//ESTs//1.2e-57:305:95//Hs.86149;AI341312 

R-NT2RP2006238//ESTs, Highly similar to rA8 [R.norvegicus]//1 .5e-29:1 83:91 //Hs. 4048: AA404253 
35 R-NT2RP2006258//ESTs//3.2e-87:462 :94//Hs. 141 556:N49928 

R-NT2RP2006261//ESTs//3.4e-57:3 26:92//Hs.22523:W02999 

R-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, complete cds//4.7e-96:481 :97//Hs.3404:AF035262 
R-NT2RP2006320//EST//3.4e-21:335:65//Hs.141603:N66015 

R-NT2RP2006321//ESTS, Moderately similar to karyopherin beta 3 [H.sapiens]//1.9e-89:460:96//Hs.2lB89: 
40 N78664 

R-NT2RP2006323//ESTs//3.5e-91:439:98//Hs.61697:Al081771 

R-NT2RP2006333//ESTs//4.9e-38:301 :62//Hs.1 55999:AA1 96412 

R-NT2RP2006334//EST//3.1e-45:264:91//Hs.149599:AI282321 

R-NT2RP2006365//ESTs//2.9e-81 :41 7:95//Hs. 1 1 81 4:W4441 1 
45 R-NT2RP2006393//Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2//3.9e-4B:403: 

77//Hs.1361:M55053 

R-NT2RP2006436//Homo sapiens mRNA for small GTP-binding protein, complete cds//1.4e-27:155:76//Hs. 
115325:D84488 

R-NT2RP2006441//ESTs//6.0e-108:529:97//Hs.l01282:N45092 
50 R-NT2RP2006454//ESTs//9.2e-20: 1 1 0:99//Hs.1 44687:AI341 1 46 

R-NT2RP2006456//ESTS//7.1 e-91 :508:92//H<s.12488:W63595 

R-NT2RP2006464//Homo sapiens mRNA for AND-1 protein//2.1e-109:524:97//Hs.72160:AJ006266 
R-NT2RP2006467//EST//0.99:140:61//Hs.146958:AI174478 
R-NT2RP2006472//ESTs//3.3e-92:473:95//Hs.29216:AA916679 
55 R-NT2RP2006534//ESTs//1.2e-83:394:99//Hs.162116:AA524947 
R-NT2RP2006554//ESTs//1.0e-87:460:95//Hs.47095:AAlB1474 
R-NT2RP2006565//ESTs//3.2e-24:129:100//Hs.13499:AI299886 
R-NT2RP2006571//ESTs//2.6e-56:306:94//Hs.98370:AA316622 
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R-nnnnnnnnnnn//ESTs//2.0e-112:533:98//Hs.18685:AI393829 

R-NT2RP2006598//ESTs, Weakly simitar to retinoid X receptor interacting protein [M.musculus]//4.ie-l 09:542: 
97//Hs.7889:AI337112 

R-NT2RP3000002//ESTs//1.3e-08:399:59//Hs.1 26044: AI301 598 

R-NT2RP3000031//Homo sapiens mRNA for histone deacetylase-like protein (JM21 )//l .9e-l 1 6:560:97//Hs.6764: 
AJ011972 

R-NT2RP3000046//Small inducible cytokine A5 (RANTES)//1.9e-57:312:85//Hs.155464:AF088219 
R-NT2RP3000047//EST//0.91 : 1 30:65//Hs. 1 40208: AA70221 3 

R-NT2RP3000050//ESTS, Weakly similar to putative p150 [H.$apiens]//3.1e-41:249:90//Hs.156155:AI222202 

R-NT2RP3000055//EST//2.4e-19:146:86//Hs.160497:AI255095 

R-NT2RP3000072//ESTs//2.2e-82:424:96//Hs.21542:N49574 

R-NT2RP3000080//ESTS//2. 1 e-29: 1 86:89//Hs. 1 53372: AA424029 

R-NT2RP3000085//ESTs//4.5e-1 01 :482:98//Hs.47649:AA83871 5 

R-NT2RP3000109//ESTs//9.5e-97:455:99//Hs.17731:AI342241 

R-NT2RP3000134//EST//47e-106:497:99//Hs.125531:AA884000 

R-NT2RP3000142//Homo sapiens mRNA for KIAA0592 protein, partial cds//1.2e-116:578:96//Hs. 13273: 
AB011164 

R-NT2RP3000149//ESTs//7.7e-62:361:90//Hs.6649:N93418 
R-NT2RP3000186 

R-NT2RP3000197//ESTs//1.5e-75:436:91//Hs.140931:R51882 

R-NT2RP3000207//ESTS//1 .3e-98:468:98//Hs. 1 26908: AA933091 

R-NT2RP3000220//ESTs//2.2e-27:144:99//Hs. 106861 :R61306 

R-NT2RP3000233//EST//7.8e-77:368:99//Hs.49075:N64B17 

R-NT2RP3000235//ESTs//0.43:B2:74//Hs.132828:A!032819 

R-NT2RP3000247//EST//2.2e-97:459:99//Hs.127928:AA969239 

R-NT2RP3000251 

R-NT2RP3000252//ESTs, Weakly similar to LpglSp [S.cerevisiae]//2.0e-108:532:97//Hs.111086:AI379177 

R-NT2RP3000255//EST//0.67:93:67//Hs.120579:AA743073 

R-NT2RP3000267//ESTs//8.5e-108:542:95//Hs.24984:AA534446 

R-NT2RP3000299//ESTS, Weakly similar to enhancer of filmentation 1 [H.sapiensJ//3.6e-1 03:51 6:96//Hs. 4894: 
AI191323 

R-NT2RP3000312//ESTs//1.3e-100:493:97//Hs.29379:AI094117 
R-NT2RP3000320//ESTs//3.2e-95:538:91//Hs. 11 8793: AA1 92438 
R-NT2RP3000324 

R-NT2RP3000333//ESTs//6.0e-39: 1 94:1 00//HS. 1 1 9238:AA476267 
R-NT2RP3000341//ESTS//0.51 :251 :61/AHS.94090:AA777689 
R-NT2RP3000348//EST//1.8e-80:389:98//Hs.1 45944: AI276225 

R-NT2RP3000350//ESTS, Weakly similar to Lpg15p [S.cerevisiaeJ//3.le-110:556:96//Hs.111086:AI379177 
R-NT2RP3000359//EST//4.9e-61:340:92//Hs.126495:AA913741 

R-NT2RP3000361//ESTS, Weakly similar to PRE-MRNA SPLICING FACTOR PRP6 [S.cerevisiae]//4.8e-9 1:439: 
97//Hs.31334:AI1 44423 

R-NT2RP3000366//EST//0.20:392:57//Hs.1 49652: AI283303 
R-NT2RP3000397//EST//8.7e-26:150:94//Hs.124617:AA855106 

R-NT2RP3000403//Homo sapiens formin binding protein 21 mRNA, complete cds//4.2e-111:529:98//Hs.28307: 
AF071185 

R-NT2RP300041 8//EST7/3.3e-09:202:67//Hs. 1 1 71 89: AA682947 
R-NT2RP3000433 

R-NT2RP3000439//ESTs//3.1e-79:426:92//Hs.26548:W26340 
R-NT2RP3000441//ESTs//6.3e-84:420:97//Hs.137482:AA421254 
R-NT2RP3000449//ESTs//4.9e-93:435:99//Hs.54617:AI379102 
R-NT2RP3000451//ESTs//2.3e-89:439:97//Hs.9196:AA748492 

R-NT2RP3000456//Homo Sapiens (clone B3B3E13) chromosome 4pl6.3 DNA fragment//1 .8e-23:347:70//Hs. 
114963:L34408 

R-NT2RP3000484//Heparin cofactor ll//0.98:166:62//Hs.1478:M58600 
R-NT2RP3000487//ESTS//0.01 2:384:60//Hs.88684:AA8851 41 
R-NT2RP3000512//Homeo box B3//2.0e-69:377:93//Hs.49931:Xl6667 
R-NT2RP3000526//ESTS//1.6e-91:432:99//Hs.38042:AA187151 
R-NT2RP3000527//ESTS//1 .2e-1 00:51 8:94//Hs. 1 04557:AI0781 61 
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R-NT2RP3000531//ESTS, Weakly similar to TH1 protein [D.melanogasterJ//0.95:85:7l//Hs.5184:AA709l5l 

R-NT2RP3000542//ESTs//2.6e-53:375:84//Hs.44158:N30180 

R-NT2RP3000561//EST//1.1eO3:170:75//Hs.148421:AI198036 

R-NT2RP3000562//Human mRNA for KIAA0233 gene, complete cds//0.97:141:68//Hs.79077:D87071 
R-NT2RP3000578//ESTs//2.6e-68:324:100//Hs.5445:AA779447 
R-NT2RP3000582//ESTS//2.1 e-25:131 :80//Hs.1 52465: AA563785 
R-NT2RP3000584//ESTS//1 .8e-97:460:99//Hs.1 20698: AI241 51 1 
R-NT2RP3000590//ESTs//2.0e-97:453:1 00//HS. 1 05355:AA95381 7 
R-NT2RP3000592//ESTs//2.8e-91 :432 :99//Hs. 1 44304 :A1 1909 16 

R-nnnnnnnnnnnn//Human mRNA for KIAA0314 gene, partial cds//1.5e-09:447:58//Hs.155045:AB002312 
R-NT2RP3000599//ESTs//3.8e-93:437:99//Hs.23971:AA829880 
R-NT2RP3000605//ESTs//4.2e-11 1 :554:96//Hs. 40780 :AA422049 
R-NT2RP3000622//ESTs//2.0e-100:473:99//Hs.11387:AI127394 

R-NT2RP3000624//ESTS, Weakly Similar to KIAA0256 [H.sapiens]//5.4e-115:545:98//Hs.4857:AI090739 
R-NT2RP3000628//Homo sapiens mRNA for K1AA0772 protein, complete cds//4.3e-49:397:80//Hs.15519: 
AB018315 

R-NT2RP3000632//ESTs, Moderately similar to cyclin-selective ubiquitin carrier protein [H.sapiens]//6.3e-92:434: 
99//Hs.152517:AA719022 

R-NT2RP3000644//ESTS//1 .0e-44:306:84//Hs.1 55498:W27084 
R-NT2RP3000661 //ESTS//3. 1 e-95:470:97//Hs.1 26069 :W761 85 
R-NT2RP3000665//ESTs//3.3e-95:503:94//Hs.34313:W81185 
R-NT2RP3000685//ESTs//2.7e-99:515:94//Hs.9711:R60873 
R-NT2RP3000690//ESTs//3.3e-88:414:99//Hs.1465 89:AI085578 
R-NT2RP3000736 

R-NT2RP3000742//ESTs, Highly similar to 1-PHOSPHATIDYLINOSITOL-4.5-BISPHOSPHATE PHOSPHODI- 
ESTERASE DELTA 1 [Rattus norvegicus)//1 .8e-07: 11 4:75//Hs. 136065: W2 1960 
R-NT2RP3000753//ESTS//3. 1 e-99:461 : 1 00//Hs. 1 50901 :AI31 0447 
R-NT2RP3000759//ESTs//2.0e-74:384:95//Hs.1 04222: AA207243 
R-NT2RP3000815//ESTs//8.5e-97:455:99//Hs.158897:AI378583 
R-NT2RP3000825//EST//0.0089:343:59//Hs.42897:N2081 0 
R-NT2RP3000826//EST//3.4e-33:342:74//Hs.162236:AA551582 
R-NT2RP3000836//ESTs//6.8e-24:181:84//Hs.134464:AI151081 
R-NT2RP3000841//ESTs//4.5e-93:491 :93//Hs.2361 8:H98082 
R-NT2RP3000845//ESTs//2.4e-88:473:93//Hs.8312:AA813022 
R-NT2RP3000847//ESTs//9.3e-89:460:95//Hs.154106:AI051657 
R-NT2RP3000850 

R-NT2RP3000852//Fibrillin2//0.55:237:63//Hs.79432:U03272 
R-NT2RP3000859//ESTS//1 .4e-96:509:94//Hs.71 87: AA576895 
R-NT2RP3000865//EST//4.8e-23:461:66//Hs.162088:AA505741 
R-NT2RP3000868//ESTs//5.4e-78:430:93//Hs.102796:N70837 
R-NT2RP3000869//ESTs//8.5e-77:397:94//Hs.84484:AI014673 
R-NT2RP3000875//Mevalonate kinase//3.8e-78:531 :84//Hs.75138:M88468 
R-NT2RP3000901 //ESTS//2. 1 e-95:466:97//Hs. 1 0647: AA42821 7 
R-NT2RP3000904//ESTS//1 .6e-79:380:99//Hs.1 00850 :AA479385 

R-NT2RP3000917//ESTs, Highly similar to mouse Dhml protein [M.musculusJ//9.5e-113:566:96//Hs.5900: 

AA035728 

R-NT2RP3000919 

R-NT2RP3000968//40S RIBOSOMAL PROTEIN S15A/1 .5e-25:375:71//Hs. 2953*84407 

R-NT2RP3000980//ESTs//3.3e-72:364:96//Hs.9536:AA114178, 

R-NT2RP3000994//ESTs//3.5e 111 :537:97//Hs.21146:AA683542 

R-NT2RP3001 004//ESTs//9.6e-91 :456:96//Hs.58974: W87405 : " 

R-NT2RP3001 007//ESTs//6.7e-99:482:97//Hs. 1 1 7737: AI088029 

R-NT2RP3001 055//ESTS//0.001 2:294:60//Hs.66479: AA863044 

R-NT2RP3001057//ESTS, Highly similar to ZINC FINGER PROTEIN HF.12 [Homosapiens]//5.6e-102:486:99//Hs. 
145956:AA007349 

R-NT2RP3001081//Retinal pigment epithelium-specific protein (65kD)//0.0012:447:58//Hs.2133:Ul8991 
R-NT2RP3001 084//ESTs//4.3e-1 02:528:96//Hs.25277:W87874 
R-NT2RP3001 096//ESTS//1 .1 e-1 1 0:540:96//Hs.42824:AA8731 82 
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R-NT2RP3001 1 07//ESTs//7.6e-1 00:478:9a//Hs.99669:AA287832 
R-nnnnnnnnnnnn//DNA polymerase gamma//0.001 4:50: 100//Hs. 80961:1160325 

R-NT2RP3001111//ESTS. Weakly similar to Trf-proximal protein [D.melanogaster]//3.2e-104:543:95//Hs.93796: 
C06063 

5 R-NT2RP30011 13//ESTs//3.3e-1 00:467:99//Hs.97757:AA401 575 

R-NT2RP3001 1 1 5//0xytocin receptor//7.9e-30:505:67//Hs.2820:X64878 

R-NT2RP3001 1 1 6//ESTs//4.6e-41 :229:96//Hs.58412:W74779 

R-NT2RP3001119//ESTs//6.9e-88:478:92//Hs.19469:AA203180 

R-NT2RP3001 1 20//ESTs//3.1 e-82:430:93//Hs.1 1 0956:A1 1 901 66 
10 R-NT2RP3001126//ESTs//4.4e-52:264:96//Hs.25264:R78188 . 

R-NT2RP3001 1 33//ESTs//4.7e-1 05:541 :94//Hs. 73239: AA573761 

R-NT2RP3001140//Homo sapiens mRN A for KIAA0762 protein, partial cds//2.6e-115:549:97//Hs.5378:AB01 8305 

R-NT2RP3001147//ESTS. Highly similar to GTPASE ACTIVATING PROTEIN ROTUND [Drosophila melanogaster] 

//9.6e-113:552:97//Hs.23900:U82984 
15 R-NT2RP3001150//ESTs//2.9e-90:444:97//Hs.99601:AA760717 

R-NT2RP3001155//Homo sapiens mRNA for AND-1 protein//9.4e-118:563:98//Hs.72160:AJ006266 

R-NT2RP3001176//ESTs//1 .8e-110:534:98//Hs.58650:AI074460 

R-NT2RP3001214//ESTs//1.7e-109:545:96//Hs.24481:AA573139 

R-NT2RP3001 21 6//EST//0.0009B:1 28:66//Hs.1 60493:AI254963 
20 R-NT2RP300 1 221 //EST//0.01 0:1 06:66//Hs. 1 47774: AI22 1 1 96 

R-NT2RP3001 232//ESTS//1 .5e-1 01 :5I8:94//Hs.21 630:AA778399 

R-NT2RP3001236//ESTs, Highly similar to KIAA0377 [H.sapiens)//2.8e-89:462:95//Hs.116793:AA779588 
R-NT2RP3001239//ESTS, Moderately similar to NEURAXIN [Rattus norvegicus]//5.2e-82:466:91//Hs.6604B: 
AA524416 

25 R-NT2RP3001 245//EST//0.53:237:62//Hs. 1 61 1 31 : AI41 7631 

R-NT2RP3001253//ESTS//1 .7e-105:535:96//Hs.42315:At222997 
R-NT2RP300 1 260//EST//0. 1 6: 1 44:62//Hs. 1 26856: AA932 1 35 

R-NT2RP3001268//Human Aac11(aac11) mRNA, complete Cds//0.12:494:59//Hs.151031:U83857 

R-NT2RP3001272//ESTS//1 .4e-92:436:99//Hs. 149831 :AI383965 
30 R-NT2RP3001274//ESTs//3.9e-81:424:95//Hs.1113184:N25651 

R-NT2RP3001281//EST//3.1e-60:298:98//Hs.149230:AI247332 

R-NT2RP3001307//EST//0.42:215:62//Hs.126165:AA868691 

R-NT2RP3001 31 8//ESTS//4. 1 e-74:363:97//Hs. 1 30832.H92571 

R-NT2RP3001325//ESTs//1.7e-106:534:96//Hs.21214:H98989 
35 R-NT2RP3001338//Human protein tyrosine phosphatase Sigma mRNA, complete cds//0.22:1 99 :63//Hs. 159534: 

U35234 

R-NT2RP3001339//Homo sapiens mRNA for KIAA0451 protein, complete cds//3.9e-114:566:96//Hs. 18586: 
AB007920 

R-NT2RP3001 340//ESTS//1 .1 e-72:41 1 :92//Hs.21 1 35:W81 653 
40 R-NT2RP3001 355//ESTs//9.0e-1 03:521 :95//Hs.99486:AA776798 

R-NT2RP3001374//ESTs//2.7e-82:395:98//Hs.117102:AA993090 
R-NT2RP3001 383//ESTs//3.6e-1 0: 1 1 8:78//Hs.1 1 1 055:AA1 69778 

R-NT2RP3001 384//ESTS, Weakly similar to A-kinase anchor protein 95, AKAP95 [R.norvegicus]//5.7e-92:522:90// 

Hs.96200:AA218942 
45 R-NT2RP3001392//ESTs//5.9e-62:296:100//Hs.125034:AA907375 

R-NT2RP3001396//ESTS//3.7e-1 11 :528:98//Hs.22612:AA152232 

R-NT2RP300l398//ESTs//2.6e-94:449:99//Hs.146332:AI276628 

R-NT2RP3001399//ESTs//2.6e-82:401 :97//Hs.7932:AI041186 ' 

R-NT2RP3001407//ESTs//2.2e-101:488:97//Hs.71573:AA496898 
50 R-NT2RP3001420//EST//7.4e-44:394:79//Hs.137041:AA877817 

R*NT2RP3001426//Homo sapiens clone 24616 mRNA sequence//3.6e-106:550:94//Hs.6957:AF052158 

R-NT2RP3001 427//ESTs//1 .3e-87:374:97//Hs.5457:H05692 

R-nnnnnnnnnnnn//Neurotrophic tyrosine kinase, receptor, type 1//4.7e-96:533:91//Hs.85844:X66397 
R-NT2RP3001432//ESTs//1.9e-102:523:95//Hs.132978:AI041374 
55 R-NT2RP3001447//ESTs, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//5.le- 

1 01 :482:98//Hs. 1 241 35:AA91 0560 

R-NT2RP3001449//ESTs//2.2e-99:502:96//Hs.7834:N45994 

R-NT2RP3001453//SmaII inducible cytokine A5 (RANTES)//8.le-45:295:85//Hs.155464:AF088219 
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R-NT2RP3001457//ESTS//1 .5e-52:256:99//Hs.1 17982: AA644658 
R-NT2RP3001459//ESTs//3.4e-62:299:99//Hs.146098:AA167280 
R-NT2RP3001472//ESTs//4.8e-108:540:96//Hs.69594:N37009 
R-NT2RP3001490//ESTs//3.5e-91:549:88//Hs.6606:AA211783 
5 R-NT2RP3001495//Human oxidoreductase (HHCMA56) mRNA, complete CdS//1 .4e-61 :338:93//Hs.519:U 13395 

R-NT2RP3001497//Homo sapiens multiple membrane spanning receptor TRC8 (TRC8) mRNA, complete cds// 
6.8e-1 1 2:549:971 1 Hs.28285:AF064801 

R-NT2RP3001 527//ESTs//4.4e-1 05:543:95//Hs. 1 58761 :AA631 047 

R-NT2RP3001529//Homo sapiens tapasin (NGS-17) mRNA, complete CdS//7.9e-59:427:83//Hs.5247:AF029750 
10 R-NT2RP3001 538//ESTS//1 .6e-94:521 :92//Hs.6846:AA209463 

R-NT2RP3001554//ESTS, Moderately similar to NEURAXIN [Rattus norvegicus]//2.8e-76:392:95//Hs.66048: 
AA524416 

R-NT2RP3001580//ESTs//3.7e-82:398:98//Hs.23490:N49477 

R-NT2RP3001587//Homa sapiens mRNA for HRIHFB2115, partial cds//1.8e-09:86:88//Hs.4311:AB015337 
15 R-NT2RP3001 589//ESTs//0.0029:243:62//Hs, 1 58924: AA6051 94 

R-NT2RP3001 607//EST//0.00096:76:78//Hs.1 4031 9:AA748328 
R-NT2RP3001608//ESTs//3.8e-105:525:96//Hs.144655:AI279798 
R-NT2RP3001621//ESTs//3.3e-108:535:97//Hs.47378:AI1 93598 
R-NT2RP3001629 

20 R-NT2RP3001634//Homo sapiens TRIAD1 type I mRNA, complete cds//2.7e- 109:541 :96//Hs.9899:AF099149 

R-NT2RP3001642//ESTs//6.0e-105:525:96//Hs.3376:AA915989 

R-NT2RP3001 646//ESTS//4. 8e-95:523:92//Hs. 64036 : AA1 27709 

R-NT2RP3001671//ESTs//0.0013:367:60//Hs.106090:AA457030 

R-NT2RP3001672//ESTs//3.4e-37:191:98//Hs.57475:AI382189 
25 R-NT2RP3001676//ESTS//1 .5e-81 :408:97//Hs.142547:N67648 

R-NT2RP3001678//ESTs//4.3e-85:405:99//Hs.121915:AI268225 

R-NT2RP3001679//ESTs//3.4e-100:545:93//Hs.5943:AI222558 

R-NT2RP3001688//Human mRNA for KIAA0392 gene, partial Cds//8.6e-46:301 :87//Hs.40100:AB002390 
R-NT2RP3001690//ESTs//3.3e-111:542:97//Hs.86149:AI341312 
30 R-NT2RP3001708//ESTs//1.4e-96:349:95//Hs.17975:AA868618 
R-NT2RP3001712//ESTs//9.3e-14:102:92//Hs.78041:N29669 

R-NT2RP3001716//ESTS, Highly similar to BONE MORPHOGENETIC PROTEIN 1 PRECURSOR [Mus musculus] 
//4.1 e-80:444:91//Hs.6823:W1 8181 

R-NT2RP3001724//ESTs//1.8e-109:547:96//Hs.14570:AI422099 
35 R-NT2RP3001 730//ESTS//4. 1 e-98:528:92//Hs. 1 551 1 5:AA669923 

R-NT2RP3001 739//ESTs//4.4e-87:444:94//Hs. 27239: W2781 0 
R-NT2RP3001 752//ESTS//6.1 e-93:490:94//Hs.421 0:AA740440 
R-NT2RP3001753//ESTs//2.5e-82:395:99//Hs.1 26435: AA91 2968 

R-NT2RP3001 764//ESTs, Weakly similar to protein-tyrosine phosphatase [H.sapiens]//1 .2e-87:450:96//Hs.2028l : 
40 N92517 

R-NT2RP3001 777//ESTS//1 . 1 e-86:360:97//Hs. 1 00530:H06725 

R-NT2RP3001782//Homo sapiens mRNA for KIAA0459 protein, partial CdS//4.2e-113:549:97//Hs.28169: 
AB007928 

R-NT2RP3001792//ESTS, Weakly similar to F35C12.2 [C.elegansj//1 .1e-21:119:99//Hs.44268:AA455900 
<5 R-NT2RP3001799//OX40L RECEPTOR PRECURSOR//2.8e-45:374:79//Hs.129780:X75962 

R-NT2RP3001819//ESTs//2.6e-87:432:96//Hs.10414:AI291292 

R-NT2RP3001 844//ESTs//0.024: 1 28:67//Hs.251 31 :N501 17* 

R-NT2RP3001854//EST$//1.4e-92:490:92//Hs.15l65:N52900 ' 

R-NT2RP3001855//ESTs//1.9e-66:361 :93//Hs. 1 0043 :D8 1792 
50 R-NT2RP3001896//ESTS//1 .4e-96:343:97//Hs.24809:N73642 

R-NT2RP3001 898//ESTs//4. 1 e-90:51 5:91//Hs.4867: AA521 1 80 

R-NT2RP3001915//ESTs//4.4e-32:175:95//Hs.24641:AA954666 

R-NT2RP3001926//ESTS, Highly similar to NUCLEOLYSIN TIA-1 [Homo sapiens]//1 .0e-40:202:100//Hs.24709: 
AM 23300 

55 R-NT2RP3001929//ESTs//6.6e-84:449:94//Hs.26962:AA682781 
R-NT2RP3001931//ESTs//1.0e-41:2l4:99//Hs.32360:AA534737 

R-NT2RP3001938//ESTS, Highly similar to SPORULATION-SPECIFIC PROTEIN 1 [Saccharomyces cerevisiae] 
//1 .3e-95:483:96//Hs.5771 :W74591 
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R-NT2RP3001 943//ESTS//1 .2e-23: 1 69:88//Hs. 1 03930: AA1 60990 
R-NT2RP3001944//ESTs//2.0e-90:439:97//Hs.1 03380: AI291 325 
R-NT2RP3001969//ESTs//0.95:133:65//Hs.131669:AI025889 

R-NT2RP3001989//ESTS, Weakly similar to C01A2.4 [C.elegans]//8.9e-64:310:99//Hs.11 449 :AI20 1540 
5 R-NT2RP3002002//ESTs//2.1e-95:562:89//Hs.5997:AA897088 

R-NT2RP3002004//H.sapiens mRNA for FAST kinase//1.6e-42:335:82//Hs.75087:X86779 
R-NT2RP3002007//ESTs//0.12:184:66//Hs.94030:AA846729 

R-NT2RP3002014//Small inducible cytokine A5 (RANTES)//6.8e-47:291:89//Hs.155464:AF088219 
R-NT2RP3002033 
W R-NT2RP3002045//ESTs//1 .0e-92:555:88//Hs.1 06411 :W29081 

R-NT2RP3002054//EST//0.45:155:63//Hs.5656:D20426 
R-NT2RP3002056//ESTS//1 .4e.95:504:93//Hs.1 7428:AI365221 

R-NT2RP3002057//Human mRNA for KIAA0152 gene, complete cds//0.69:127:66//Hs.90438:D63486 
R-NT2RP3002062 
15 R-nnnnnnnnnnnrV/ESTs//2.1e-113:552:97//Hs.9591:AA069657 

R-NT2RP3002081//ESTs//5.5e-43:212:100//Hs.124852:AA969139 
R-NT2RP3002097//EST//2.3e-1 0:80:91//Hs. 1 0271 7:N591 48 
R-NT2RP3002102 
R-NT2RP3002108 

20 R-NT2RP3002146//ESTs//5.5e-58:296:97//Hs.65328:AA625385 
R-NT2RP3002147//EST//2.5e-53:387:81//Hs.147928:M249703 

R-NT2RP3002151//ESTS, Highly similar to G1 TO S PHASE TRANSITION PROTEIN 1 HOMOLOG [Homo sapi- 

ens]//6.2e-107:534:96//Hs.59523:AA602837 

R-NT2RP30021 63//ESTs//2.7e-1 06:520:97//Hs.21 258:AA41 2293 
25 R-NT2RP3002165//ESTs//7.4e-93:479:95//Hs.27299:AI074024 

R-NT2RP3002166//ESTS//1 .0:261 :59//Hs.132817:AA593713 

R-NT2RP3002173//ESTs//2.7e-93:512:92//Hs.23648:H07120 

R-NT2RP3002181//ESTs//1.0e-84:435:96//Hs.47378:AI1 93598 

R-NT2RP3002244//ESTs//2.7e-11:97:89//Hs.9412:W72446 
30 R-NT2RP3002248//ESTs//4.3e-90:459:95//Hs.9848:AA130588 

R-NT2RP3002255//ESTS//1 .3e-45:289:88//Hs.91 00:AA431 672 

R-NT2RP3002273//ESTs//2.3e-100:489:97//Hs.8258:AA744743 

R-NT2RP3002276//ESTs//1.2e-50:306:91//Hs.16160:AA778171 

R-NT2RP3002303//ESTs//1.1e-67:323:99//Hs.1 29761 :AA836898 
35 R-NT2RP3002304//ESTs//2.8e-86:405:99//Hs.29643:AA418500 

R-NT2RP3002330//ESTS, Weakly similar to G1 TO S PHASE TRANSITION PROTEIN 1 HOMOLOG [H.sapiens] 

//1.8e-19:136:87//Hs.106928:AI041737 

R-NT2RP3002343//ESTs//1.0e-42:260:93//Hs.7797:W25667 

R-NT2RP3002351//Homo sapiens 9G8 splicing factor mRNA, complete cds//0.0048:221:64//Hs.556:L41887 
40 R-NT2RP3002352//Homo sapiens mRNA for protein encoded by cxorf5 (71 -7A) gene//5.8e-1 05:51 6:94//Hs.6483: 

Y16355 

R-NT2RP3002455//Homo sapiens mRNA for KIAA0678 protein, partial cds//1.5e-1 03 :524:95//Hs. 12707: 
AB014578 

R-NT2RP3002484//Human APRT gene for adenine phosphoribosyltransferase//0.54:108:71//Hs.28914:Y00486 
45 R-NT2RP3002501//ESTs//2.7e-96:489:95//Hs.27335:N74185 

R-NT2RP3002512//ESTS, Weakly similar to HYPOTHETICAL 31.0 KD PROTEIN R107.2 IN CHROMOSOME III 
[C.elegans]//3.2e-90:526:90//Hs.8083:AA521436 

R-NT2RP3002529//ESTS, Highly similar to PUTATIVE VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN 
C2G11.03C [Schizosaccharomyces pombe]//3.8e-101:497:96//Hs.6650:AA843246 
so R-NT2RP3002545//Homo sapiens mRNA for KIAA0729 protein, partial cds//1 .1 e-83:438:94//Hs. 1 9542:AB01 8272 

R-NT2RP3002549//ESTs//3.8e-98:493:96//Hs.7358:AA191673 

R-NT2RP3002566//Homo sapiens calcium-activated potassium channel (KCNN3) mRNA, complete cds//0.U: 
1 84:63//Hs.89230: AF031 815 

R-NT2RP3002587//Homo sapiens KIAA0420 mRNA, complete cds//2.0e-18:138:78//Hs.129883:AB007880 
55 R-NT2RP3002590//ESTs//2.9e-51:290:93//Hs,1 62942: AI243850 

R-NT2RP3002602//Homo sapiens stannin mRNA, complete cds//5.5e-06:58:100//Hs. 76691 :AF070673 
R-NT2RP3002603 ' » 

R-NT2RP3002631//ESTs//4.8e-54:367:85//Hs.13109:AA192514 
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R-NT2RP3002659//ESTs//5.3e-30:229:85//Hs. 1 521 1 4:AA401 365 
R-NT2RP3002660//ESTS//1 .9e-88:452:95//Hs.120146:AA708573 
R-NT2RP3002663//EST//3.2e-89:469:95//Hs.105767:AA525172 

R-NT2RP3002671//ESTS, Highly similar to ELONGATION FACTOR 2 [Drosophila melanogaster]//5.9e-1 09:537: 
5 97//Hs.19348:AA151678 

R-NT2RP3002682//ESTs//2.3e-98:541:91//Hs.75844:AA1 15502 
R-NT2RP3002687//ESTs//5.5e-103:498:97//Hs.72782:AA910871 

R-NT2RP3002688//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//5.0e-101 : 

524:95//Hs.32580:A1 123601 
10 R-NT2RP3002701//EST//0.87: 1 31 :63//Hs. 1 61 91 6:AA4831 69 

R-NT2RP300271 3//ESTs//4.7e-1 06:542:95//Hs.1 4479: AA1 60945 

R-NT2RP3002763//ESTS//1 .3e-54:290:94//Hs. 142031 :AA809159 

R-NT2RP3002770//ESTs//0.047:275:61//Hs.122984:AA526973 

R-NT2RP3002785//ESTs//2.4e-52:255:99//Hs.1 32959: AI376958 
15 R-NT2RP3002799//EST//8.2e-61 :321 :94//Hs.1 40992: R71 377 

R-NT2RP300281 0//EST//0.1 9: 1 1 6:68//Hs. 1 21 81 0:AA775240 

R-NT2RP3002818//ESTs//1.3e-109:531:98//Hs.58924:AI348080 

R-NT2RP3002861//ESTs//2.5e-84:429:95//Hs.23920:AA909678 

R-NT2RP3002869//EST//0.00011:116:71//Hs.161606:AA019641 
20 R-NT2RP3002876//ESTs//0.0024:1 82:63//Hs.1 17306: AA687262 

R-NT2RP3002877//Homo sapiens X-ray repair cross-complementing protein 2 (XRCC2) mRNA, complete cds// 

8. 1 e-1 4: 1 46:72//Hs. 1 29727: AF035587 

R-NT2RP3002909//Homo sapiens mRNA for KIAA0771 protein, partial cds//1 .5e-1 1 0:570:95//Hs.61 62:AB01 831 4 
R-NT2RP3002911//ESTs//3.6e-92:436:99//Hs.143917:AI206286 
25 R-NT2RP3002948//EST//1 .0: 1 02:65//Hs. 1 44730: Al 1 91 975 

R-NT2RP3002953//ESTS//1 .8e-1 07:51 3:98//Hs. 1 1 9693: AI201 698 

R-NT2RP3002955//Homo sapiens mRNA, chromosome 1 specific transcript K I AA0492//0.23:563:56//Hs. 127338: 
AB007961 

R-NT2RP3002969//ESTS, Weakly similar to LONG-CHAIN-FATTY-ACID--COA LIGASE 1 [Saccharomyces cere- 
30 visiae] 1 1 2.0e-56:387:86//Hs. 1 44597: W20 1 43 

R-NT2RP3002972//ESTs//1.7e-97:502:96//Hs.7274:AA476850 

R-NT2RP3002978//ESTs//8.6e-1 04:498:98//Hs. 1 1 8923:AA2521 1 6 

R-NT2RP3002988//EST//1 .2e-59:315:94//Hs.1 57743: AI360553 

R-NT2RP3003008//ESTS//1 .4e-97:51 5:94//Hs.6544:AA524423 
35 R-NT2RP3003032//ESTS, Weakly similar to R ETRO VI RUS- RELATED POL POLYPROTEIN [Mus musculus]// 

3.0e-1 00:528:94//Hs.90353:N98551 

R-NT2RP3003059//ESTS//1 .7e-76:398:95//Hs. 102971 :W05355 
R-NT2RP3003061//ESTs//4.9e-82:41 4:96//Hs.99603:AI1 41912 

R-NT2RP3003068//ESTS, Weakly similar to M18.3 [C.elegans]//5.9e-83:392:99//Hs.101364:AA534439 
40 R-NT2RP3003071//ESTs//6.3e-85:399:99//Hs.109755:AA1 80809 

R-NT2RP3003078//ESTS//1 .0e-98:471 :99//Hs.7995: AI359466 

R-NT2RP3003101//EST//0.032:235:60//Hs.1 47920: AI202441 

R-NT2RP3003121//ESTs//3.0e-47:238:97//Hs.43559:AI003520 

R-NT2RP30031 33//EST//1 .5e-77:395:96//Hs. 1 421 50:AA223982 
45 R-NT2RP3003138//ESTS, Highly similar to KINESIN-LIKE PROTEIN KIF4 [Mus musculus]//3.3e-1 07:535 :96//Hs. 

27437:AA004208 

R-NT2RP3003139//ESTs//2.5e-106:504:98//Hs.106795:AI271632 

R-NT2RP3003150//ESTs//1-6e.99:539:91//Hs.46500:AA129774 

R-NT2RP30031 57//ESTs//1 .5e-1 1 4:563:97//Hs.58608:AA081 007 
50 R-NT2RP3003185//ESTs//3.9e-93:443:98//Hs.9741:AI131226 

R-NT2RP30031 93//ESTs//2.0e-37:428:71//Hs.33354:AA1 79944 

R-NT2RP30031 97//ESTs//5.8e-56:31 2:94//Hs.701 6:AA21 5796 

R-NT2RP3003203//EST//0.0073:212:63//Hs.161355:AI422634 

R-NT2RP3003204//ESTs//7.4e-52:253:99//Hs. 1 201 46:AA708573 
55 R-NT2RP3003212//ESTs//1.8e-76:401:95//Hs.29067:N26107 

R-NT2RP3003230//ESTS, Highly similar to CORONIN [Dictyostelium discoideum]//2.0e-40:229:93//Hs. 17377: 

AI078151 

R-NT2RP3003242//ESTs//8.3e-97:458:99//Hs.23057:AI290343 
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R-NT2RP3003251//ESTs//1.5e-60:320:95//Hs.36495:AA151628 
R-NT2RP3003264//ESTS//2. 1 e-1 03:521 :95//Hs.4094:AA1 73960 
R-NT2RP3003278//ESTs//8.2e-109:536:96//Hs.23788:AA524061 

R-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, complete cds//2.4e-102:550:93//Hs.11702:L36983 
5 R-NT2RP3003290//EST//4.3e-27:372:70//Hs.159131:AI384035 

R-NT2RP3003301//ESTs//4.4e-56:285:97//Hs.95370:AA601055 

R-NT2RP3003302//EST//7.2e-1 0:395:63//Hs.1 62554: AA58481 8 

R-NT2RP300331 1//ESTs//4.2e-1 1 0:538:97//Hs.621 80:AI341 261 

R-NT2RP3003313//ESTS//2.1 e-1 06:531 :96//Hs.22630:C05931 
10 R-NT2RP3003327//ESTs//4.3e-1 02:51 8:95//Hs.1 20355: AA625445 

R-NT2RP3003330//ESTs//8.6e-104:497:97//Hs.72071:AI125289 

R-NT2RP3003344//ESTs//2.5e-1 05:494:99//Hs1 121 88:AA872993 

R-NT2RP3003346//ESTS//1 .0:1 23:69//Hs. 1 1 6029: AA81 31 02 

R-NT2RP3003353//EST//0.0014:162:68//Hs.149191:AI246155 
15 R-NT2RP3003377//EST//4.5e-15:119:85//Hs.148129:AA885567 

R-NT2RP3003384//EST//0.0057;86:74//Hs.1 27735: AA962272 

R-NT2RP3003385//ESTs//0.64:347:59//Hs.5646:W72721 

R-NT2RP3003403//ESTS, Weakly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [H.sapiens]//2.2e- 
24:41 8:67//Hs. 1 39488: Al 1 24095 
20 R-NT2RP3003409//ESTs//5.3e-98:479:97//Hs.155198:AA767372 
R-NT2RP3003411//ESTs//4.8e-86:416:97//Hs.129059:AA126041 
R-NT2RP3003427//ESTs//7.4e-1 03:51 0:96//Hs.25303: AA641 023 
R-NT2RP3003433//ESTs//3.5e-85:405:99//Hs.63131:AA664156 

R-NT2RP3003464//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds//3.6e-97:479:96//Hs. 14934: 
25 AF004828 

R-NT2RP3003490//Homo sapiens mRNA for KIAA0725 protein, partial cds//4.1e-102:527:93//Hs.26450: 
AB018268 

R-NT2RP3003491//ESTS, Weakly similar to No definition line found [C.elegans]//4.0e-106:549:94//Hs.7886: 
AI057529 

30 R-NT2RP3003500//Human RP3 mRNA, complete Cds//0.66:401 :60//Hs.75307:U02556 

R-NT2RP3003543//Human clone A9A2BRB7 (CAC)n/(GTG)n repeat-containing mRNA//4.1e-33:217:88//Hs. 
8068:U00952 

R-NT2RP3003552//ESTs//3.1e-106:546:94//Hs.101754:AI123430 

R-NT2RP3003555//ESTs//3.4e-1 06:537:95//Hs. 85550: AA1 87681 
35 R-NT2RP3003564 

R-NT2RP3003572//ESTS//1 .2e-20:122:88//Hs.8253:N48721 

R-NT2RP3003576//ESTs//2.7e-71 :394:94//Hs. 1511 36:R99944 

R-NT2RP3003589//EST//0.58:242:59//Hs.130804:AA894759 

R-NT2RP3003625//ESTs//7.6e-41:349:80//Hs.140608:N53448 
40 R-NT2RP3003656//Human LIM protein (LPP) rnRNA, partial cds//0.26:222:60//Hs.17217:U49957 

R-NT2RP3003659//ESTs//2.0e-1 1 3:547:97//Hs.23389:AA76931 0 

R-NT2RP3003665//ESTS//1 .6e-80:41 5:95//H$. 1 41 084:H 1 1 71 4 

R-NT2RP3003672 

R-NT2RP3003686//ESTs//6.8e-114:552:97//Hs.43299:N23036 
45 R-NT2RP3003701//ESTS//2. 1 e-1 6:282 :66//Hs. 1 1 551 2:AI208768 

R-NT2RP300371 6//ESTs//2.1 e-45: 1 95:91//Hs.41 296:N71 923 

R-NT2RP3003726//Homo sapiens mRNA for KIAA0757 protein, complete cds//5.6e-103:492:97//Hs.48513: 
AB018300 

R-NT2RP3003746//ESTS//1 .9e-85:411 :98//Hs.54835:AI050863 
50 R-NT2RP3003795//EST//6.2e-97:459:99//Hs.1 34769: AI089747 

R-NT2RP3003799//ESTs//2.8e-62:337:94//Hs.124023:H18913 

R-NT2RP3003800//PROTO-ONCOGENE TYRO SINE-PROTEIN KINASE SRC//8.9e-1 08:551 :95//Hs. 11 5742: 
AF077754 

R-NT2RP3003805//ESTs//2.2e-103:490:99//Hs.9412:W72446 
55 R-NT2RP3003809//ESTs, Highly similar to SAV PROTEIN [Sulfolobus acidocaldarius]//3.4e-89:456:95//Hs.5555: 

AI285198 

R-NT2RP3003819//lnterieukin 10//3.3e-43:173:89//Hs.2180:M57627 
R-NT2RP3003825//ESTs//1.6e-66:485:80//Hs.7405:W27761 
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C-OVARC1001360 

C-OVARC1001381//Homo sapiens mRNA for candidate tumor suppressor involved in B-CLL7/6E-148//683bp// 
99%//AJ224819 
C-OVARC1001425 
5 C-PLACE1 000005 

C-PLACE1000066//SSU72 PROTEIN.//1 .1 E-39//206aa//43%//P53538 

C-PLACE1 0001 42//3-HYDROXYBUTYRYL-COA DEHYDRATASE (EC 4.2.1.55) (CROTONASE).//2.8E-29// 
134aa//43%//P52046 

C-PLACE1000184//Homo sapiens mRNA for KIAA0832 protein, complete cds.//5.5e-3l2//l4Hbp//99%// 
10 AB020639 

C-PLACE1000185 

C-PLACE1000213//Homo sapiens mRNA for KIAA0977 protein, complete cds.//0//1904bp//99%//AB023194 
C-PLACE1 000347 
C-PLACE1 000374 

15 C-PLACE1 000380//Homo sapiens mRNA for KIAA0853 protein, partial cds.//0//2208bp//99%//AB020660 

C-PLACE1000383//Homo sapiens mRNA for MTMR1 protein 7/0//753bp//99%//AJ2249 79 
C-PLACE1000401//POLIOVIRUS RECEPTOR PRECURSOR (CD155 ANTIGEN)7/2.7E-30//352aa//31%// 
P15151 

C-PLACE1 000406//PTB- ASSOCIATED SPLICING FACTOR (PSF).//1 .2E-132//334aa//72%//P23246 
20 C-PLACE1000420//7.8-DIHYDRO-8-OXOGUANINE TRIPHOSPHATASE (EC 3.1.6.-) (8-OXO-DGTPASE).// 

0.0000028//1 34aa//29%//P53368 

C-PLACE1 000435 

C-PLACE1 000444 

C-PLACE1 000562 
25 C-PLACE1 000564 

C-PLACE1000588//INTERFERON-INDUCED GUANYLATE-BINDING PROTEIN 1 (GUANINE NUCLEOTIDE- 

BINDING PROTEIN 1)7/1 .6E-270//437aa//86%//P32455 

C-PLACE1000596//Homo sapiens mRNA for KIAA0850 protein, complete cds.//0//2393bp//99%//AB020657 
C-PLACE1 00061 1//Rattus norvegicus neural membrane protein 35 mRNA, complete cds.//2E-55//779bp//67%// 
30 AF044201 

C-PLACE1000636//MALE STERILITY PROTEIN 27/1 .2E-39//261aa//27%//Q08891 

C-PLACE1000716 

C-PLACE1 000748 

C-PLACE1000755//Homo sapiens mRNA for Helicase-MOl, complete-cds7/4.6E-250//1189bp//97%//AB028449 
35 C-PLACE1000785//Homo sapiens mRNA for KIAA0648 protein, partial cds.//0//2002bp//99%//AB014548 

C-PLACE1 000798 

C-PLACE1 000863//PUTATIVE MITOCHONDRIAL 40S RIBOSOMAL PROTEIN 
YHR148W7/2.5E-49//181aa//54%//P32899 

C-PLACE1 000909//ANKYRIN REPEAT-CONTAINING PROTEIN AKR1 7/2.6E-1 9//404aa//26%//P3901 0 
40 C-PLACE1 000948 

C-PLACE1 000972 

C-PLACE1 000977//BETA-CHIMAERIN (BETA-CHIMERIN)7/4.4E-22//129aa//35%//Q03070 
C-PLACE1001000 

C-PLACE1001092//Homo sapiens sorting nexin 4 mRNA, complete cds7/0//1500bp//99%//AF065485 
45 C-PLACE1001257//RING CANAL PROTEIN (KELCH PROTEIN) 7/4.3 E-54//257aa//46%//Q 04652 

C-PLACE1001383//ZINC-FINGER PROTEIN UBI-D4 (APOPTOSIS RESPONSE ZINC FINGER PROTEIN REQ- 
UIEM)7/3E-33//1 38aa//42%//Q61 1 03 

C-PLACE1 001 387//EPI DERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS87/2.3E-61// 
132aa//46%//Ql2929 

so C-PLACE1001399//Homo sapiens chromosome 17, clone hRPK.22_N_l2, complete sequence7/0//2118bp// 

99%//AC005412 
C-PLACE1001412 

C-PLACE1 001 484//Homo sapiens chromosome 20 clone 387E22, WORKING DRAFT SEQUENCE, in unordered 
pieces7/0//1 440bp//99%//AL031 660 
55 C-PLACE1001503 
C-PLACE1001570 
C-PLACE1001610 

C-PLACE1001692//S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN (EC 3.1.2.14) 
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(THIOESTERASE n)7/4E-81//263aa//56%//P08635 
C-PLACE1001729 

C-PLACE1 001 739//PUTATIVE ATP-DEPENDENT RNA HEUCASE PL10V/3.5E-75//439aa//41%//P 16381 
C-PLACE1 001 781 //PROBABLE PHOSPHOMANNOMUTASE (EC 5.4.2.8) (PMM).//5.4E-63//427aa//35%// 
5 Q57290 

C-PLACE1001810 

C-PLACE1 001 81 7//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds.// 
0//1 995bp//99%//AF058953 

C-PLACE1001869//L-RIBULOKINASE (EC 2.7.1 .16) 7/2 E-27//270aa//31%//P94524 
10 C-PLACE1001912//Homo sapiens clone 24963 mRNA sequence, complete cds7/0//1196bp//99%//AF131737 

C-PLACE1001920//Homo sapiens MDC-3.13 isoform 2 mRNA, complete cds.//0//1 729bp//99%//AF099935 
C-PLACE1001928 

C- PLACE 1 001 989//PUTATIVE AMIDASE (EC 3.5.1.4)7/1 .4E-78//496aa//37%//Q49091 

C-PLACE1002046//LIGATIN (FRAGMENT).//1 ,7E-240//560aa//80%//Q6121 1 
15 C-PLACE1 002072 

C-PLACE1 002073//ADENYLATE CYCLASE (EC 4.6.1 .1 ) (ATP PYROPHOSPHATE-LYASE) (ADENYLYL CYCLA- 

SE).//0.00000053//188aa//29%//P49606 

C-PLACE1002140 

C-PLACE1002163 
20 C-PLACE1002170 

C-PLACE1 002433 

C-PLACE1002438//ZINC FINGER PROTEIN 151 (MIZ-1 PROTEIN).//0.0000042//133aa//29%//Q13105 
C-PLACE1 002465 

C-PLACE1002529//Homo sapiens mRNA for KIAA0713 protein, partial CdS.//6.7E-214//956bp//94%//AB0 18256 
25 C-PLACE1002685//Homo sapiens B cell linker protein BLNK mRNA, alternatively spliced, complete cds.//0// 

1 750bp//99%//AF0681 80 

C-PLACE1002722//PROBABLE G PROTEIN-COUPLED RECEPTOR KIAA0001 7/9E-45//305aa//33%//Q 15391 

C-PLACE1 002794 

C-PLACE1002815 
30 C-PLACE1 002839 

C-PLACE1 002851 

C-PLACE1 002941 

C-PLACE1 002996 

C- PL ACE 1003045 
35 C-PLACE1 003092 

C-PLACE1003100//HEP27 PROTEIN (PROTEIN D)7/2.6E-79//253aa//60%//Q13268 

C-PLACE1003108 

C-PLACE1003145 

C-PLACE1003174//UBIQUITIN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
40 LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42).//3.8E-37//143aa//51%//P42743 

C-PLACE1 0031 90//SOF1 PROTEIN.//1 .9E-1 1 0//325aa//48%//P33750 
C-PLACE1 003200 

C-PLACE1003296//Homo sapiens mRNA; cDNA DKFZp434G173 (from clone DKFZp434Gl73).//0//1706bp// 
99%//AL080133 

45 C-PLACE1003302//Z1NC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1 ).//6.9E-206//396aa//86%// 

P51522 

C-PLACE1 003334 
C-PLACE1 003342 

C-PLACE1003353//Homo sapiens breast cancer antiestrogen resistance 3 protein (BCAR3) mRNA, complete 
50 cdS.//0//2435bp//99%//U9271 5 

C-PLACE1 003369 

C-PLACE1 003602//Homo sapiens mRNA expressed in placenta7/5.9E-278//1 275bp//99%//D83200 
C-PLACE1 003611 

C-PLACE1 003625//ARMADILLO SEGMENT POLARITY PROTEIN7/3.2E-10//380aa//25%//P18824 
55 C-PLACE1003704//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 

SRP75)7/8E-1 9//209aa//34%//Q081 70 
C-PLACE 1003711 
C-PLACE1003723 
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C-PLACE1 003762 
C-PLACE1 003771 
C- PL ACE 1003784 
C-PLACE1 003923 
5 C-PLACE1 003936 

C-PLACE1003968//5'-AMP-ACTIVATED PROTEIN KINASE, GAMMA-1 SUBUNIT (AMPK GAMMA- 1 CHAIN).// 

2.4E-1 24//326aa//73%//P80385 

C-PLACE1004104 

C-PLACE1004114 

10 C-PLACE1004128//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 4 (TRANSDUCIN BETA 

CHAIN 4)7/6.1 E-181//340aa//96%//P29387 
C-PLACE1 004149 
C-PLACE1004156 
C-PLACE1004161 

15 C-PLACE1004183//Homo sapiens for TOMUike protein. //0//1279bp//97%//AJ0 10071 

C-PLACE1 0041 97//BUTYROPHILIN PRECURSOR (BT) 7/4.5 E-1 0//208aa//27%//Q 62556 
C-PLACE1004203//Homo sapiens GPI-anchored membrane protein CDw108 precursor, mRNA, complete cds.// 
0//1 882bp//99%//AF069493 
C-PLACE1 004258 

20 C- PLAC E 1 004270//TRAN SM EM BR AN E PROTEASE, SERINE 2 (EC 3.4.21 .-)7/9.7E-36//389aa//31%//015393 

C-PLACE1 004277//Homo sapiens two pore domain K+ channel (TASK-2) mRNA, complete cds7/0//1 498bp//99%// 
AF084830 
C-PLACE1 004289 

C-PLACE1 004302//SOF1 PROTEIN7/1 .9E-1 1 0//325aa//48%//P33750 
25 C-PLACE1 00431 6//H. sapiens mRNA for apoptosis specific protein.//0//1767bp//99%//Y11588 

C-PLACE1004358//Homo sapiens connector enhancer of KSR-like protein CNK1 mRNA, complete cds7/0// 

2512bp//99%//AF100153 

C-PLACE1 004376 

C-PLACE1 004388 
30 C-PLACE1 004405 

C-PLACE1 004428//PRISTANOYL-COA OXIDASE (EC 1 .3.3.-)7/1.2E-39//385aa//33%//Q63448 

C-PLACE1004437//Human NAD + -specific isocitrate dehydrogenase beta subunit precursor, mRNA, nuclear gene 

encoding mitochondrial protein, complete cds7/0//985bp//99%//U49283 

C-PLACE 1004451 

35 C-PLACE 1 004460//MATERNAL TUDOR P ROTE IN 7/0. 0000002//218aa//23%//P 25823 

C-PLACE 1004473 

C-PLACE1 00451 0//Homo sapiens cofactor of initiator function (CIF150) mRNA, complete//l .3E-209//954bp// 
99%//AF026445 
C-PLACE1004516 
40 C-PLACE1 004548 

C-PLACE 1004564//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 
KD SUBUNIT (CPSF 100 KD SUBUNIT)7/0//525aa//99%//Ql0568 
C-PLACE1004629//PROTEIN OS-9 PRECURSOR7/7.7E-18//264aa//32%//Ql3438 
C-PLACE1 004645 

45 C-PLACE1 004646//B.taurus mRNA for retinal pigment epithelial membrane receptor p637/4.4E-42//985bp//59%// 

X66277 

C-PLACE1 004664 
C-PLACE1 004672 

C-PLACE 1 004674//PROBABLE CALCIUM-BINDING PROTEIN ALG-2 (PMP41) (ALG-257).//1 .6E-95//19laa// 
50 96%//P12815 

C-PLACE1 004691 
C-PLACE1 004722 
C-PLACE1 004736 
C-PLACE1 004740 

55 C-PLACE1 004743//PROBABLE N-END-RECOGNIZING PROTEIN (UBIQUITIN-PROTEIN LIGASE E3 COMPO- 

NENT) (N- RECOGNIN).//4.4E-35//578aa//27%//O60152 

C-PLACE1004751//Homo sapiens mRNA for alpha2,3-sia!yltransferase ST3Gal VI, complete cds 7/7. 1E -224// 
790bp//98%//AB02291 8 
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C-PLACE1 004777//N-CHJMAERIN (NC) (N-CHIMERIN) (ALPHA CHIMERIN) (A-CHIMAERIN).//1 .9E-32//259aa// 
32%//P30337 

C-PLACE1 004804//ADENYLATE CYCLASE (EC4.6.1 .1 ) (ATP PYROPHOSPHATE-LYASE) (ADENYLYL CYCLA- 
SE ).//4. 7 E-65//695aa//297o//Q01 631 
5 C-PLACE1 00481 4//SPLICING FACTOR, ARGININE/SERJNE-RICH 4 (PRE-MRNA SPLICING FACTOR 

SRP75).//5.9E-1 9//1 96aa//36%//Q081 70 
C-PLACE1 004824 

C-PLACE1004868//MALE STERILITY PROTEIN 2.//3.9E-39//261aa//27%//Q08891 
C-PLACE1 004885 

10 C- PLACE 1 004902//PUTATIVE PRE-MRNA SPLICING FACTOR ATP -DEPENDENT RNA HELICASE 

S PAC 1 0 F6 . 02C 7/9 .3 E- 1 1 //94aa//47%//042643 

C- PLACE 1 00491 8//L- LACTATE DEHYDROGENASE M CHAIN (EC 1.1.1.27) (LDHA)7/4.9E-48//198aa//44%// 
P06151 

C-PLACE1004930//Homo sapiens MDC-3.13 isoform 2 mRNA, complete cds//0//1853bp//98%//AF099936 
15 C-PLACE1 004934 

C-PLACE1 004937//SEL-1 0 P ROTE IN 7/6.3 E-1 25//357aa//58%//Q93794 

C-PLACE1 004969//HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X.//2E-14//205aa//26%// 
Q11073 

C-PLACE1 004982 
20 C-PLACE1 005026 

C-PLACE1 005027 
C-PLACE1 005046 
C-PLACE1 005077 

C-PLACE1005101//Homo sapiens (clone zap128) mRNA, 3' end of Cds7/1 E-209//1031bp//96%//L4040l 
25 C-PLACE1005102//RING CANAL PROTEIN (KELCH PROTEIN)7/2.6E-56//565aa//30%//Q04652 

C-PLACE1005111 
C-PLACE1005181 

C-PLACE1 0051 87//APAG PROTEI N 7/3.8 E- 1 3//1 22aa//36%//P05636 
C-PLACE1 005206 
30 C-PLACE1 005232 

C-PLACE1005243//SERINE/THREONINE PROTEIN KINASE PKPA (EC 2.7.1. -)7/1.3E-27//349aa//32%//Q01 577 
C-PLACE1 005261 
C-PLACE1 005266 

C-PLACE1 005277//Homo sapiens mRNA for KIAA061 0 protein, partial cds.//3,2E-297//1 341 bp//1 00%//AB01 1 1 82 
35 C-PLACE1005287//INNER CENTROMERE PROTEIN (INCENP)7/2.3E-13//269aa//28%//P53352 

C-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.10) (AK3).//2E-111// 

226aa//92%//P08760 

C-PLACE1 005308 

C-PLACE1005313 
40 C-PLACE1 005327 

C-PLACE1 005335 

C-PLACE1005373//TRNA PSEUDOURIDINE SYNTHASE B (EC 4.2.1.70) (TRNA PSEUDOURIDINE 55 SYN- 
THASE) (PSI55 SYNTHASE) (PSEUDOURIDYLATE SYNTHASE) (URACIL HYDROLYASE)7/8.6E-09//194aa// 
27%//033335 
45 C-PLACE1 005374 

C-PLACE1 005480 
C-PLACE1 005481 

C-PLACE1005494//Homo sapiens mRNA for transient receptor potential protein TRP6.//0//1649bp//99%// 
AJ006276 

50 C-PLACE1 005530//HYPOTHETICAL 47.6 KD PROTEIN C16C10.5 IN CHROMOSOME lll.//5.6E-52//173aa// 

57%//Q09251 
C-PLACE1 005550 
C-PLACE1 005554 
C-PLACE1 005623 

55 C-PLACE1005646//Homo sapiens RNA helicase-related protein mRNA, complete cds.//0//2130bp//99%// 

AF083255 

C-PLACE1005656//RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE M2 CHAIN (EC 1.17.4.1) (RIBONUCLE- 
OTIDE REDUCTASE)7/2.1 E-148//32laa//83%//P31350 
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C-PLACE1 005730 
C-PLACE1 005755 

C-PLACE1005763//S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN (EC 3.1.2.14) 
(THIOESTERASE 11)7/2. 5E-79//209aa//53%//P08635 
5 C-PLACE1 005803 

C-PLACE1005804//Homo sapiens alpha 1 ,2-mannosidase IB mRNA, complete cds.//1.lE-217//994bp//99%// 

AF027156 

C-PLACE1 005851 

C-PLACE1005921//AIG1 PROTEIN7/3E-31//284aa//31%//P54120 
10 C-PLACE1 005923 

C-PLACE1 005925 
C-PLACE 1005934 
C-PLACE1 005936 
C-PLACE1 005951 

15 C-PLACE 1005953//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1.-).//6.7E-30//198aa//37%//P43636 

C-PLACE 1005955//VACUOLAR AMINOPEPTIDASE I PRECURSOR (EC 3.4.11.22) (POLYPEPTIDASE)//5.4E- 
54//455aa//32%//P1 4904 

C-PLACE 1 005966//TRANSCRIPTION INITIATION FACTOR TFIID 90 KD SUBUNIT (TAFI 1-90)7/0. 000000 14// 

254aa//25%//P38129 
20 C-PLACE1 005990 

C-PLACE1 00601 l//Homo sapiens mRNA for poly(ADP-ribose) polymerase-27/0//1564bp//99%//AJ236876 

C-PLACE1006040//Homo sapiens mRNA for alpha endosulfine.//4.7E-161//744bp//99%//X99906 

C-PLACE1006119//Homo sapiens Ran-GTP binding protein mRNA, partial cds7/l.5E-148//68lbp//99%// 

AF039023 
25 C-PLACE1006139 

C-PLACE1006159 

C-PLACE1006167 

C-PLACE1006170//Homo sapiens mRNA for KIAA0899 protein, partial cds 7/4.5 E-293//953bp//99%//AB020706 
C-PLACE1006195 

30 C-PLACE1 0061 96//PUTATIVE ATP-DEPENDENT RNA HELICASE C1 2C2.067/2.7E-1 1 6//496aa//48%//Q09747 

C-PLACE1 006225 
C-PLACE1 006236 

C-PLACE1006239//BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN)7/2E-16//244aa//31%// 
P28675 
35 C-PLACE1 006246 

C-PLACE1006325//Homo sapiens mRNA; cDNA DKFZp564J142 (from clone D KFZp564J 142)7/3. 8 E-278// 
1 271 -bp//99%//AL080066 
C-PLACE1 006335 
C-PLACE1 006357 

40 C-PLACE1006385//Homo sapiens epsin 2a mRNA, complete cds7/0//1168bp//99%//AF062085 

C-PLACE1006412 
C-PLACE1006414 

C-PLACE1006438//ZINC FINGER PROTEIN 1657/2.5E-45//122aa//43%//P49910 
C-PLACE1 006445 
45 C-PLACE1 006470 

C-PLACE 1 006482//TRANSCRIPTION FACTOR MAFF7/7.7E-55//142aa//85%//Q90595 

C-PLACE1006488//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68).//1 .1 E-229//367aa//96%// 
Q00004 

C-PLACE1 006492 
50 C-PLACE1 006531 

C-PLACE1 006552 

C-PLACE1006598//Homo sapiens clone NH0310K15, WORKING DRAFT SEQUENCE, 4 unordered pieces7/0// 

2 1 82bp//99%//AC007383 

C-PLACE1006615 

55 C-PLACE1006626//Homo sapiens mRNA for KIAA0928 protein, partial cds.//0//1760bp//99%//AB023145 

C-PLACE1 006673 

C-PLACE1006678//Homo sapiens mRNA for type II membrane protein, complete cds, clone:HP103287/5.8E-24// 
734bp//62%//AB01 5630 
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C-PLACE1 006704 

C-PLACE1 006731//RIBOFLAVIN KINASE (EC 2.7.1 .26) (FLAVOKINASE)/FMN ADENYLYLTRANSFERASE (EC 
2.7.7.2) (FAD PYROPHOSPHORYLASE) (FAD SYNTHETASE).//6.9E-13//177aa//33%//Q59263 
C-PLACE1 006782 

5 C-PLACE1 00681 9//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/9.8E-213//232aa//80%//P08547 

C-PLACE1006829//UBIQUITINCARBOXYL-TERMINALHYDROLASE4(EC3.1.2.15)(UBIQUiTINTHIOLESTE- 
RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUI- 
TOUS NUCLEAR PROTEIN).//2E-15//188aa//29%//P35123 
C- PLACE 1006883 

10 C-PLACE1 006901 

C-PLACE1 00691 7//HSH49 PROTEIN.//5.5E-1 2//97aa//35%//Q991 81 
C-PLACE1 006932 

C-PLACE1 006935//HYPOTHETICAL 95.2 KD PROTEIN R144.6 IN CHROMOSOME lll.//6.7E-48//278aa//41%// 
Q 10000 

15 C-PLACE1 006956//ATP-DE PEN DENT PERMEASE MDL1 7/1 .3E-86//522aa//36%//P97998 

C-PLACE1006958//Homo sapiens rnRNA for heat shock protein apg-1, complete cds.//0//1770bp//99%// 

AB023421 

C-PLACE1 006961 

C-PLACE1 006962 
20 C-PLACE1 006966 

C-PLACE1 00701 4//36 KD NUCLEOLAR PROTEIN HNP36 (DELAY ED- EARLY RESPONSE PROTEIN 12) 

(DER1 2)7/3. 2E-35//1 80aa//33%//Q1 4542 

C-PLACE1 007021 

C-PLACE1007105 
25 C-PLACE1007178 

C-PLACE1 007226//PROBABLE OXYGEN-INDEPENDENT COPROPORPHYRINOGEN III OXIDASE (EC 1 .-.-.-) 

(COPROPORPHYRINOGENASE) (COPROGEN OXIDASE).//! E-42//370aa//31%//P54304 

C-PLACE1 007238 

C-PLACE1007239//Homo sapiens rnRNA for transcription elongation factor S-ll, hS-ll-T1, complete cds.//6.5E- 
30 2 1 6//1 068bp//96%//D50495 

C-PLACE1 007242 

C-PLACE1007243//UNC-47 P ROTE I N.//0. 000000 17//211aa//27%//P34 579 
C-PLACE1007257//Homo sapiens rnRNA for dia-l2c protein 7/0//2052bp//99%//Y 15908 
C-PLACE1 007274 
35 C-PLACE1 007282 

C-PLACE1 007301 

C-PLACE1 00731 7//Drosophila melanogaster Adrift (adrift) rnRNA, complete cds.//4.1E-17//1037bp//56%// 
AF1 17649 
C-PLACE1 007342 

40 C-PLACE1 007346//Homo sapiens estrogen-responsive B box protein (EBBP) rnRNA, complete cds.//0//2366bp// 

99%//AF096870 
C-PLACE1 007367 

C-PLACE1007375//PHORBOL ESTER/DIACYLGLYCEROL-BINDING PROTEIN UNC-13.//0.00000044//127aa// 
30%//P27715 
45 C-PLACE1 007386 

C-PLACE1 007402 

C-PLACE1 007409//WHITE PROTEIN.//1 .1 E-64//428aa//32%//Q1 7320 

C-PLACE1 00741 6//DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (T-CELL ACTIVATION ANTIGEN CD26) 
(TP103) (ADENOSINE DEAMINASE COMPLEXING PROTEIN-2) (ADABP)7/8.8E-25//140aa//35%//P27487 
50 C-PLACE1 007450 

C-PLACE1 007452 
C-PLACE1 007460 
C-PLACE1 007484 

C-PLACE1 007488//PUTATI VE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 
55 CIOGENITAL DYSPLASIA PROTEIN HOMOLOG)7/5.4E-53//426aa//33%//P52734 

C-PLACE1 007507 

C-PLACE1 00751 1 //KERATIN, TYPE I CYTOSKELETAL 1 9 (CYTOKERATIN 1 9) (K1 9) (CK 1 9).//1 .4E-85//385aa// 
45%//P08728 
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C-PLACE1 007524 

C-PLACE1007537//Homo sapiens ankyrin repeat-containing protein ASB-2 mRNA, complete cds.//8.9e-316// 
1 485bp//98%//AF1 591 64 
C-PLACE1 007544 

5 C-PLACE1 007547//HYPOTHETICAL 97.1 KD PROTEIN R05D3.4 IN CHROMOSOME E-49//361 aa//36%// 

P34537 

C-PLACE1 007583 

C-PLACE1007598//ZINC FINGER PROTEIN 184 (FRAGMENT).//! .6E-143//666aa//44%//Q99676 
C-PLACE1 00761 8//Homo sapiens mRNA for KIAA0977 protein, complete cds.//0//713bp//99%//AB023194 
10 C-PLACE1 007621 

C-PLACE1007632//POLIOVIRUS RECEPTOR PRECURSOR7/0.0000001//228aa//31%//P32506 
C-PLACE1 007645 

C-PLACE1007649//Homo sapiens mRNA for KIAA0977 protein, complete cds.//0//1952-bp//99%//AB023194 
C-PLACE1007688//LA PROTEIN HOMOLOG (LA RIBONUCLEOPROTEIN) (LA AUTOANTIGEN HOMOLOG).// 
15 8.7E-09//279aa//28%//Q26457 
C-PLACE1 007690 

C-PLACE1 007697//GCN20 PROTEIN7/7.6E-1 1 9//71 7aa//38%//P43535 

C-PLACE1007706//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds.//0//3431bp//99%//AF061243 
C-PLACE1 007725 

20 C-PLACE1 007729//RETROVI RUS-RELATED PROTEASE (EC 3.4.23.-).//1 .5E-44//231aa//42%//P 10265 

C-PLACE1007730//Homo sapiens mRNA for KIAA0685 protein, complete cds.//9.2E-294//1504bp//94%// 

AB014585 

C-PLACE1 007746 

C-PLACE1007791//Homo sapiens IDN3-B mRNA, complete cdS.//0//1836bp//99%//AB0 19602 
25 C-PLACE1 007810 

C-PLACE1 007843 

C-PLACE1 007846//Homo sapiens genomic DNA of 21 q22.2 Down Syndrome region, segment 3/1 3.//0//1 751 bp// 
99%//AP000010 

C-PLACE1007858//Homo sapiens mRNA for KIAA0766 protein, complete cds.//0//3112bp//99%//AB0 18309 
30 C-PLACE1 007897 

C-PLACE1007946//MYOSIN HEAVY CHAIN, NON-MUSCLE (ZIPPER PROTEIN) (MYOSIN ll).//2.6E-14//370aa// 

25%//Q99323 

C-PLACE1 007954 

C-PLACE1007955//Homo sapiens cyclin-D binding Myb-like protein mRNA, complete cds.//0//2252bp//99%// 
35 AF084530 

C-PLACE1 007958//Homo sapiens cAMP-specific phosphodiesterase 8B (PDE8B) mRNA, partial cds.//0//2300bp// 
99%//AF079529 

C-PLACE1 007969//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN M (HNRNP M).//1 .1 E-36//202aa// 
48%//P52272 
40 C-PLACE1 007990 

C-PLACE1 008000//CHANNEL ASSOCIATED PROTEIN OF SYNAPSE-110 (CHAPSYN-110) (SYNAPTIC DEN- 
SITY PROTEIN PSD-93).//6.1E-14//128aa//39%//Q63622 

C-PLACE1008002//Homo sapiens clone DJ0613C23, WORKING DRAFT SEQUENCE, 4 unordered pieces7/0// 
1 833bp//99%//AC005628 

45 C-PLACE1 008044//NUCLEAR PORE COMPLEX PROTEIN NUP107 (NUCLEOPORIN NUP107) (107 KD NU- 

CLEOPORIN) (P105).//4.6e-318//613aa//94%//P52590 
C-PLACE1 008095 
C-PLACE1008122 
C-PLACE1008129 

50 C-PLACE1 0081 32//HYPOTHETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME III.//1 .3E-24//395aa// 

31%//Q09531 

C-PLACE1 0081 77/TRICHOHYALIN7/2.3E-29//487aa//26%//P37709 
C-PLACE1 008209 

C-PLACE1008273//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAM MA-COP) 7/1 .3 E-283// 
55 671 aa//77%//P53620 

C-PLACE1008275//DNA REPAIR PROTEIN REV1 (EC 2.7.7.-).//2.3E-18//162aa//37%//P12689 
C-PLACE1 008280 
C-PLACE1 008309 
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C-PLACE1 008329 

C-PLACE1008356//Homo sapiens mRNA for KIAA0679 protein, partial cds.//0//1853bp//100%//AB0 14579 
C-PLACE1008398//GENE 33 POLYPEPTIDE.//7.3E-114//243aa//87%//P05432 
C-PLACE1 008401 

5 C-PLACE1008402//GENERAL VESICULAR TRANSPORT FACTOR P115 (TRANSCYTOSIS ASSOCIATED 

PROTEIN) (TAP)y/0//698aa//95%//P41 541 

C-PLACE1 008429//ANKYRIN HOMOLOG PRECURSOR.//3.1 E-11//189aa//32%//Q06527 . 

C-PLACE1 008457 

C-PLACE1008465 
10 C-PLACE1008488 

C-PLACE1008524//Human DNA sequence from clone 34B21 on chromosome 6p12.1-21.1. Contains part of a 

gene for a novel protein with ZU5 domain similar to part of Tight Junction Protein Z01 (TJP1 ) and UNC5 Homologs, 

the gene for a novel BZRP (peripheral benzodiazapine recepto//0//1980bp//99%//AL031778 

C-PLACE1 008531 
15 C-PLACE1 008532 

C-PLACE1008533//101 KD MALARIA ANTIGEN (P101) (ACIDIC BASIC REPEAT ANTIGEN).//1 .1 E-09//62aa// 

48%//P22620 

C-PLACE1 008568 

C-PLACE1 008603//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN NUP155) (155 KD NU- 
20 CLEOPORIN) (P140).//7.8E-236//453aa//96%//P37199 

C-PLACE1 008621 
C-PLACE1 008626 

C-PLACE1008627//Homo sapiens mRNA for cysteine-rich protein.//0//1850bp//99%//AJ006591 
C-PLACE1 008629 

25 C-PLACE1008650//Homo sapiens pleiotropic regulator 1 (PLRG1) mRNA, complete cds.//0//1548bp//100%// 

AF044333 
C-PLACE1 008693 

C-PLACE1008696//Homo sapiens NADH dehydrogenase-ubiquinone Fe-S protein 8 23 kDa subunit (NDUFS8) 
gene, nuclear gene encoding mitochondrial protein, complete cds.//0//3002bp//99%//AF038406 
30 C-PLACE1008790//IMPORTIN ALPHA-6 SUBUNIT (KARYOPHERIN ALPHA-6 SUBUNIT) (IMPORTIN ALPHA 

S2).//3.1 E-280//533aa//98%//O35345 

C-PLACE1008808//Homo sapiens mRNA for cell cycle checkpoint protein rad1 A.//2.3E-269//1225bp//99%// 
AJ004974 
C-PLACE1008813 
35 C-PLACE1 008854 

C-PLACE1 008867 
C-PLACE1 008887 
C-PLACE1 008902 
C-PLACE1 008925 

40 C-PLACE1009020//NIFS PROTEIN7/3.9E-55//279aa//41%//P12623 

C-PLACE1 009027//Homo sapiens mRNA for doublecortin.//0//1 91 9bp//99%//AJ0031 1 2 
C-PLACE 1009045 

C-PLACE1009060//BRO1 PROTEIN.//6.7E-19//567aa//24%//P48582 
C-PLACE1 009090 
45 C-PLACE1 009091 

C-PLACE1 009094//FURIN-LIKE PROTEASE 2 PRECURSOR (EC 3.4.21 .75) (FURIN 2)7/1 .9E-44//480aa//30%// 
P30432 

C-PLACE1009099//ZINC FINGER PROTEIN 41 (FRAGMENT).//1.1E-179//452aa//67%//P51814 

C-PLACE1009110 
50 C-PLACE1009111 

C-PLACE1009130//UBIQUITIN-PROTEIN LIGASE E3A (EC 6.3.2.-) (ONCOGENIC PROTEIN -ASSOCIATED 

PROTEIN E6-AP).//2E-68//1 81 aa//43%//Q05086 

C-PLACE1009158 

C-PLACE1009166 
55 C-PLACE1009174 

C-PLACE1009186 

C-PLACE1009190 

C-PLACE1 009230 
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C-PLACE1 00931 9//Rattus norvegicus outer membrane protein (OMP25) mRNA, complete cds; nuclear gene for 
mitochondrial product.//2.1 E-132//1229bp//75%//AF 107295 
C-PIACE1 009328 
C-PLACE1 009335 
5 C-PLACE1 009338 

C- PLACE 1 009368//M ETAL HOMEOSTASIS FACTOR ATX27/2.5E-10//151aa//29%//Ql2067 

C-PLACE1009375 

C-PLACE1009388 

C-PLACE 1 009404//HYPOTHETICAL 105.6 KD PROTEIN C16C9.06C IN CHROMOSOME 17/0.000000047// 
10 165aa7/33%//Q09820 
C-PLACE1 009434 
C-PLACE1 009443 

C-PLACE1009444//PHOSPHATIDYLINOSITOL 4-KINASE ALPHA (EC 2.7.1.67) (PI4-KINASE) (PTDINS-4-KI- 
NASE)(PI4K-ALPHA)7/7.8E-71//82aa//89%//P42356 
15 C-PLACE 1009459 

C-PLACE1 009468//PHOSPHOLIPASE A-2-ACTIVATING PROTEIN (PLAP)7/3.1 E-289//550aa//93%//P54319 
C-PLACE1 009476//PUTATIVE ATP-DEPENDENT RNA HELICASE T26G10.1 IN CHROMOSOME III.//3.9E-40// 
179aa//37%//P34580 

C-PLACE1009524//ARF NUCLEOTIDE-BINDING SITE OPENER (ARNO PROTEIN) (ARF EXCHANGE FAC- 
20 TOR) 7/8. 1 E-99//228aa//75%//Q9941 8 

C-PLACE1 009542 
C-PLACE1 009571 
C-PLACE1 009581 

C- PLACE 1 009596/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/5.1 E-54//291 aa//40%//Q 00808 
25 C-PLACE1 009607 

C-PLACE1 009621 

C-PLACE 1009622//MATERNAL EFFECT PROTEIN STAUFEN7/1 ,3E-60//209aa//41 %//P251 59 

C-PLACE1009659//MEMBRANE-ASSOCIATED PROTEIN HEM-2 (NAPI PROTEIN).//1 .5E-285//538aa//99%// 

P55161 
30 C-PLACE1 009665 

C-PLACE1009670//Homo sapiens genethonin 1 mRNA, complete cds.//0//1854bp//100%//AF062534 

C-PLACE1 009708//HYPOTHETICAL 143.3 KD TRP-ASP REPEATS CONTAINING PROTEIN C12G12.13C IN 

CHROMOSOME I7/7E-33//1 66aa//43%//Q 09876 

C-PLACE1009721//MSF1 PROTEIN.//1 .7E-22//1 76aa//33%//P35200 
35 C-PLACE1009731//AIG1 PROTEIN7/1 .6E-22//274aa//28%//P54120 

C-PLACE1 009763//Homo sapiens mRNA for Nedd8-activating enzyme hUba3, complete cds.//4.3E-294//1 329bp// 

100%//AB012190 

C-PLACE1 009794 

C-PLACE 1 009845//Homo sapiens mRNA for KIAA0905 protein, complete cds.//0//2685bp//99%//AB02071 2 
40 C-PLACE1 009886 

C-PLACE1 009908//HYPOTHETICAL GTP-BINDING PROTEIN IN SEH1-PRP20 INTERGENIC REGION.//1.9E- 
1 08//277aa//43%//P531 45 
C-PLACE1 009971 

C- PLAC E 1 009992//LI M ULU S CLOTTING FACTOR C PRECURSOR (EC 3.4.21 . 84)7/4. 6E-59//450aa//34%// 
45 P28175 

C-PLACE1 009995//Homo sapiens mRNA; cDNA DKFZp56401 23 (from clone DKFZp56401 23).//0//1 962bp//99%// 
AL080122 

C-PLACE1009997//Rattus norvegicus A-kinase anchoring protein AKAP 220 mRNA, complete cds.//5.2E-70// 
736bp//73%//U48288 
50 C-PLACE1010023 
C-PLACE1010031 

C-PLACE1010053//M.musculus SpnrmRNA for RNA binding protein7/6E-279//1402bp//94%//X84692 
C-PLACE1010074//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds.//0//2019bp//99%//AF065482 
C-PLACE1010076 

55 C-PLACE1010096//100 KD PROTEIN (EC 6.3.2.-)7/1.4E-268//506aa//98%//O62671 

C-PLACE1010102 

C-PLACE1010105//RING CANAL PROTEIN (KELCH PROTElN)7/7.3E-114//537aa//44%//O04652 
C-PLACE1010106//Homo sapiens mRNA; cDNA DKFZp586M1418 (from clone DKFZp586M1418)7/0//1 974bp// 
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99%//AL049385 

C-PLACE1 01 01 34//TRANSCRIPTION REGULATORY PROTEIN SNF2 (SWI/SNF COMPLEX COMPONENT 
SNF2) (REGULATORY PROTEIN SWI2) (REGULATORY PROTEIN GAM1) (TRANSCRIPTION FACTOR 
TYE3).//1 .7E-20//1 56aa//42%//P22082 
5 C-PLACE1010148//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE l).//0.00000046//431aa//23%//P35662 

C-PLACE1010194//SPLICING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35) (SC-35) 

(SPLICING COMPONENT, 35 KD) (PR264 PROTEIN).//9.8E-11//95aa//49%//Q01130 

C-PLACE1010202 

C-PLACE1 01 0261 //SEGREGATION DISTORTER PROTEINV/1 .6E-77//214aa//62%//P25722 
10 C-PLACE1 01 0274//Homo sapiens mRNA; cDNA DKFZp56401 23 (from clone DKFZp56401 23).//0//1 964bp//99%// 

AL080122 
C-PLACE1010293 

C-PLACE1 01 0321 //NON -GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT).// 
1 .1 E-09//350aa//22%//P521 78 
15 C-PLACE1010324 
C-PLACE1010329 

C-PLACE1 01 0362//1 -PHOSPHATIDYLINOSITOL PHOSPHODIESTERASE PRECURSOR (EC 3.1 .4.1 0) 
(PHOSPHATIDYLINOSITOL-SPECIFIC PHOSPHOLIPASE C) (PI-PLQV/0.000000002//1 26aa//29%//P34024 
C-PLACE1010364 
20 C-PLACE1010383 

C-PLACE1 01 0481 //Homo sapiens mRNA for KIAA0836 protein, partial cds.//0//2121bp//99%//AB020643 

C-PLACE1010491 

C-PLACE1010492 

C-PLACE1010522//Homo sapiens mRNA for DEPP (decidual protein induced by progesterone), complete cds.// 
25 0//1 981 bp//99%//AB02271 8 

C-PLACE1010529 

C-PLACE1 01 0547//INTRACELLULAR PROTEIN TRANSPORT PROTEIN U S0 1.//0. 000000 12//616aa//24%// 
P253 86 

C-PLACE1010599//Homo sapiens Pex14 mRNA for peroxisomal membrane anchor protein, complete cdsY/0// 
30 1 904bp//99%//AB01 7546 

C-PLACE1010616 

C-PLACE1010622//TROPONIN T, CARDIAC MUSCLE ISOFORMS (TNTC)7/0. 0000001 6//1 20aa//28%//P02642 

C-PLACE1010629 

C-PLACE1010630 

35 C-PLACE1 01 0661//TESTIS-SPECIFIC PROTEIN PBS137/5.7E-75//423aa//39%//Q01755 

C-PLACE1010714 

C-PLACE1010720//Homo sapiens mRNA for chromosome-associated polypeptide-C, complete cdsV/4E-299// 
1 091 bp//99%//AB01 9987 

C-PLACE1010743//Homo sapiens myosin-IXb splice variant (Myo9b) mRNA, partial cds.//8.9E-91//668bp//82%// 
40 AF020267 

C-PLACE1010771//M.musculus HCNGP mRNAy/7.4E-168//966bp//89%//X68061 

C-PLACE1010786 

C-PLACE1010800 

C-PLACE1010811 

45 C-PLACE1010870//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .3E-143//407aa// 

58%//Q05481 

C-PLACE1010877//Homo sapiens mRNA for KIAA0610 protein, partial cdS.//0//1885bp//99%//AB011182 

C-PLACE1010900 

C-PLACE2000050 

50 C-PLACE4000522//NEUROGENIC LOCUS NOTCH PROTEIN HOMOLOG PRECURSOR (XOTCH PROTEIN)-// 

2.4E-1 91//828aa//48%//P21 783 
C-PLACE4000590 
C-PLACE4000638 

C-PLACE4000650//TUBERIN (TUBEROUS SCLEROSIS 2 HOMOLOG PROTEIN).//7.9E-17//201aa//34%// 
55 P49816 

C-Y79AA1001647 
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Homology Search Result Data 7. 

[0315] The result of the homology search of the SwissProt using the 5'-end sequence (54 clones selected in EXAM- 
PLE 16). 
5 [0316] Data include 

the name of clone, 
definition of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and 
10 the organism and the Accession No. of the top hit data, as in the order separated by //. 

[0317] Data are not shown for the clones in which the P-value was higher than 1 . 

F-H EM BA1 000497//M ETALLOTH I ON E I N-LI KE PROTEIN 2A (MT-2A) (MT-K) (MT-1G).//0.13//52//38//P25860 
15 F-HEMBA1001750//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 64E (EC 3.1.2.15) (UBIQUITIN THI- 

OLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64E) (DEUBIQUITINATING ENZYME 
64E).//2.2e-28//1 04//59//Q24574 

F-HEMBA1003854//VERPROLIN7/0.012//138//31//P37370 

F-HEMBA1 0041 93//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1 .6.5.3) (FRAGMENT) 7/0. 93//39// 
20 33//Q37131 

F-HEMBA1004860//HIGH POTENTIAL IRON-SULFUR PROTEIN, ISOZYME 2 (HIPIP 2).//0.90//20//50//P38524 
F-HEMBA1005572//ZINC FINGER PROTEIN 124 (HZF-16)7/7.6e-46//141//58//Q15973 
F-HEMBA1 006038//COLLAGEN ALPHA 1 (XII) CHAIN (FRAGMENT).//0.0033//32//46//P70560 
F-HEMBA1006092//VERPROLIN7/1.0//62//35//P37370 
25 F-HEMBA1006406//MATING PHEROMONE ER-10 PRECURSOR (EUPLOMONE R1 0).//0.30//41//36//P 12350 

F-HEMBA1006650//MATING-TYPE PHEROMONE BAP1(2) PRECURSOR.//0.089//21//52//Q02593 
F-HEMBA1 00681 2//HEAT SHOCK PROTEIN HTGA (HEAT SHOCK PROTEIN HTPY)7/0.38//156//30//P28697 
F-H EM BB1 000672 

F-HEMBB1 001 1 97//DN A-BINDING PROTEIN 65 (PROTEIN GP65).//1 .0//30//36//P16012 
30 F-HEMBB1 001 871 //BONE/CARTILAGE PROTEOGLYCAN I PRECURSOR (BIGLYCAN) (PG-S1).//3.7e-54// 

241//47//P47853 

F-MAMMA1 001 252//HYPOTHETICAL 9.1 KD PROTEIN IN NIRQ 3'REGION (ORF3).//0.59//48//39//Q51483 
F-MAMMA1 002094 

F-NT2RM4000634//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 1 1)7/0. 26//58//27//P06333 
35 F-NT2RM4000657//1-PHOSPHATIDYLINOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE DELTA 1 (EC 

3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLC-III) (FR AGMENT) 7/8. 9e-20//83//48//P 10895 
F-NT2RM4000783//ZINC FINGER PROTEIN (FRAGMENT)7/1 .0//42//40//P 19326 

F-NT2RM4000857//INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN COMPLEX ACID LABILE CHAIN 

PRECURSOR (ALS).//6.0e-23//207//32//O02833 
40 F-NT2RM4001 1 78//HOMEOBOX PROTEIN OTX3 (ZOTX3)7/0.01 2//1 56//28//Q90267 

F-NT2RM4002420//GLUTAMIC ACID-RICH PROTEIN PRECURSOR7/0.0012//81//37//P13816 

F-NT2RP2000198//CREB-BINDING PROTEIN 7/0.29//98//37//Q92793 

F-NT2RP2000551//PROTEIN Q300.//0.0001 7//23//60//Q02722 

F-NT2 R P2000660//H YPOTH ETICAL PROTEIN MJ04017/1 .0//41//29//Q 57844 
45 F-NT2RP2001214//MALE SPECIFIC SPERM PROTEIN MST84DC7/0.27//13//61//Q01644 

F-NT2RP2001460//PROTEIN KINASE C-LIKE (EC 2.7.1 .-)7/0.089//99//29//Q99014 

F-NT2RP2001756//ZINC FINGER PROTEIN MFG-1 (ZINC FINGER PROTEIN 58) (FRAGMENT)-//4.0e-13//1 77// 
28//P16372 

F-NT2 R P2002056//HYPOTH ETICAL 6.0 KD PROTEIN IN THI12 5'REGION7/0.37//1 2//75//P53820 
50 F-NT2RP2002677//NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3).//0.99//61//32//Q42616 

F-NT2RP2002755//OCTAPEPTI DE-REP EAT PROTEIN T27/3.3e-1 0//90//35//Q06666 
F-NT2RP2002843//CYTOCHROME B7/0.78//1 03//26//P48884 

F-NT2RP2003101//ATPASE INHIBITOR, MITOCHONDRIAL HOMOLOG.//0.40//28//46//P37209 
F-NT2RP2003799//HYPOTH ETICAL PROTEIN MJ01 16.1 7/0. 80//55//32//P8 1303 
55 F-NT2RP2004095 
F-NT2RP2004732 

F-NT2RP2004920//HISTIDINE-RICH, METAL BINDING POLYPEPTIDE7/0.18//18//55//Q48251 
F-NT2RP2005454 
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F-NT2RP2005776//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 
FERASE) (FRAGMENT)7/7.4e-38//136//41//P51003 

F-NT2RP2005806//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSORY/4.0e-08//180//28//P32323 
F-NT2RP2005882 

5 F-NT2RP3001282//M ETHYL-ACCEPTING CHEMOTAXIS PROTEIN TLPB.//0.0022//69//39//P3921 7 

F-NT2RP3001723//TRANSCRIPTIONAL REGULATORY PROTEIN ALGP (ALGINATE REGULATORY PROTEIN 
ALGR3)7/0.00035//127//31//P15276 

F-NT2RP3002099//NONHISTONE CHROMOSOMAL PROTEIN HMG-17.//0.97//71//28//P05204 
F-NT2RP3003155//CCAAT DISPLACEMENT PROTEIN (HOMEOBOX PROTEIN CLOX) (CLOX-1) (FRAG- 
10 MENT).//0.064//110//34//P39881 

F-NT2RP3004028//NADH -UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1 .6.5.3) (FRAGMENT)7/0.020//95// 
29//P15583 / 
F-OVARC1000008//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//2.8e-05//165//29// 
P 17437 

15 F-OVARC1000724//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT) .//0. 035// 1 52//30//P1 01 62 

F-OVARC1 000751//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (VMW118 PROTEIN).//0.38//124// 

31//P28284 

F-OVARC1001029 

20 F-PLACE1 000814//EC PROTEIN HOMOLOG 2 (FRAGMENT)7/0.45//61//24//Q42377 

F-PLACE1003030//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) (IGE-BINDING PRO- 
TEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) (CBP 35) (LAMININ-BINDING PROTEIN) 
(LECTIN L-29)7/0.70//1 21//32//P47845 

F-PLACE1005549//RHO1 GDP-GTP EXCHANGE PROTEIN 1 (PROTEIN KINASE C SUPPRESSOR SKC1).// 
25 3.2e-08//205//24//P53046 

F-PLACE1 00721 8//IG KAPPA CHAIN V-lll REGION (PC 721 0)7/0. 99//52//38//P0 1668 

Homology Search Result Data 8. 

30 [0318] The result of the homology search of the GenBank using the clone sequence of 5'-end (54 clones selected 
in EXAMPLE 16.) except EST and STS. 
[0319] Data include 

the name of clone, 
35 definition of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and 
the Accession No. of the top hit data, as in the order separated by //. 

[0320] Data are not shown for the clones in which the P-value was higher than 1 . 

40 

F-HEMBA1 000497 

F-HEMBA1001750//Human mitochondrial genes for several tRNAs (Phe, Val, Leu) and 12S and 16S ribosomal 
RNAs.//6.6e-101//473//99//V00710 

F-HEMBA1003854//Homo sapiens clone RG270D13. — SEQUENCING IN PROGRESS 18 unordered piec- 
es es.//1 .7e-05//412//61//AC005081 

F-HEMBA1004193//Human BAC clone RG343H22 from 7q31 , complete sequence 7/0. 77//466//59//AC002386 
F-HEMBA1004860//Human pigment epithelium-derived factor gene, complete cds.//6.7e-07//492//57//U29953 
F-HEMBAl005572//HZF-l6=Kruppel-related zinc finger gene homolog {alternatively spliced} [human, hepatob- 
lastoma cell line, HEP-G2, mRNA, 2080 nt].//2.9e-47//341//77//S54641 
so F-HEMBA1006038//Human DNA sequence from clone 989H11 on chromosome 22ql3.l-l3.2, complete se- 
quence.//0.28//436//59//283851 

F-HEMBA1006092//Human chromosome I6pl3.n BAC clone CIT987SK-29B12 complete sequence 7/0 .28//309// 
60//U95738 

F-HEMBA1006406//HS_2268_B2_C07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=2268 Col=14 Row=F, genomic survey sequence7/3.7e-69//340//99//AQ070566 

F-HEMBA1006650//H.sapiens CpG island DNA genomic Mse1 fragment, clone 5h5, forward read cpg5h5.fla.// 
9.4e-24//143//96//Z55730 

F-HEMBA1006812//X.laevis xUBFalphal mRNA for upstream binding factor 27/0.96//234//64//X59863 
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F-HEMBB1000672//CIT-HSP-2350H6.TF CIT-HSP Homo sapiens genomic clone 2350H6, genomic survey se- 
quence.//1 . 1 e-68//375//94//AQ0591 58 

F-HEMBB1001197//Drosophila melanogaster strawberry notch (sno) mRNA, complete cds.//2.8e-l0//229//66// 
U95760 

5 F-HEMBB1001871//Equus caballus dermatan sulfate proteoglycan II mRNA, complete cds.//l.2e-27//6l9//62// 

AF038127 
F-MAMMA1001252 

F-MAMMA1002094//H .sapiens CpG island DNA genomic Msel fragment, clone I84g7, forward read 
cpgl 84g7.ft1 a7/3.4e-29//1 67//97//Z59993 
10 F-NT2RM4000634//Chionoecetes opilio (clone C0P41) DNA microsatellite repeat regions. //1.4e-21//230//73// 

L49136 

F-NT2RM4000657//Human mRNA for phospholipase C, complete cds.//0.029//245//61//D42108 
F-NT2RM4000783//Homo sapiens chromosome 1 6, cosmid clone 330D1 1 (LANL), complete sequence.//3.7e-36// 
324//70//AC005199 

15 F-NT2RM4000857//RPCI11-49P19.TJ RPCI-11 Homo sapiens genomic clone RPCI-11-49P19, genomic survey 

sequence.//1 .5e-62//322//97//AQ051 961 

F-NT2RM4001 1 78//Streptomyces coelicolor cosmid 7H1 7/0.0025//296//62//AL02141 1 

F-NT2RM4002420//Homo sapiens chromosome 17, clone hRPK.63_A_1, complete sequence.//0.00013//121// 
76//AC005670 

20 F-NT2RP20001 98//Human platelet glycoprotein IX mRNA, 3' end7/0.01 6//246//62//M25827 

F-NT2RP2000551//Rattus norvegicus microsatellite sequence clone 82G9.//2.0e-08//223//69//AJ2338l2 
F-NT2RP2000660//Homo sapiens chromosome 19, cosmid R30953, complete sequence.//0.0073//209//66// 
AC005622 
F-NT2RP2001214 

25 F-NT2RP2001460//Homo sapiens PAC clone DJ0905J08 from 7p12-p14, complete sequence.//1 .0//80//76// 

AC005189 

F-NT2RP2001756//CIT-HSP-2373P1TR CIT-HSP Homo sapiens genomic clone 2373P1, genomic survey se- 
quence .//3.0e-38//220//94//AQ1 1 0589 

F-NT2RP2002056//Genomic sequence from Human 17, complete seq uence Jh ,2e-80//317//91//AC002094 
30 F-NT2RP2002677//Homo sapiens chromosome 10 clone CIT987SK-1031G15 map 10q25, "* SEQUENCING IN 

PROGRESS 1 ordered pieces.//0.032//141//70//AC006097 

F-NT2RP2002755//Homo sapiens genomic DNA of 21q22.2 Down Syndrome region, segment 9/13.7/1 .8e-22// 
377//69//AP000018 

F-NT2RP2002843//Homo sapiens BAC clone RG030L05 from 7q22, complete sequence.//6.5e-l6//3H//63// 
35 AC005050 

F-NT2RP2003101//Human FMR1 gene, 5' end.//0.32//105//67//L 19476 

F-NT2RP2003799//Human DNA for 5' terminal region of LINE-1 transposable element clone CGL1-4.//1 .6e-33// 
119//96//X52233 

F-NT2RP2004095//HS_3083_A1_A02_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3083 Col=3 Row=A, genomic survey sequence7/1 .0e-14//154//79//AQ 106698 

F-NT2RP2004732//CIT-HSP-631P16.TP CIT-HSP Homo sapiens genomic clone 631 P1 6, genomic survey se- 
quence.//2.3e-20//120//99//B79035 

F-NT2RP2004920//Plasmodium falciparum MAL3P4, complete sequence.//0.030//397//59//AL008970 
F-NT2RP2005454//Plasmodium falciparum chromosome 2, section 47 of 73 of the complete sequence.//0.97// 
45 455//56//AE001410 

F-NT2RP2005776//H.sapiens PAP mRNA7/1 .0e-33//451//68//X76770 

F-NT2RP2005806//Mus musculus musculus sex determining protein (Sry) gene, complete cds.//0.029//4l2//60// 
U70652 

F-NT2RP2005882//Human DNA sequence from PAC 389A20 on chromosome X contains ESTs STS, CpG islands 
50 and polymorphic CA repeat7/9.4e-25//1 55//90//Z93242 

F-NT2RP3001282//RPCI11-52L16.TJ RPCI-11 Homo sapiens genomic clone RPCI-11-52L16, genomic survey 
sequence.//3.2e-21//122//100//AQ052775 

F-NT2RP3001 723//H .sapiens CpG island DNA genomic Mse1 fragment, clone 1 3g5, reverse read cpgl 3g5.rt1 a.// 
2.2e-1 8//1 63//85//Z56771 

55 F-NT2RP3002099//Homo sapiens chromosome 1 7, clone hCIT.296_K_1 , complete sequence.//1 .3e-76//351//86// 

AC005180 
F-NT2RP3003155 

F-NT2RP3004028//Sequence 1 from patent US 56186957/3.3e-13//217//70//l40055 
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F-OVARC1000008////0.0040//674//57//M82836 

F-OVARC1 000724//Herpes simplex virus type I immediate early (IE) gene 3 for transcriptional activator IE1 75 (= 
ICP 4)7/1 .1 e-07//51 9//59//X06461 

F-OVARC1000751//Homo sapiens DNA from chromosome 19, cosmid R29144, complete sequence.//7.2e-11// 
5 509//62//AC004221 

F-OVARC1001029//Human DNA sequence from clone 19408 on chromosome 6q24.1-25.3 Contains STS and 
GSSs, complete sequence.//1.1 e-05//388//61//AL031769 

F-PLACE1000814//Homo sapiens BAC clone GS011E15 from 5q31, complete sequence.//1.4e-84//717//78// 
AC002427 
10 F-PLACE1 003030 

F-PLACE1005549//Human guanine nucleotide regulatory protein (NET1) mRNA, complete cds7/4.9e-56//709// 
68//U02081 

F-PLACE1 00721 8//Homo sapiens chromosome 20 Clone RP3-387E22, *** SEQUENCING IN PROGRESS in 
unordered pieces.//3.1 e-39//21 4//98//AL031 660 

15 

Homology Search Result Data 9. 

[0321] The result of the homology search of the GenBank using the clone sequence of 3'-end (54 clones selected 
in EXAMPLE 16.) except EST and STS. 
20 [0322] Data include 

the name of clone, 
definition of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and 
25 the Accession No. of the top hit data, as in the order separated by //. 

[0323] Blank indicates that the 3'-end sequence corresponding to the 5'-end was not determined in the clone. 
[0324] Data are not shown for the clones in which the P-value was higher than 1 . 

30 R-HEMBA1 000497//***ALU WARNING: Human Alu-J subfamily consensus sequenced .4e-38//1 85//84//U 1 4567 

R-HEMBA1 001 750//Hansenula wingei mitochondrial DNA, complete sequence.//1 .7e-07//399//59//D31 785 
R-HEMBA1003854//Human DNA sequence from clone 224A6 on chromosome 1p35. 1-36.23 Contains part of a 
gene similar to Mouse Wnt-4 protein, the gene for CDC42 (cell division cycle 42 (GTP-binding protein, 25kD)), 
ESTs, STSs, GSSs and a CpG Island, complete sequence.//1 .4e-75//309//85//AL031281 

£5 R-HEMBA1 0041 93//***ALU WARNING: Human Alu-J subfamily consensus sequence7/1 .1 e-34//1 88//81//U 1 4567 

R-HEMBA1004860//Homo sapiens 12q13.1 PAC RPCI3-197B17 (Roswell Park Cancer Institute Human PAC li- 
brary) complete sequenceV/1 .3e-06//239//66//AC00424l 

R-HEMBA1005572//Homo sapiens chromosome 21 PAC RPCIP704E14135Q2, complete sequence .//3.1e-21// 
341//67//AJ010598 

40 R-HEMBA1006038//Homo sapiens chromosome 19, cosmid R34094, complete sequence .//l.7e-24//307//7l// 

AC004678 

R-HEMBA1006092//H. Sapiens mRNA for alpha2-subunit of soluble guanylyl cyclase 7/0. 76//246//62//X63282 
R-HEMBA1006406//Human DNA sequence from clone 113J7 on chromosome XpH.22-11.4 Contains part of a 
putative Homeobox (pseudo?) gene, ESTs and an STS, complete sequence7/1 .3e-3l//297//77//AL023574 
45 R-HEMBA1 006650//Homo sapiens BAC clone BK085E05 from 22q12.1 -qter, complete sequence7/1 .8e-1 5//350// 

65//AC003071 

R-HEMBA1 0068l2//Homo sapiens chromosome X clone RP3-424J12, "* SEQUENCING IN PROGRESS in 
unordered pieces.//1 .8e-55//430//81//Z82207 

R-HEMBB1000672//Homo sapiens clone UWGC:y54c283 from 6p21, complete sequence .//9.1e-39//437//71// 
50 AC006166 

R-HEMBB1001197//Homo sapiens PAC clone DJ0964C11 from 7p14-p15, complete sequence7/l.5e-37//275// 
85//AC004593 

R-HEMBB1001871//Plasmodium falciparum chromosome 12 clone 3D7, SEQUENCING IN PROGRESS "\ 
5 unordered pieces.//0.00097//410//59//AC004688 
55 R-MAMMA1001252//Homo sapiens clone 201104, *** SEQUENCING IN PROGRESS 4 unordered pieces.// 

2.9e-1 3//364//64//AC004529 

R-MAMMA1002094//HS_3163_A1_A09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3163 Col=17 Row=A, genomic survey sequence.//5.9e-41//256//91//AQ 141441 
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R-NT2RM4000634//Homo sapiens chromosome 19, cosmid R30783, complete sequence.//1-6e-21//283//73// 

AC005258 

R-NT2RM4000657 

R-NT2RM4000783 

5 R-NT2RM4000857//RPCI1 1 -63K2.TK RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -63K2. genomic survey se- 

quence.//4.0e-07//62//98//AQ203073 
R-NT2RM4001178 
R-NT2RM4002420 

R-NT2RP2000198//Homo sapiens Chromosome 16 BAC clone CIT987-SK3791 4 -complete genomic sequence, 
10 complete sequence7/0.58//l 08//67//AC002307 

R-NT2RP2000551//Homo sapiens DNA, pseudoautosomal boundary-like sequence PABL2.//6.2e-72//391//87// 
D30043 

R-NT2RP2000660//Homo sapiens chromosome 17, clone hRPK.640_l_15. complete sequence 7/0. 0058//1 66// 
69//AC005324 

is R-NT2RF2001214//Saccharomyces douglasii mitochondrial tRNA-Ser and tRNA-Phe genes, partial sequence, 

and Van p (van ) gene, mitochondrial gene encoding mitochondrial protein, complete cds.//0.93//1 1 7//65//U49822 
R-NT2RP2001460 

R-NT2RP2001 756//CIT-HSP-2382021 TR CIT-HSP Homo sapiens genomic clone 2382021 , genomic survey se- 
quence.//3.4e-91//507//92//AQ114228 
20 R-NT2RP2002056//Homo sapiens DNA sequence from PAC 95C20 on chromosome Xpl 1 .3-1 1 .4. Contains STSs 

and the DXS7 locus with GT and GTG repeat polymorphisms, complete sequence.//0.00022//225//69//Z97181 
R-NT2RP2002677//CIT-HSP-2349K20.TF CIT-HSP Homo sapiens genomic clone 2349K20, genomic survey se- 
quence./^. 1 e-29//1 78//94//AQ0621 68 

R-NT2RP2002755//Human DNA sequence from cosmid U65A4, between markers DXS366 and DXS87 on chro- 
25 mosome X \//5.3e-39//449//72//Z81 01 4 

R-NT2RP2002843//Homo sapiens chromosome 17, clone hRPK.22_N_12, complete sequence.//0.0097//498// 
59//AC005412 

R-NT2RP2003101//CIT-HSP-238301.TR CIT-HSP Homo sapiens genomic clone 238301, genomic survey se- 
quence.//1 .2e-32//344//75//AQ1 96754 
30 R-NT2RP2003799////3.6e-05//408//60//AL01 0237 

R-NT2RP2004095//Plasmodium falciparum chromosome 4 strain 3D7, SEQUENCING IN PROGRESS in 
unordered piecesV/2.1 e-1 0//455//61 //AL034557 

R-NT2RP2004732//Human DNA sequence from clone 703H14 on chromosome 1q23.2-24.3 Contains 3' end of a 
novel gene, ESTs, CA repeat(D1S445), STS, GSSs, complete sequence.//5.1e-51//383//74//AL031287 
35 R-NT2RP2004920//Homo sapiens chromosome 5, P1 clone 878H11 (LBNL H45), complete sequence.//0.062// 
315//61//AC005219 

R-NT2RP2005454//Human DNA sequence from PAC 1 21 G1 3 on chromosome 6 contains flow sorted chromosome 
6 HindDIII fragment ESTs. polymorphic CA repeat, CpG island, CpG island genomic frag men ts.//0.75//246//63// 
Z86062 

40 R-NT2RP2005776//Homo sapiens PAC clone DJ1189D06 from 7p15.3-p14, complete sequence.//0.91//232//61// 

AC005232 

R-NT2RP2005806//Human neurofibromatosis type 1 (NF1 ) gene, intron 1 9a, complete sequenced .3e-1 9//405// 
66//U37368 

R-NT2RP2005882//Plasmodium falciparum MAL3P1, complete sequence.//l.le-09//533//60//Z97348 
45 R-NT2RP3001282//Plasmodium falciparum MAL3P8, complete sequence. //0.00026//499//58//AL034560 

R-NT2RP3001723//Human BAC clone RG354L07 from 7q31 , complete sequence.//0.00035//337//61 //AC 002466 
R-NT2RP3002099//Homo sapiens chromosome 1 7, clone hCIT.296_K_l , complete sequenceV/1 .8e-44//307//86// 
AC005180 
R-NT2RP3003155 

50 R-NT2RP3004028//F1 4A6-Sp6 IG F Arabidopsis thaliana genomic clone F1 4A6, genomic survey sequence.//0.95// 

95//65//B21351 
R-OVARC 1000008 

R-OVARC1000724//Homo sapiens BAC clone RG017K18 from 7q31, complete sequence.//0.91//83//71// 
AC005161 

55 R-OVARC1000751//HS_2222_A2_C09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Ptate=2222 CoI=18 Row=E, genomic survey sequence.//2.8e-12//l76//72//AQ033l43 
R-OVARC1001029//Homo sapiens Xp22 Cosmid U151G1 (from Lawrence Livermore X library) and PAC 
RPCI1-93D11 (from Roswell Park Cancer Center) complete sequence.//l.2e-09//l65//75//AC002357 
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R-PLACE1 00081 4//Homo sapiens BAC clone GS465N1 3 from 7p1 5-p21 , complete sequence.//6.2e-52//51 4//75// 
AC004744 

R-PLACE1 003030//Homo sapiens snRNA activating protein complex 1 90kD subunit (SNAP1 90) mRNA, complete 
cds.//9.6e-33//225//90//AF032387 
5 R-PLACE10e5549//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K19P17, complete se- 

quence.//0.097//323//61//AB007644 

R-PLACE1 00721 8//Homo sapiens chromosome 20 clone RP3-387E22, *** SEQUENCING IN PROGRESS in 
unordered pieces.//1 .1e-88//497//91//ALO31660 

w Homology Search Result Data 1 0. 

[0325] The result of the homology search of the Human Unigene using the clone sequence of 5'-end (54 clones 
selected in EXAMPLE 16.) . 
[0326] Data include 

15 

the name of clone, 
title of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and 
the Accession No. of the top hit data, as in the order separated by //. 

20 

[0327] Data are not shown for the clones in which the P-value was higher than 1 . 

F-HEMBA1000497//ou15a11 .x1 Soares_NFL_T_GBC_S1 Homo sapiens cDNA clone IMAGE: 1626332 3', mRNA 
sequence.//l .0//1 86//65//AI01 81 30 
25 F-HEMBA1001750//Human mRNA for TI-227H.//2.5e-101//473//99//D50525 

F-HEMBA1003854//Homo sapiens mRNA for KIAA1031 protein, partial CdS.//7.2e-06//1 03//80//AB028954 
F-HEMBA1004193//Homo sapiens mRNA for TL1 32 .//0.75//334//59//AJ0 12755 

F-HEMBA1004860//ny07e01.s1 NCI_CGAP_GCB1 Homo sapiens cDNAclone IMAGE:1 271 064 3' similarto con- 
tains Alu repetitive element;, mRNA sequence.//3.7e-06//140//70//AA749151 
30 F-HEMBAl005572//HZF-16=Kruppel-related zinc finger gene homolog {alternatively spliced} [human, hepatob- 

lastoma cell line, HEP-G2, mRNA, 2080 nt].//1 .1e-48//341//77//S54641 

F-HEMBA1006038//Homo sapiens gene for insulin receptor substrate-2, complete cds.//0.036//297//60// 
AB000732 

F-HEMBA1006092//ab80f12.s1 Stratagene fetal retina 937202 Homo sapiens cDNA clone IMAGE:853295 3' sim- 
35 iiar to contains Alu repetitive element;, mRNA sequence.//0.65//l 50//63//AA663266 

F-HEMBA1006406//ws26e11.x1 NCI_CGAP_GC6 Homo sapiens cDNA clone IMAGE:2498348 3" Similar to TR: 
002710 002710 GAG POLYPROTEIN ; mRNA sequence 7/1 .4e-32//51 8//67//AI989639 

F-HEMBA1 006650//Homo sapiens Arp2/3 protein complex subunit p20-Arc (ARC20) mRNA, complete cds7/1 .3e- 
19//136//90//AF006087 

40 F-HEMBA1 00681 2//zh49f0l .si Soares_fetal_liver_spleen_l NFLS_S1 Homo sapiens cDNA clone IMAGE: 

415417 3', mRNA sequence.//1 .3e-120//579//98//W80404 

F-HEMBB1000672//Homo sapiens mRNA for KIAA1040 protein, partial CdS.//0.00047//706//57//AB028963 
F-HEMBB1001197//tq45e03.x1 NCLCGAPJJM Homo sapiens cDNA clone IMAGE:2211772 3' similar to TR: 
001940 001940 STRAWBERRY NOTCH ;, mRNA sequenced .2e-16//117//92//AI 580023 
45 F-HEMBB1001871//Human chondroitin/dermatan sulfate proteoglycan (PG40) core protein mRNA, complete 

CdS.//4.6e-26//527//62//M 1 421 9 
F-MAMMA1001252 
F-MAMMA1 002094 

F-NT2RM4000634//DKFZp434D1813_n 434 (synonym: htes3) Homo sapiens cDNAclone DKFZp434D1813 5', 
50 mRNA sequence.//9.7e-16//226//69//AL040136 

F-NT2RM4000657//Homo sapiens mRNA for KIAA1069 protein, partial cds.//7.6e-179//817//99//AB028992 
F-NT2RM4000783//wd82f06.x1 NCI_CGAP_Lu24 Homo sapiens cDNA clone IMAGE:2338115 3', mRNA se- 
quence.//1 .8e-20//470//65//AI703299 

F-NT2RM4000857//Homo sapiens KIAA0416 mRNA, partial CdS.//1.9e-46//749//65//AB007876 
55 F-NT2RM4001 1 78//Homo sapiens protein tyrosine phosphatase (PAC-1 ) mRNA, complete cds.//0.0024//254//63// 

L11329 

F-NT2RM4002420//wg39f11.x1 Soares_NSF_F8_9W_OT_PA_P_Sl Homo sapiens cDNA clone IMAGE: 
2367501 3' similar to contains element L1 L1 repetitive element ; mRNA sequence7/1 .4e-13//l27//84//AI74225l 
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F-NT2RP2000198//Human mRNA for platelet glycoprotein IX.//0.0033//241//62//X52997 
F-NT2RP2000551//ze37dl2.s1 Soares retina N2b4HR Homo sapiens cDNA clone IMAGE:361175 3\ mRNA se- 
quence./^. 0e-07//l 1 6//71//AA01 7066 

F-NT2RP2000660//qx01g11.x1 NGI_CGAP_Br14 Homo sapiens cDNA clone IMAGE: 1999364 3', mRNA se- 
5 quence.//0.027//1 20//65//AI225283 

F-NT2RP2001214 

F-NT2RP2001460//wb50h10.x1 NCI_CGAP_GC6 Homo sapiens cDNA clone IMAGE:2309155 3', mRNA se- 
quence.//0.001 3//89//78//AI651 878 

F-NT2RP2001756//zw54e12.sl Soaresjotal_fetus_Nb2HF8_9w Homo sapiens cDNA clone IMAGE:773902 3' 
10 similar to TR:G456660 G456660 ZINC FINGER PROTEIN ZFP-1 ; mRNAsequence7/2.3e-1 8//1 20//93//AA427992 

F-NT2RP2002056//tw44g09.x1 NCLCGAPJJtl Homo sapiens cDNA clone IMAGE:2262592 3' similar to contains 
Alu repetitive element; mRNA sequenceY/2.4e-07//99//79//Al81 1687 
F-NT2RP2002677 

F-NT2RP2002755//zj83d1 0.s1 Soares_fetalJiver_spleen_1 NFLS_S1 Homo sapiens cDNA clone IMAGE:461 491 
is 3' similar to contains element TAR1 repetitive element ; mRNA sequenceV/1 .9e-l 9//229//76//AA705059 

F-NT2RP2002843//wt88dl2.x1 NCI_CGAP_GC6 Homo sapiens cDNA clone IMAGE:2514551 3' similar to TR: 
P79522 P79522 MHC CLASS I REGION PROLINE RICH PROTEIN.; mRNA sequence.//8.2e-15//314//67// 
AI964055 

F-NT2RP2003101//wi65a03.x1 NCI_CGAP_Kid12 Homo sapiens cDNA clone I MAGE: 2398 156 3', mRNA se- 
20 quence.//0.38//1 06//68//AI763133 

F-NT2RP2003799//Homo sapiens mRNA; cDNA DKFZp564C142 (from clone DKFZp564Cl42)7/2.5e-29//124// 

91//AL049979 

F-NT2RP2004095 

F-NT2RP2004732//Homo sapiens mRNA for KIAA0884 protein, partial cds.//2.6e-109//533//96//AB020691 
25 F-NT2RP2004920//wz68d10.x1 NCI_CGAP_Mel15 Homo sapiens cDNA clone IMAGE:2563219 3' similar to TR: 

000172 000172 LINE-1 REVERSE TRANSCRIPTASE ;, mRNA sequence.//0.0020//220//61//AI969546 
F-NT2RP2005454//Homo sapiens mRNA for KIAA0977 protein, complete CdS.//0.058//143//69//AB023194 
F-NT2RP2005776//H.sapiens PAP mRNA7/4.3e-35//451//68//X76770 

F-NT2RP2005806//HSZ78328 Human fetal brain S. Meier-Ewert Homo sapiens cDNA clone 2.48 (CEPH) 3', mR- 
30 NA sequenceY/2.0e-05//385//62//Z78328 

F-NT2RP2005882//Human mRNA for KIAA0364 gene, complete cds.//7.3e-23//141//94//AB002362 
F-NT2RP3001282 

F-NT2RP3001723//ws73d05.x1 NCI_CGAP_Co3 Homo sapiens cDNA clone IMAGE:2503593 3' similar to con- 
tains MSR1.t1 TAR1 TAR1 repetitive element ; mRNA sequence 7/2. 6e-07//245//66//AW008782 
35 F-NT2RP3002099//yg49d01 .s1 Soares infant brain 1 NIB Homo sapiens cDNA clone IMAGE:36239 3', mRNA se- 

quence .//0.58//1 64//64//R46086 
F-NT2RP3003155 

F-NT2RP3004028//Homo sapiens mRNA for KIAA1 074 protein, complete Cds.//1 .3e-29//488//66//AB028997 
F-OVARC1000008//Homo sapiens mRNA for KIAA0665 protein, complete cds.//0.00032//430//59//AB0 14565 
40 F-OVARC1000724//Homo sapiens mRNA for KIAA0641 protein, complete cds.//0.0054//426//58//AB0 14541 

F-OVARC 1000751 //Human Tislld gene, complete cds7/4.6e-l2//527//62//U07802 

F-OVARC1001029//qv29c05.x1 NCLCGAP_Ov31 Homo sapiens cDNA clone IMAGE:1 982984 3' similar to con- 
tains element L1 repetitive element ; mRNA sequence 7/0.00 12//145//68//AI252422 

F-PLACE1 00081 4//ak42f05.s1 Soares jestis_NHT Homo sapiens cDNA clone IMAGE: 1408641 3', mRNA se- 
45 quence7/7. 1 e-31//275//76//AA868469 

F-PLACE1 003030 

F-PLACE1005549//Homo sapiens mRNA for Rho guanine nucleotide-exchange factor, splice variant NET1A.// 
1 .2e-57//737//67//AJ010046 

F-PLACE1 00721 8//yo34a08.s1 Soares adult brain N2b4HB55Y Homo sapiens cDNA clone IMAGE: 179798 3\ 
so mRNA sequence.//2.2e-2l//2l 6//76//H5271 6 

Homology Search Result Data 11 . 

[0328] The result of the homology search of the Human Unigene using the clone sequence of 3'-end (54 clones 
55 selected in EXAMPLE 1 6.). 
[0329] Data include 

the name of clone, 
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title of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and 
the Accession No. of the top hit data, as in the order separated by //. 

5 [0330] Blank indicates that the 3'-end sequence corresponding to the 5'-end was not determined in the clone. 
[0331] Data are not shown for the clones in which the P-value was higher than 1 . 

R-HEMBA1 000497//np09h02.s1 NCI_CGAP_Pr3 Homo sapiens cDNA clone IMAGE: 1 1 1 5859 similar to contains 
Alu repetitive element;contains element MER22 repetitive element; mRNA sequence.//6.2e-38//185//83// 
10 AA614254 

R-HEMBA1001750//yy71b10.s1 Soares_multiple_sclerosis_2NbHMSP Homo sapiens cDNA clone IMAGE: 
278971 3', mRNA s equence.//0. 00451 1193//63//N 63303 

R-HEMBA1003854//Homo sapiens mRNA; cDNA DKFZp564F133 (from clone DKFZp564F133)7/3.4e-72//310// 
80//AL049263 

15 R-HEMBA1004193//tr01e08.x1 NCI_CGAP_Ov23 Homo sapiens cDNA clone 1MAGE:2217062 3' similar to con- 

tains Alu repetitive element;contains element MER4 repetitive element; mRNA sequence.//l.5e-33//l86//8l// 
AI9 14747 

R-HEMBA1004860//qh16b06.x1 Soares_NFL_T_GBC_S1 Homo sapiens cDNA clone IMAGE: 18448193', mRNA 
sequence.//0.01 7//1 1 8//69//AI21 8308 
20 R-HEMBA1005572//wj16h05.x1 NCLCGAP_Kid12 Homo sapiens cDNA clone IMAGE:2403033 3', mRNA se- 

quence.//4.6e-1 1 1 //522//99//AI86 1 830 

R-HEMBA1006038//DKFZp434E1117_r1 434 (synonym: htes3) Homo sapiens cDNA clone DKFZp434E1117 5', 
mRNA sequence.//1 .2e-22//295//72//AL041450 

R-HEMBAl006092//qt30d09.xl Soares_pregnant_uterus_NbHPU Homo sapiens cDNA clone IMAGE: 1949489 
25 3' similar to contains element PTR5 repetitive element ; mRNA sequence.//! .4e-87//422//98//AI337963 

R-HEMBA1 006406//Homo sapiens mRNA for KIAA0752 protein, partial cds.//4.1e-30//291-//76//AB0 18295 
R-HEMBA1 006650//H.sapiens mRNA for serine/threonine protein kinase EMK.//3.6e-09//31 9//62//X97630 
R-HEMBA1 00681 2//Human mRNA for KIAA0118 gene, partial cds.//3.1e-52//337//87//D42087 
R-HEMBB1000672//Homo sapiens mRNA; cDNA DKFZp434M011 (from clone DKFZp434M01 1)7/3. 2e-48//276// 
30 74//AL096734 

R-HEMBB1 001197//zt35b11 .r1 Soares ovary tumor NbHOT Homo sapiens cDNA clone IMAGE:724317 5' similar 
to contains Alu repetitive element; mRNA sequence.//9.9e-44//275//88//AA41 0788 

R-HEMBB1001871//wg20c02.x1 Soares_NSF_F8_9W_OT_PA_P_S1 Homo sapiens cDNA clone IMAGE: 
2365634 3\ mRNA sequence.//6.3e-104//501//98//AI741321 
35 R-MAMMA1001252//aa61h04.s1 NCLCGAP_GCB1 Homo sapiens cDNA clone IMAGE:825463 3' similar to con- 

tains Alu repetitive element;contains element XTR repetitive element; mRNA sequence7/9.0e-19//127//91// 
AA504355 

R-MAMMA1002094//wd28hl2.x1 Soares_NFL_T_GBCLSl Homo sapiens cDNA clone IMAGE:2329511 3', mR- 
NA sequence 7/2. 5e-68//328//99//AI 936520 
40 R-NT2RM4000634//DKFZp434F20l6_s1 434 (synonym: htes3) Homo sapiens cDNA clone DKFZp434F2016 3', 

mRNA sequence.//8.2e-20//l85//8l//AL04H46 

R-NT2RM4000657//Homo sapiens mRNA for KIAA1069 protein, partial cds.//5.7e-62//335//94//AB028992 
R-NT2RM4000783 

R-NT2RM4000857//Human megakaryocyte stimulating factor mRNA, complete cds7/0.00074//360//6l//U70l36 
45 R-NT2RM4001178//tk08e03.x1 NCLCGAP_Lu24 Homo sapiens cDNA clone IMAGE:21 50428 3', mRNA se- 

quence 7/0 .77//96//62//AI 457506 

R-NT2RM4002420//wl58b04.x1 NCLCGAP_Bm25 Homo sapiens CDNA clone IMAGE:2429071 3', mRNA se- 
quence.//2.4e-85//438//94//AI857508 

R-NT2RP2000198//nx19b11.s1 NCI_CGAP_GC3 Homo sapiens cDNA clone IMAGE:1256541 3', mRNA se- 
so quence7/1 .9e-45//270//91//AA738352 

R-NT2RP2000551//tg80h11.x1 Soares_NhHMPu_S1 Homo sapiens CDNA clone IMAGE:2115141 3', mRNAse- 
quence7/3.3e-53//31 1//85//AI41 7680 

R-NT2RP2000660//ns42a06.s1 NCI_CGAP_GCB1 Homo sapiens cDNA clone IMAGE:1 186258 3', mRNA se- 
quence 7/4. 3e-26//1 42//97//AA805691 
55 R-NT2RP2001214//tw65g08.x1 NCI_CGAP_Ut3 Homo sapiens cDNA clone IMAGE:2264606 3* similar to contains 

element MSR1 repetitive element ; mRNA sequence7/l.5e-57//289//97//AI680174 
R-NT2RP2001460 

R-NT2RP2001756//zw54e12.s1 Soares_total_f etus_Nb2H F8_9w Homo sapiens cDNA clone IMAGE:773902 3' 
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similar to TR:G456660 G456660 ZINC FINGER PROTEIN ZFP-1 ; mRNA sequence 7/6. 0e-13//85//96//AA427992 
R-NT2RP2002056//yh26a12.s1 Scares placenta Nb2HP Homo sapiens cDNA clone IMAGE:130846 3', mRNA 
sequence.//0.001 6//208//65//R22302 

R-NT2RP2002677//Homo sapiens mRNA for KIAA0524 protein, partial cdS.//3.4e-26//339//71//AB011096 
5 R-NT2RP2002755//qd50d10.x1 Soares_fetal_heartJMbHH19W Homo sapiens cDNA clone IMAGE:1732915 3', 

mRNA sequence7/1 ,5e-26//41 9//66//AI1 90698 

R-NT2RP2002843//at31 f08.x1 Barstead colon HPLRB7 Homo sapiens cDNA clone IMAGE:2373639 3' similar to 
contains L1 .t1 L1 repetitive element;, mRNAsequence7/1.8e-45//463//74//AI749673 

R-NT2RP2003101//ty24h05.x1 NCI_CGAPJJt3 Homo sapiens cDNA clone I MAGE: 2280057 3', mRNA se- 

10 quence.//7.5e-73//347//99//AI758824 

R-NT2RP2003799//Homo sapiens mRNA for KIAA0751 protein, complete cds.//0.0026//247//65//AB0 18294 
R-NT2RP2004095//zv08c02.s1 Soares_NhHMPu_Sl Homo sapiens cDNA clone I MAGE: 753026 3' similar to con- 
tains element MER32 repetitive element ; mRNA sequence.//9.6e-07//188//66//AA436455 
R-NT2RP2004732//tu60a07.x1 NCI_CGAP_Gas4 Homo sapiens CDNA clone IMAGE:2255412 3' Similar to con- 

15 tains Alu repetitive element;contains element L1 repetitive element; mRNA sequence V/4.3e-25//4l4//68// 
AI678956 

R-NT2RP2004920//wd13h02.x1 NCLCGAP_Co3 Homo sapiens cDNA clone IMAGE:2328051 3*. mRNA se- 
quence.//6.8e-91//483//93//AI694022 

R-NT2RP2005454//yy77g09.s1 Soares_multiple_sclerosis_2NbHMSP Homo sapiens cDNA clone IMAGE: 
,20 27961 6 3', mRNA sequence 7/0.0070//325//59//N48302 

R-NT2RP2005776//qq97d06.x1 Soares_totalJetus_Nb2HF8_9w Homo sapiens cDNA clone IMAGE: 1 939307 3\ 
mRNA sequence.//7.5e-08//89//82//AI33841 9 

R-NT2RP2005806//wc29h01 .x1 NCI_CGAPJ<id11 Homo sapiens cDNA clone IMAGE:2316625 3' similar to con- 
tains MER2.b3 MER2 repetitive element ; mRNA sequence.//3.2e-l6//235//7l//AI67l398 
25 R-NT2RP2005882//wo31f09.x1 NCI_CGAP_Gas4 Homo sapiens cDNA clone IMAGE:2456969 3', mRNA se- 

quence.//0.00095//352//59//AI925528 

R-NT2RP3001282//wg35b03.x1 Soares J^SF_F8_9W_OT_PA_P_S1 Homo sapiens cDNA clone IMAGE: 
2367053 3', mRNA sequence7/1 .7e-113//555//97//AI769199 

R-NT2RP3001723//wo48e06.x1 NCLCGAP_Gas4 Homo sapiens cDNA clone IMAGE:2458594 3\ mRNA se- 
30 quence.//4.2e-98//471//98//AI92661 7 

R-NT2RP3002099//DKFZp564L227_s1 564 (synonym: hfbr2) Homo sapiens cDNA clone DKFZp564L227 3\ mR- 
NA sequence7/9.2e-50//329//87//AL03791 0 

R-NT2RP3003155//zp07a07.s1 Stratagene ovarian cancer (#937219) Homo sapiens cDNA clone IMAGE:595668 
3', mRNA sequence7/1.4e-30//159//99//AA173172 
35 R-NT2RP3004028//Homo sapiens protein kinase C-alpha mRNA, partial 3' UTR.//0.43//66//75//AF035594 

R-OVARC1000008//wa69e12.x1 Soares_NFL_Tj3BC_Sl Homo sapiens cDNAclonelMAGE:23014543\ mRNA 
sequence7/1.0e-77//376//98//AI699393 

R-OVARCl000724//tf94b10.x1 NCLCGAP_CLL1 Homo sapiens CDNA clone IMAGE:21 06907 3', mRNA se- 
quence 7/0 . 7 1//27// 1 00//AI 380236 
40 R-OVARC1 000751 //og93d04.s1 NCI_CGAP_Kid5 Homo sapiens cDNA clone IMAGE:1455847 3', mRNA se- 

quence 7/3 . 5e- 1 3//274//63//AA863306 

R-OVARC1001029//yz96e02.r1 Soares melanocyte 2NbHM Homo sapiens cDNA clone IMAGE:290906 5' similar 
to contains Alu repetitive element;contains element PTR5 repetitive element ; mRNA sequence//3.5e-1 3//1 7S//74// 
N99464 

45 R-PLACE1 00081 4//tg49a08.x1 Soares_NFL_T_GBC_S1 Homo sapiens cDNA clone IMAGE:21 12086 3* similar 

to contains Ll.t2 L1 L1 repetitive element; mRNA sequence 7/2.2e-18//285//69//AI424789 
R-PLACE1 003030//Homo sapiens snRNA activating protein complex 1 90kD subunit (SNAP1 90) mRNA, complete 
Cds7/4.0e-34//225//90//AF032387 

R-PLACE1005549//tm26b11.x1 Soares_NFL_T_GBC_S1 Homo sapiens cDNA clone IMAGE:21 57693 3'. mRNA 
50 sequence7/0.91//127//66//AI480253 

R-PLACE1 00721 8//yq06e01.r1 Soares fetal liver spleen 1NFLS Homo sapiens cDNA clone IMAGE:196152 5' 
similar to contains Alu repetitive element;contains LTR4 repetitive element; mRNA sequence 7/2. 4e-36//245//87// 
R92256 

55 Homology Search Result Data 1 2. 

[0332] Data obtained by the homology search for full-length nucleotide sequences and deduced amino acid sequenc- 
es. Each data includes Clone name, Definition in hit data, P value, Length of sequence to be compared, Homology, 
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and Accession number (No.) of hit data. These items are shown in this order and separated by a double-slash mark, //. 

C-HEMBA1 00001 2//PRO BAB LE LEUCYL-TRNA SYNTHETASE (EC 6.1.1.4) (LEUCINE--TRNA LIGASE) 
(LEURS)7/6.4E-99//457aa//45%//Q09996 
5 C-HEMBA1 000020//Homo sapiens beta 2 gene.//7.5E-264//1194bp//95%//X02344 

C-HEMBA1 0001 29//HYTOTHETICAL HELICASE C8A4.08C IN CHROMOSOME l.//3.8E-25//166aa//36%// 
Q09884 

C-HEMBA1000201//Homo sapiensimRNA forintegrase interactor 1b protein (INHB)y/0//1612bp//99%//AJ011738 
C-HEMBA1 00021 6//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INTERACTING PRO- 
10 TEIN).//1 E-86//1 46aa//56%//Q61 221 

C-HEMBA1 000231 
C-HEMBA1 000264 
C-HEMBA1 000280 
C-HEMBA1 000282 

15 C-HEMBA1000303//"Mus musculus Plenty of SH3s (POSH) mRNA, complete cds."//7.1E-254// 

1440bp//87%//AF030131 

C-HEMBA1000333//"Hotno sapiens mRNA for KIAA0874 protein, partial cds."//4.8E-253//1148bp// 

99%//AB020681 

C-HEMBA1 000351 

20 C-HEMBA1000356//Homo sapiens mRNA; cDNA DKFZp566C243 (from clone DKFZp566C243).//3.3E-287// 

81 5bp//98%//AL050274 
C-HEMBA1 000396 

C-HEMBA1 00041 1//ANKYRIN7/5.7E-12//127aa//38%//Q02357 
C-HEMBA1 000442 
25 C-HEMBA1 000456 

C-HEMBA1 000504 

C-HEMBA1 00051 8//P EC AN EX PROTEIN 7/2.1 E-19//227aa//38%//P1 8490 
C-HEMBA1 000519 

C-HEMBA1 000523//TESTIS-SPECIFIC PROTEIN PBS13.//2.4E-44//292aa//36%//Q01 755 
30 C-HEMBA1 000542//"Rattus norvegicus mRNA for dipeptidyl peptidase III, complete cds."//2.2E-l 94// 

663bp//83%//D89340 
C-HEMBA1 000545 
C-HEMBA1 000557 

C-HEMBA1 000592//"Homo sapiens sorting nexin 6 (SNX6) mRNA, complete cds.&quot//0//l465bp//99%// 
35 AF121856 

C-HEMBA1 000594 

C-HEMBA1 000604 

C-HEMBA1 000622 

C-HEMBA1 000637 
40 C-HEMBA1 000655 

C-HEMBA1000657//"Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, 

complete Cds.&qu0t;//7.2E-1 56//1366bp//76%//U35776 

C-HEMBA1 000749 

C-HEMBA1 000769 
45 C-HEMBA1 000773 

C-HEMBA1 000774 

C-HEMBA1 000822 

C-HEMBA1 000843 

C-HEMBA1 000852//ARYLSULFATASE D PRECURSOR (EC 3.1.6.-) (ASD).//1 E-78//119aa//87%//P51689 
50 C-HEMBA1 000870 

C-HEMBA1 000908 

C-HEMBA1 000934 

C-HEMBA1 000972 

C-HEMBA1 000986 
55 C-HEMBA1 000991 

C-HEMBA1 001008 

C-HEMBA1001059//"Human N-acetylgalactosamine 6-sulphatase (GALNS) gene, exon 14."//4.8E- 
1 69//786bp//99%//U06088 
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C-HEMBA1001094 

C-HEMBA1001302//"Homo sapiens calcium binding protein precursor, mRNA, complete cds."//9.6E- 
258//682bp//94%//AF1 53686 
C-HEMBA1 001330 
5 C-HEMBA1 001497 

C-HEMBA1 001 569//SYNAPTOBREVIN 2 (VESICLE ASSOCIATED MEMBRANE PROTEIN 2) (VAMP-2).//2.3E- 

53//110aa//100%//P 19065 

C-HEMBA1001570 

C-HEMBA1 001 620//MYO-INOSITOL-1 -PHOSPHATE SYNTHASE (EC 5.5.1.4) (IPS).//1.6E-166//506aa//60%// 
10 P42803 

C-HEMBA1 001640 
C-HEMBA1 001655 

C-HEMBA1001672//"Homo sapiens methyl-CpG binding domain-containing protein MBD3 (MBD3) mRNA, 
complete cds."//0//1 707bp//98%//AF072247 
15 C-HEMBA1 001711 

C-HEMBAl00l723//"Rattus norvegicus G beta-like protein GBL mRNA, complete cds.&quot//4.7E-172// 
1240bp//81%//AF051155 

C-HEMBA1 001 746//"Homo sapiens squamous cell carcinoma antigen recognized by T cell (SART-2) mRNA, 
complete CdS."//7.6E-59//998bp//64%//AF098066 
20 C-HEMBA1001781 

C-HEMBA1001804//"Homo sapiens zinc finger DNA binding protein 99 (ZNF281) mRNA, complete cds. 
"//0//1 637bp//99%//AF1 25 1 58 

C-HEMBA1001822//"Mus musculus Ese2L protein mRNA, complete cds."//1.9E-235//1329bp//89%// 
AF1 32479 
25 C-HEMBA1001824 

C-HEMBA1001866//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1.-) 

(DUGT)7/5.7E-51//234aa//41 %//Q09332 

C-HEMBA1001910 

C-HEMBA1001913//GCN20 PROTEIN.//2.3E-81//158aa//50%//P43535 
30 C-HEMBAl00l92l//"Homo sapiens germinal center kinase related protein kinase mRNA, complete cds. 
"//0//1 850bp//99%//AF000 1 45 
C-HEMBA1001939 

C-HEMBA1001950//"Homo sapiens mRNA for KIAA0971 protein, complete cds.&quot//0//1974bp//99%// 
AB023188 

35 C-HEMBA1001967//"Homo sapiens NY-REN-57 antigen mRNA, partial cds.&quot//0//1721bp//99%// 

AF155114 

C-HEMBA1002035//Homo sapiens mRNA; cDNA DKFZp586E0518 (from clone DKFZp586E0518).//0//2149bp// 
99%//AL050089 

C-HEMBAl002092//"Mus musculus Olf-1/EBF-like-3 transcription factor (O/E-3) mRNA, complete cds. 
40 "//1 .3E-271//1 583bp//88%//U92703 

C-HEMBA1 0021 02//ANKYRIN.//4.40E-1 0//1 06aa//35%//Q02357 
C-HEMBA1002150 

C-HEMBA1002151//"Rattus norvegicus p34 mRNA, complete cds."//1.1E-153//1059bp//82%// 
AF1 78669 
45 C-HEMBA1002189 

C-HEMBA1 00221 5//TESTIN 2 (TES2) [CONTAINS: TESTIN 1 (TES1)].//2.2E-199//392aa//89%//P47226 
C-HE MBA 1002229 

C-HEMBA1 002241 //PROLIFERATING-CELL NUCLEOLAR ANTIGEN P120 (PROLIFERATION-ASSOCIATED 
NUCLEOLAR PROTEIN P120)7/3.70E-06//95aa//33%//P46087 
so C-HEMBAl00234l//"Homo sapiens mRNA for KIAA0771 protein, partial cds.&quot//0//l514bp//99%// 
AB018314 

C-HEMBA1 00241 7//"Homo sapiens chromosome 19, cosmid R28784, complete sequence."//l.4E- 
299//294bp//1 00%//AC005954 

C-HEMBA1002547//"Homo sapiens agrin precursor mRNA, partial cds."//0//l605bp//97%//AF0 16903 
55 C-HEMBA1 002703 

C-HEMBA1 002779 
C-HEMBA1002816 
C-HEMBA1 002970 
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C-HEMBA1002999//"Rattus norvegicus lamina associated polypeptide 1C (LAP1C) mRNA, complete cds. 
&quOt;//1 .4E-1 71//1 552bp//75%//U20286 
C-HEMBA1 003021 

C-HEMBA1003077//SLIT PROTEIN PRECURSOR.//2.6E-15//199aa//31%//P24014 
5 C-HEMBA1 003079 

C-HEMBA1 003273 

C-HEMBA1 003304 

C-HEMBA1 003309 

C-HEMBA1 003376 
W C-HEMBA1 003384 

C-HEMBA1 003531 

C-HEMBA1 003548 

C-HEMBA1 003556 

C-HEMBA1 003571 
15 C-HEMBA1 003579 

C-HEMBA1003684//2INC FINGER PROTEIN 151 (MIZ-1 PROTEIN).//2E-73//526aa//32%//Q13105 

C-HEMBA1 003692 

C-HEMBA1 003720 

C-HEMBA1 003725 
20 C-HEMBA1 003729 

C-HEMBA1 003758 

C-HEMBA1003773//"Mus musculus signal recognition particle receptor beta subunit mRNA, complete cds. 
"//5.8E-81//51 1 bp//86%//U1 7343 

C-HEMBA1003783//"Mus musculus bromodomain-containing protein BP75 mRNA, complete cds."// 
25 1,1 E-1 90//1 204bp//84%//AF084259 

C-HEMBA1 003799 
C-HEMBA1 003804 

C-HEMBA1003805//"Mus musculus KH domain RNA binding protein QKI-5A mRNA, complete cds."// 
0//988bp//95%//AF090402 
30 C-HEMBA1003836//MOB1 PROTEIN (MPS1 BINDER 1)7/8.1 0E-31//134aa//52%//P40484 

C-HEMBA1 003856 

C-HEMBA1 003866//"Mus musculus semaphorin Via mRNA, complete cds. &quot^/l .2E-105//11 92bp//70%// 

AF030430 

C-HEMBA1 003879 
35 C-HEMBA1 003880 

C-HEMBA1 003893 

C-HEMBA1 003908 

C-HEMBA1 003937 

C-HEMBA1 003942 
40 C-HEMBA1 003958 

C-HEMBA1 003976 

C-HEMBA1003978//"Homo sapiens mRNA for KIAA0840 protein, partial cds.&quoty/0//1530bp//100%// 
AB020647 
C-HEMBA1 003985 
45 C-HEMBA1 004011 

C-HEMBA1 004024 
C-HEMBA1 004038 
C-HEMBA1 004045 
C-HEMBA1 004048 

50 C-HEMBA1004111//"Homo sapiens mRNA for KIAA1276 protein, partial cds."//1.00E-163//751bp// 

99%//AB033102 

C-HEMBA1004131//SEPTIN 2 HOMOLOG (FRAG ME NT) 7/1 .6E-166//41 6aa//72%//Ql4141 
C-HEMBA1004138 
C-HEMBA1 004143 
55 C-HEMBA1004150 

C-HEMBA1004l68//"Homo sapiens geminin mRNA, complete cds.&quot//3.9E-208//951 bp//99%// 

AF067855 

C-HEMBA1 004200 
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C-HEMBA1 004202//RAS- RELATED PROTEIN RAB-1 3.//6.2E-30//208aa//37%//P51 1 53 
C-HEMBA1 004203//NUCLEOLAR PROTEIN NOP27/1 .5E-12//258aa//29%//P40991 
C-HEMBA1 004238 

C-HEMBA1004248//"Homo sapiens insulin induced protein 2 mRNA, complete cds.&quot//8.20E-175// 
5 552bp//97%//AF1 25392 

C-HEMBA1 004272 
C-HEMBA1 004274 

C-HEMBA1004275//"Homo sapiens mRNA for KIAA1111 protein, partial cds."//0//1341bp//99%// 
AB029034 

10 C-HEMBA1 004286//"Homo sapiens TGF beta receptor associated protein-1 mRNA, complete cds."// 

0//1 982bp//99%//AF022795 
C-HEMBA1004312 

C-HEMBA1004321//ZINC FINGER PROTEIN 184 (FRAGMENT) 7/2.3 E-93//357aa//42%//Q99676 
C-HEMBA1 004323 
15 C-HEMBA1 004327 

C-HEMBA1 004330 
C-HEMBA1 004341 
C-HEMBA1 004366 
C-HEMBA1 004372 

20 C-HEMBA1004389//"Homo sapiens zinc finger DNA binding protein 99 (ZNF281) mRNA, complete cds. 

"//0//1 437bp//99%//AF1 251 58 
C-HEMBA1 004394 

C-HEMBA1 004408//P E PTI D YL- P RO LY L CIS-TRANS ISOMERASE 1 0 (EC 5.2.1 .8) (PPIASE) (ROTAMASE) (CY- 

CLOPHILIN-1 0).//3.2E-32//1 48aa//52%//P5201 7 
25 C-HEMBA1 004429 

C-HEMBA1 004460 

C-HEMBA1 004461 

C-HEMBA1 004502 

C-HEMBA1 004554 
30 C-HEMBA1 004560 

C-HEMBA1 004610 

C-HEMBA1 004629 

C-HEMBA1 004632 

C-HEMBA1 004637 
35 C-HEMBA1 004670 

C-HEMBA1 004672 

C-HEMBA1 004697 

C-HEMBA1 004711 

C-HEMBA1 004725 
40 C-HEMBA1 004730 

C-HEMBA1004734//UBIQUITIN -CONJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBIQUITLN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42).//9.9E-39//143aa//52%//P42743 

C-HEMBA1 004751 

C-HEMBA1 004752 

45 C-HEMBA1004889//"Human C3f mRNA, complete cds."//6.70E-24//341aa//26%//U72515 

C-HEMBA1 004934 
C-HEMBA1 004944 
C-HEMBA1 004973 
C-HEMBA1 004977 

50 C-HEMBA1005009//"Homo sapiens BAF53a (BAF53a) mRNA, complete cds.&quot//0//1813bp//99%// 

AF041474 

C-HEMBA1 005083 

C-HEMBA1005113 

C-HEMBA1 005133 
55 C-HEMBA1005185 

C-HEMBA1 00521 9//NUCLEAR PROTEIN SNF7.//5.3E-1 0//1 89aa//25%//P39929 

C-HEMBA1005252//"Homo sapiens mRNA for KIAA0585 protein, partial cds.&quoty/1 .2E-268//1215bp// 
99%//AB011157 
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C-HEMBA1 005296 

C-HEMBA1005314 

C-HEMBA1 005331 

C-HEMBA1 005394 
5 C-HEMBA1 005403 

C-HEMBA1005423//"Homo sapiens cyclin-dependent kinase inhibitor (CDKN2C) mRNA, complete cds. 

"//2E-21 3//537bp//99%//AF041 248 

C-HEMBA1 005468 

C-HEMBA1 005469 
10 C-HEMBA1 005474 

C-HEMBA1005517 

C-HEMBA1005518 

C-HEMBA1 005528//CCR4-ASSOCIATED FACTOR 1 (CAF1).//3.1 E-154//285aa//99%//Q60809 
C-HEMBA1 005558//NU CLEAR PROTEIN SNF7.//6.40E-16//170aa//31%//P39929 
15 C-HEMBA1005576//"Homo sapiens mRNA for KIAA0463 protein, partial cds."//1.1E-181//835bp// 

99%//AB007932 

C-HEMBA1 005582//"TROPOMYOSIN 1 , NON-MUSCLE ISOFORM (TROPOMYOSIN II) (CYTOSKELETAL 

TROPOMYOSIN)."//0.00000009//213aa//27%//P09492 

C-HEMBA1 005583 

20 C-HEMBA1005595//"DYNEIN HEAVY CHAIN, CYTOSOLIC (DYHC)."//2.3E-54//562aa//29%//P34036 

C-HEMBA1005609//Homo sapiens mRNA; cDNA DKFZp564K133 (from clone DKFZp564K133).//2.2e-315// 
1448bp//99%//AL050012 

C-HEMBA1005621//"Homo sapiens Mad2B protein (MAD2B) mRNA, complete cds."//2.9E-224// 
1 031 bp//99%//AF1 39365 
25 C-HEMBA1 005666 

C-HEMBA1 005680 
C-HEMBA1 005685 

C-HEMBA1 005737//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT).// 

4.4E-1 7//1 67aa//34%//P25296 
30 C-HEMBA1 005746 

C-HEMBA1 005755 

C-HEMBA1005813 

C-HEMBA1 005822 

C-HEMBA1 005834 
35 C-HEMBA1 005884 

C-HEMBA1 005891 

C-HEMBA1 005909 

C-HEMBA1 005911 

C-HEMBA1 005931 
-40 C-HEMBA1 005963 

C-HEMBA1 005991 

C-HEMBA1 006005 

C-HEMBA1006031//"Homo sapiens mRNA for putative phospholipase, complete cds.&quot^/0//1413bp// 
99%//AB019435 
45 C-HEMBA1 006067 

C-HEMBA1 006081 
C-HEMBA1 006091 
C-HEMBA1006100 

C-HEMBA1006108//"Homo sapiens mRNA for KIAA0943 protein, partial cds."//4.8E-245//764bp// 
50 99%//AB023160 

C-HEMBA1 006121 

C-HEMBA1006130//SEL-10 PROTEIN.//0.000000043//219aa//25%//Q93794 
C-HEMBA1006155 

C-HEMBA1 0061 58//"Homo sapiens transcription factor forkhead-like 7 (FKHL7) gene, complete cds." 
55 //0//1 551 bp//99%//AF048693 

C-HEMBA1006182 

C-HEMBA1006198//PROLINE-RICH PROTEIN MP-2 PRECURSORY/1 .9E-1 9//21 5aa//39%//P051 42 
C-HEMBA1006235//Homo sapiens clone 24422 mRNA sequence.//0//l615bp//99%//AF070557 
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C-HEMBA1006253//DNA-DAM AGE- RE PAIR/TOLERATION PROTEIN DRT111 P R EC URSOR.//0. 00000002// 

62aa//53%//P42698 

C-HEMBA1 006259 

C-H EM BA1006272//RETROVIR US-RELATED PROTEASE (EC 3. 4.23.-) 7/1 .3E-1 23//200aa//73%//P 10265 
5 C-HEMBA1006278//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 

FERASE).//1 E-21 0//490aa//77%//P25500 

C-HEMBA1 006283//NUCLEAR POLYADENYLATED RNA-BINDING PROTEIN NAB2.//0. 0000000 12//176aa// 

30%//P32505 

C-HEMBA1 006284 

W C-HEMBA1 006291//2-ARYLPROPIONYL-COA EPIMERASE (EC 5.-.-.-)7/4.2E-1 2//21 5aa//23%//P70473 

C-HEMBA1 006293 

C-HEMBA1 006309//HYPOTHETICAL 54.2 KD PROTEIN IN ERP5-ORC6 INTERGENIC REGION.//1.4E-48// 
248aa//43%//P38821 
C-HEMBA1 006349 
15 C-HEMBA1 006364 

C-HEMBA1 006381 

C-HEMBA1006398//"Human L1 element L1.6 putative p150 gene, complete cds."//2E-277//1729bp// 
85%//U93563 

C-HEMBA1006445//"Homo sapiens putative tumor supressor NOEY2 mRNA, complete cds."//1 .4E- 
20 270//1 224bp//1 00%//U96750 

C-HEMBA1 006483 
C-HEMBA1 006492 
C-HEMBA1 006497 
C-HEMBA1 006502 

25 C-HEMBA1006507//"Homo sapiens mRNA for KIAA0666 protein, partial cds."//0//2334bp//99%// 

AB014566 
C-HEMBA1 006535 

C-HEMBA1006559//"Mus musculus PRAJA1 (Prajal) mRNA, complete cds.&quot//2.8E-206//1107bp//83 
%//U06944 
30 C-HEMBA1 006566 

C-HEMBA1 006579 
C-HEMBA1 006583 
C-HEMBA1006612 

C-HEMBA1 006624//DNA/PANTOTHENATE METABOLISM FLAVOPROTEIN H O MO LOG. //0. 00000069// 109aa// 
35 38%//Q58323 

C-HEMBA1 006643 
C-HEMBA1 006674 
C-HEMBA1 006682 

C-HEMBA1 006708//HYPOTH ETICAL 46.4 KD TRP-ASP REPEATS CONTAINING PROTEIN IN PMC1-TFG2 
40 INTERGENIC REGION.//3.3E-22//241aa//31%//P53196 

C-HEMBA1006717 

C-HEMBA1 006744 

C-HEMBA1 006754 

C-HEMBA1 006767 
45 C-HEMBA1 006789 

C-HEMBA1 006832 

C-HEMBA1006885//"Homo sapiens gene for Proline synthetase associated, complete cds."//0// 
1 467bp//96%//AB01 8566 
C-HEMBA1 006900 
50 C-HEMBA1 006926 

C-HEMBA1006941//Homo sapiens mRNA for putative thioredoxin-like protein. //1 .8 E-226//1039bp//99%// 
AJ010841 

C-HEMBAl006973//"Homo sapiens rab3-GAP regulatory domain mRNA, complete cds.&quot//5.6E-l43// 
740bp//94%//AF004828 
55 C-HEMBA1 006993 

C-HEMBA1 007002 
C-HEMBA1 007062 
C-HEMBA1 007080 
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C-HEMBA1 007087//HYPOTHETICAL PROTEIN MJ01 62.//2E-45//304aa//32%//Q57626 

C-HEMBA1007112//Homo sapiens mRNA; cDNA DKFZp586C1817 (from clone DKFZp586Cl817).//0//1619bp// 
99%//AL1 17450 

C-HEMBA1007l94//"Horno sapiens origin recognition complex subunit 6 (ORC6) mRNA, complete cds. 
5 "//0//1 588bp//99%//AF1 39658 

C-HEMBA1 007206 
C-HEMBA1 007256 
C-HEMBA1 007267 
C-HEMBA1 007281 

w C-HEMBA1007300//"Homo sapiens S'.S'-cyclic nucleotide phosphodiesterase 10A1 (PDE10A) mRNA, 

splice variant 1 , complete cds."//0//1 51 9bp//99%//AF1 27479 

C-HEMBA1 007301 

C-HEMBA1007319 

C-HEMBA1 007320 
15 C-HEMBA1 007327 

C-HEMBA1 007347 

C-HEMBB1 000005 

C-HEMBB1 000030 

C-HEMBB1 000048 
20 C-HEMBB1 000099 

C-HEMBB1000141 

C-HEMBB1000198 

C-HEMBB1 00021 7//"Homo sapiens SUMO-1 -activating enzyme E1 N subunit (SUA1 ) mRNA, complete cds. 

"//0//1 038bp//99%//AF090385 
25 C-HEMBB1000218 

C-HEMBB1 000274 

C-HEMBB1000312 

C-HEMBB1 000402 

C-HEMBB1 000420 
30 C-HEMBB1 000480 

C-HEMBB1 000530 

C-HEMBB1 000550 

C-HEMBB1 0000556//"Homo sapiens mRNA for KIAA0750 protein, complete cds."//6.3E-74//1 21 3bp// 
64%//AB0 18293 
35 C-HEMBB1 000586 

C-HEMBB1 000592 

C-HEMBB1 000593//"Homo sapiens transferrin receptor 2 alpha (TFR2) mRNA, complete cds."//1 .3E- 
1 07//503bp//99%//AF067864 
C-HEMBB1 000649 

40 C-HEMBB1 000693//"Homo sapiens neuroanl mRNA, complete cdS."//0//2952bp//94%//AF040723 

C-HEMBB1 000822 
C-HEMBB1 000826 
C-HEMBB1 000890 

C-HEMBB1 00091 5//SUBTILISIN-LIKE PROTEASE PACE4 PRECURSOR (EC 3.4.21 .-).//1 .10E-08//129aa// 
45 31%//P29122 

C-HEMBB1001008 

C-HEMBB1001020//"Homo sapiens mRNA for KIAA0889 protein, complete cds.&quot^/0//18l2bp//98%// 

AB020696 

C-HEMBB1001051 

50 C-HEMBB1001112//"Homo sapiens sec61 homolog mRNA, complete cds.&quot//6E-145//961bp//83%// 

AF077032 
C-HEMBB1001221 

C-HEMBB1001234//65 KD YES-ASSOCIATED PROTEIN (YAP65)7/5.4E-93//196aa//54%//P46938 
C-HEMBB1001282//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN).//7E-43//394aa//34%// 
55 P16157 

C-HEMBB1 001302 
C-HEMBB1 001335 
C-HEMBB1001337 
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C-HEMBB1001356 

C-HEMBB1001364 

C-HEMBB1001366 

C-HEMBB1 001367 
5 C-HEMBB1001527 

C-HEMBB1001537 

C-HEMBB1 002359 

C-HEMBB1002415 

C-HEMBB1 002457 
10 C-HEMBB1 002492 

C-HEMBB1 002495 

C-HEMBB1 002502 

C-HEMBB1 002550//HYPOTH ETICAL UOG-1 PROTEINV/5E-28//266aa//33%//P27544 
C-HEMBB1002600//"Homo sapiens tetraspan NET-5 mRNA, complete cds."//0//l4l7bp//99%// 
15 AF089749 

C-HEMBB1 002607//"Homo sapiens vitamin D3 receptor interacting protein (DRIP80) mRNA, complete cds. 
"//2E-136//660bp//98%//AF1 05421 
C-HEMBB1 002684 
C-HEMBB1 002692 
20 C-HEMBB1 002697 

C-HEMBB1 002705//"Homo sapiens CGI-27 protein mRNA, complete cds."//7.80E-285//841bp//96%// 

AF1 32961 

C-MAMMA1000019 

C-MAMMA1000020//H.sapiens mRNA for flavin-containing monooxygenase 5 (FM05).//8.2E-198//868bp//99%// 
25 Z47553 

C-MAMMA1 000025 

C-MAMMA1000055//TESTIN 2 (TES2) [CONTAINS: TESTIN 1 (TES1)].//1 .5E-90//323aa//48%//P47226 
C-MAMMA1 000069 
C-MAMMA1 000084 
30 C-MAMMA1000139 
C-MAMMA1000163 
C-MAMMA1000171 

C-MAMMA1000173//"Homo sapiens src homology 3 domain-containing protein HIP-55 mRNA, complete 
„CdS."//2.6E-1 64//1 044bp//87%//AF1 97060 
35 C-MAMMA1 000277 

C-MAMMA1 000278 

C-MAMMA1000284//P.walti mRNA for mp associated protein 55.//2.2E-109//864bp//76%//X99836 
C-MAMMA1 000309 
C-MAMMA1000312 
40 C-MAMMA1000313 
C-MAMMA1 000361 

C-MAMMA1000388//"Homo sapiens UKLF mRNA for ubiquitous Kruppel like factor, complete cds."// 

0//1 466bp//99%//AB01 51 32 

C-MAMMA1 000395 
45 C-MAMMA1 000410 

C-MAMMA1 00041 6//HYPOTH ETICAL 32.0 KD PROTEIN C09F5.2 IN CHROMOSOME lll.//2.00E-30//119aa// 

53%//Q09232 

C-MAMMA1 000421 

C-MAMMA1 000422 
50 C-MAMMA1 000468 

C-MAMMA1 000472 

C-MAMMA1 000490 

C-MAMMA1 000524 

C-MAMMA1 000567 

55 C-MAMMA1 00061 2//"Rattus norvegicus G beta-like protein GBL mRNA, complete cds."//1E-95// 

1115bp//72%//AF051155 
C-MAMMA1 000623 

C-MAMMA1000625//GYP7 PROTEIN7/2.1E-41//198aa//40%//P48365 
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C-MAMMA1 000664 
C-MAMMA1 000670 

C-MAMMA1 000672//VITELLOGENIC CAR BOXY P E PTl DAS E PRECURSOR (EC 3.4.1 6.-).//4.4E-33//250aa// 
33%//P42660 

5 C-MAMMA1 00071 3//L-RIBULOKINASE (EC 2.7.1 .16).//7.70E-17//246aa//29%//P94524 

C-MAMMA1000731//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 1 (CHD-1)V/1 E-77//395aa//45%// 
014646 

C-MAMMA1 000734//Homo sapiens mRNA for SEC63 protein7/0//1 587bp//99%//AJ01 1 779 
C-MAMMA1 000738//HYPOTHETICAL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME l.//9E-299//1033aa// 
10 55%//P87115 

C-MAMMA1 000746 
C-MAMMA1 000775 

C-MAMMA1000824//ACTINV/6.2E-20//284aa//28%//P53500 
C-MAMMA1 000831 

15 C-MAMM A1 000841//PUTATIVE AM I DAS E (EC 3.5.1. 4).//7.8E-40//1 01 aa//54%//027540 

C-MAMMA1 000842 

C-MAMMA1 000843 

C-MAMMA1 000856 

C-MAMMA1 000865 
20 C-MAMMA1 000875 

C-MAMM A1 000906 

C-MAMM A1 000908 

C-MAMMA1000914 

C-MAMMA1000956//Homo sapiens CLDN8 gene for claudin-87/0//1767bp//99%//AJ250711 
25 C-MAMM A1 000968 

C-MAMMA1 000979 

C-MAMMA1001008//"Homo sapiens aspartic-like protease mRNA, complete cds.&quot//2.50E-276// 

1263bp//99%//AF1 17892 

C-MAMMA1001021 

30 C-MAMMA1001041//"SPECTRIN BETA CHAIN, BRAIN (SPECTRIN, NON-ERYTHROID BETA CHAIN) 

(FODRIN BETA CHAIN) (SPTBN1)."//1.6E-16//113aa//41%//Q01082 
C-MAMMA1001059//Homo sapiens mRNA for DEAD Box Protein 57/0//1440bp//99%//AJ237946 
C-MAMM A1 001 075//"Homo sapiens CGI-72 protein mRNA, complete cds."//1.3E-181//397bp//98%// 
AF151830 

35 C-MAMMA1001078 
C-MAMMA1001091 

C-MAMMA1001105//OVO PROTEIN (SHAVEN BABY PROTEIN).//4E-49//125aa//68%//P51521 

C-MAMMA1001110 

C-MAMMA1001126 

40 C-MAMMA1 001 1 39//SRE-2 PROTEIN.//5.80E-35//239aa//38%//Q09273 

C-MAMMA1001143 
C-MAMMA1001154 

C-MAMMA1001181//ABC1 PROTEIN HOMOLOG PRECURSOR.//1 .30E-07//81 aa//45%//Q92338 
C-MAMMA1001215 
45 C-MAMMA1001244 

C-MAMMA1001259//"Mus musculus F-box protein FBX18 mRNA, partial cds."//2.3E-271//1414bp// 
89%//AF1 84275 

C-MAMMA1 001 260//HYPOTHETICAL 97.1 KD PROTEIN R05D3.4 IN CHROMOSOME III.//2.1 E-52//630aa// 
30%//P34537 
50 C-MAMMA1001343 

C-MAMMA1001411//Homo sapiens mRNA; cDNA DKFZp56400823 (from clone DKFZp56400823).//0//2131bp// 

99%//AL080121 

C-MAMMA1001419 

C-MAMMA1001476//URIDINE KINASE (EC 2.7.1.48) (URIDINE MONOPHOSPHOKINASE) (FRAGMENT).// 
55 6.5E-129//260aa//92%//P52623 
C-MAMMA1001510 
C-MAMMA1001522 

C-MAMM A1 001 576//"Human gamma-tubulin mRNA, complete cds."//7.5E-276//1 561 bp//90%// 
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C-MAMMA1001604 
C-MAMMA1001620 
C-MAMMA1001635 
5 C-MAMMA1001649 
C-MAMMA1001686 
C-MAMMA1001692 

C-MAMMA1 001 743//Y BOX BINDING PROTEIN-1 (Y-BOX TRANSCRIPTION FACTOR).//8.5E-32//1 71aa//36%// 
P21573 

10 C-MAMM A1 001 754//"Homo sapiens CGI-11 protein mRNA, complete cds."//0//1837bp//98%// 

AF1 32945 
C-MAMMA1001757 
C-MAMMA1001764 

C-MAMMA1001768//CELL DIVISION CYCLE PROTEIN 48 HOMOLOG MJ11567/3.8E-45//351aa//38%//Q58556 
15 C-MAMM A1 001 771//M.musculus mRNA for semaphorin BY/2.60E-200//1272bp//79%//X85991 

C-MAMMA1001790 

C-MAMMA1001837//ZINC FINGER PROTEIN 29 (ZFP-29)V/2.6E-77//507aa//38%//Q07230 
C-MAMMA1001858 

C-MAMMA1 001 868//TRICHOHYALIN.//2.7E-1 9//359aa//25%//P22793 
20 C-MAMMA1001970 
C-MAMMA1 002042 
C-MAMMA1 002068 
C-MAMMA1002153 
C-MAMMA1002156 

25 C-MAMMA1002170//40S RIBOSOMAL PROTEIN S2 (S4) (LLREP3 PROTEIN).//6E-66//157aa//70%//P15880 

C-MAMMA1002174 
C-MAMMA1 002209 

C-MAMMA1 00221 9//"Homo sapiens mRNA for KIAA1067 protein, partial cds."//1.1E-181//861bp// 
98%//AB028990 

30 C-MAMM A1 002236//TRANSLATION INITIATION FACTOR EIF-2B GAMMA SUBUNIT (EIF-2B GDP-GTP EX- 

CHANG E FACTO R) 7/8 .8 E-2 1 7//3 1 0aa//86%//P7054 1 
C-MAMMA1 002243 

C-MAMMA1002268//"Mus musculus sphingosine kinase (SPHKIa) mRNA, partial cds."//1 E-190// 
1624bp//76%//AF068748 
35 C-MAMMA1 002269 

C-MAMMA1 002292 
C-MAMMA1 002294 

C-MAMMA1002297//Homo sapiens mRNA for Rab6 GTPase activating protein.//1.1E-214//881bp//97%// 
AJ011679 
40 C-MAMMA1002312 

C-MAMMA1002329//M.musculus mRNA for semaphorin B7/3.80E-45//332bp//84%//X85991 
C-MAMM A1 002333 

C-M AMMA1 002351//FERRIPYOCHELIN BINDING PROTEIN7/0.000078//127aa//26%//P40882 

C-MAMM A1 002353 
45 C-M AMMA1 002355 

C-M AMMA1 002356 

C-M AMMA1 002362 

C-M AMMA1 002380 

C-M AMMA1 002384 
50 C-M AMMA1 002427 

C-MAMMA1002470//PROBABLENH(3)-DEPENDENTNAD( + )SYNTHETASE(EC6.3.5.1)7/1 E-11//128aa//36%// 

P47623 

C-MAMMA1 002485//"Homo sapiens stanniocalcin-related protein mRNA, complete cds."//0//1 822bp// 
99%//AF098462 
55 C-M AMMA1 002494 

C-MAMMA1 002524//HYPOTHETICAL 117.8 KD PROTEIN IN STE2-FRS2 INTERGENIC REGION.//1 .2E-34// 
337aa//31%//P43571 

C-MAMMA1002530//"Homo sapiens cytosolic phospholipase A2 gamma (cPLA2 gamma) mRNA, complete 
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Cds.&quoty/0//1 91 0bp//99%//AF06521 4 
C-MAMMA1 002554 

C-MAMMA1002585//"Homo sapiens mRNA for KIAA0860 protein, complete cds.&quot//0//1405bp//99%// 
AB020667 
5 C-MAMMA1 002598 

C-MAMMA1 00261 9//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE K02C4.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UB1QUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
ZYME) 7/9.5E-1 6//1 59aa//37%//Q09931 

C-MAMMA1002655//"Homo sapiens mRNA for ganglioside sialidase, complete cds."//0//1515bp// 
10 99%//AB008185 

C-MAMMA1002671//ACETYL-COEN2YME A SYNTHETASE (EC 6.2.1 .1 ) (ACETATE--COA LIGASE) (ACYL- AC- 
TIVATING ENZYME).//1 .1 E-45//61 8aa//26%//P27550 
C-MAMMA1 002673 

C-MAMMA1002684//"Homo sapiens mRNA for KIAA0214 protein, complete cds.&quot//0//3174bp//99%// 
'5 D86987 

C-MAMMA1 002711 

C-MAMMA1002769//"Homo sapiens cell cycle progression restoration 8 protein (CPR8) mRNA, complete 
CdS.&quot//2.2E-25//330bp//77%//AF01 1 794 
C-MAMMA1 002775 
20 C-MAM MA 1 002782 

C-MAMMA1 002796 
C-MAMMA1 002807 
C-MAMMA1 002838 

C-MAMMA1002842//"Mus musculus c-Cb1 associated protein CAP mRNA, complete cds."//2.6E-58// 
25 373bp//81%//U58883 

C-MAMMA1002869//PINCH PROTEIN (PARTICULARY INTERESTING NEW CYS-HIS PROTEIN).//1 .4E-160// 
305aa//85%//P48059 

C-MAMMA1002881//GLIOMA PATHOGENESIS-RELATED PROTEIN (RTVP-1 PROTEIN) V/5.7E-30//214aa// 
35%//P48060 
30 C-MAMMA1 002886 

C-MAMMA1 002890 

C-MAMM A1 002938//"Homo sapiens mRNA for KIAA0698 protein, complete cds."//8.4E-252//1 1 39bp// 

100%//AB014598 

C-MAMM A1 002964 

35 C-MAMMA1 00301 1//HESTONE M ACRO-H2A. 1 .//2.7E-1 23//370aa//66%//Q 02874 

C-MAMMA1 00301 3//DNA POLYMERASE BETA (EC 2.7.7.7).//7.4E-46//332aa//36%//P06746 

C-MAMMA1003015 

C-MAMMA1003019 

C-MAMMA1003035//R1BOSOMAL LARGE SUBUNIT PSEUDOURIDINE SYNTHASE C (EC 4.2.1.70) (PSEU- 
40 DOURIDYLATE SYNTHASE) (URACIL HYDROLYASE).//1 .9E-13//108aa//33%//P23851 

C-MAMMA1 003039 
C-MAMMA1 003044 
C-MAMMA1 003049 
C-MAMMA1 003056 

45 C-MAMMA1 003057//MD6 PROTEIN.//3.1 E-225//41 9aa//97%//Q60584 

C-MAMM A1 003066 
C-MAMM A1 003099 
C-MAMMA1003104 

C-MAMM A1 0031 13//"Mus musculus COP9 complex subunit 7a (COPS7a) mRNA, complete cds."// 
50 1.1 E-234//1 1 78bp//86%//AF071 31 6 

C-MAMMA1003127//MYOSIN I ALPHA (MMI-ALPHA)7/2.2E-105//217aa//89%//P46735 
C-MAMMA1003135 

C-MAMMA1003146//Homo sapiens mRNA for GalT3 protein.//4.3E-218//996bp//997a//Y 15062 
C-MAMMA1003150//"Homo sapiens mRNA for KIAA1096 protein, partial cds."/0//1342bp//99%// 
55 AB029019 

C-MAMM A1 0031 66//"Homo sapiens MLL septin-like fusion protein (MSF) mRNA, complete cds."// 
3. 1 0E-1 58//592bp//97%//AF1 23052 
C-NT2RM1 000032 
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C-NT2RM1000035//"Human mRNA for KIAA0199 gene, partial cds."//0//2948bp//99%//D83782 
C-NT2RM1000039//HYPOTHETICAL41.4 KD PROTEIN IN SRLQ-HYPF INTERGENIC REGION (EC 1.18.1.-) 
(ORF4) (ORF2).//2.90E-14//299aa//25%//P37596 

C-NT2RM1000055//"Homo sapiens mRNA for KIAA0829 protein, partial cds."//0//3111bp//99%// 
5 AB020636 

C-NT2RM1000059 
C-NT2RM1000062 

C-NT2RM10001 1 8//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT) (CAL- 
CINEURIN REGULATORY SUBUNIT).//! .2E-10//150aa//28%//P87072 
10 C-NT2RM1000119 
C-NT2RM1000127 

C-NT2RMl000131//"Homo sapiens mRNA for KIAA0792 protein, complete cds.&quot//0//2980bp//99%// 
ABO 18335 

C-NT2RM1 0001 32//"Homo sapiens NADH:ubiquinone oxidoreductas NDUFS6 subunit mRNA, nuclear gene 
15 encoding mitochondrial protein, complete cds."//7.8E-110//516bp//99%//AF044959 

C-NT2RM1000153//CYTOSOLIC PURINE ^-NUCLEOTIDASE (EC 3.1 .3.5)7/3.3E-3 8//469aa//27%//P49902 
C-NT2RM1000186//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT) (CAL- 
CINEURIN REGULATORY SUBUNIT).//1 .2E-10//150aa//28%//P87072 

C-NT2RM1000187//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELICASE 
20 SPAC1 0F6.02C7/1 .1 E-1 0//94aa//47%//042643 

C-NT2RM1000199//Homo sapiens mRNA for type I transmembrane receptor (psk-1 gene)7/0//2476bp//99%// 
AJ245820 

C-NT2RM1000244//"Homo sapiens TRAF4 associated factor 1 mRNA, partial cds."//2E-126//592bp// 
99%//U81002 

25 C-NT2RM1 000252//H. sapiens E-MAP-1 15 mRNA.//9.7E-35//569bp//64%//X73882 

C-NT2RM1000256//"Homo sapiens mRNA for Glutamine:fructose-6-phosphate amidotransferase, complete 
cds.&quot//0//3012bp//99%//AB01 6789 

C-NT2RM1000260//"Human mRNA for KIAA0130 gene, complete cds.&quot7/0//3139bp//98%//D50920 
C-NT2RM1 000271 
30 C-NT2RM1000300 

C-NT2RM1000314//"Human mRNA for KIAA0159 gene, complete cds.&quoty/0//4349bp//99%//D63880 
C-NT2RM1000354//"Xenopus laevis chromosome condensation protein XCAP-G mRNA, complete cds. 
"//7.4E-245//21 01 bp//68%//AF1 1 1 423 

C-NT2RM1000355//"Homo sapiens transmembrane protein BRI (BRI) mRNA, complete cds."//0// 
35 1 599bp//99%//AF1 52462 

C-NT2RM1 000365 

C-NT2RM1 000377//"Homo sapiens dual specificity phosphatase MKP5 (MKP5) mRNA, complete cds." 
//3.2E-1 96//1 01 6bp//94%//AF1 7921 2 

C-NT2RM1 000388//HYPOTHETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC REGION.// 
40 0.00000001 9//67aa//31%//P53915 

C-NT2RM1 000399 

C-NT2RM1000430//"Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds."// 
1 .4E-1 85//1 486bp//81 %//AF084928 

C-NT2RM1000555//"Homo sapiens mRNA for KIAA0885 protein, complete cds.&quot//0//2885bp//99%// 
45 AB020692 

C-NT2RM1000563//TRANSMISSION-BLOCKING TARGET ANTIGEN S230 PRECURSOR.//0.0000068//199aa// 
30%//Q08372 

C-NT2RM1000648//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-) 7/8.5 E-75//301aa//39%//P43636 
C-NT2RM1000661//"Homo sapiens translation initiation factor 4e mRNA, complete cds.&quot//4.3E-210// 
50 960bp//99%//AF038957 

C-NT2RM1000666//DNA-BINDING PROTEIN A7/2.2E-09//165aa//34%//P1 6989 
C-NT2RM 1000672 

C-NT2RM1000691//Homo sapiens mRNA for PLU-1 protein y/0//3104bp//99%//AJ 132440 
C-NT2RM 1000699 

55 C-NT2RMl000741//"Homo sapiens mRNA for KIAA0567 protein, partial cds."//1 .1 E-295//1 338bp// 

99%//AB011139 

C-NT2RM1000742//"Homo sapiens AC133 antigen mRNA, complete cds.&quot7/0//3524bp//99%// 
AF027208 
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C-NT2RM1000746//"Homo sapiens polyamine modulated factor- 1 (PMF1) mRNA, complete cds."// 
6.70E-227//1 043bp//99%//AF1 41310 

C-NT2RM1000770//DXS6673E PROTEIN.//1 .4E-39//194aa//48°/c//Q 14202 

C-NT2RM 1 000772//VEG ETATTOLE INCOMPATIBILITY PROTEIN HET-E-1 7/7.3E-1 5//280aa//27%//Q00808 
C-NT2RM 1000780 

C-NT2RM1 000800//Mus musculus partial mRNA for B-IND1 protein (B-indl gene).//1 .1 E-98//571 bp//89%//Z97207 
C-NT2RM 1000802 

C-NT2RM 1 00081 1 //" Homo sapiens AC133 antigen mRNA, complete cds."//0//3524bp//99%// 
AF027208 

C-NT2RM1000826//"Homo sapiens mRNA for KIAA0885 protein, complete cds."//0//2885bp//99%// 

AB020692 

C-NT2RM1 000829 

C-NT2RM1000850//ANKYRIN R (ANKYRINS2.1 AND 2.2) (ERYTHROCYTE ANKYRlN).//9.7E-42//333aa//36%// 
P16157 

C-NT2RMl000852//"Homo sapiens putative ATP-dependent RNA helicase ROK1 mRNA, complete cds. 
"//0//2206bp//99%//AF077033 

C-NT2RM1000857//"Homo sapiens mRNA for KIAA0962 protein, partial cds."//0//3716bp//99%// 
AB023179 

C-NT2RM1000874//"Homo sapiens death effector domain-containing testicular molecule mRNA, complete 
CdS.&quot//1 .4E-244//1 1 1 3bp//99%//AF043733 

C-NT2RM1000882//"Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds."//4.30E-122// 
1 394bp//69%//AF1 26799 

C-NT2RM1000885//HYPOTHETICAL 97.1 KD PROTEIN R05D3.4 IN CHROMOSOME III.//1 .8E-56//630aa// 
30%//P34537 

C-NT2RM 1 000894//DN A-D IR ECTED RNA POLYMERASE 1135 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 
POLYMERASE I SUBUNIT 2) (RPA135)7/0//1020aa//89%//P70700 

C-NT2RM1000898//"ACTJN, CYTOPLASMIC (ACTIN, MICRONUCLEAR)."//8.9E-26//229aa//29%// 
P02583 

C-NT2RM1000905//"Homo sapiens HSPC021 mRNA, complete cds.&quot//0//1480bp//99%//AF077207 
C-NT2RM1 000924//HYPOTHETICAL 39.7 KD PROTEIN C34E1 0.2 IN CHROMOSOME 1117/1 E-1 5//266aa//26%// 
P46577 

C-NT2RM1 000927 
C-NT2RM1 000962 
C-NT2RM 1000978 

C-NT2RMl00l003//"Homo sapiens alpha-catenin-like protein (CTNNAL1) mRNA, complete cds."//0// 

2230bp//99%//AF030233 

C-NT2RM1001043 

C-NT2RM1001066 

C-NT2RM1.001072//"1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE GAM- 
MA 1 (EC 3.1.4.11) (PLC-GAMMA-1) (PHOSPHOLIPASE C-GAMMA-1) (PLC-II) (PLC-148).&quot7/8.3E-47// 
259aa//35%//P08487 

C-NT2RM1001085//"Rattus norvegicus brain specific cortactin-binding protein CBP90 mRNA, partial cds. 
"//3.7E-32//460bp//64%//AF053768 

C-NT2RM1001102//"Human HEM45 mRNA, complete cds.&quot7/2.3E-27//482bp//63%//U88964 
C-NT2RM1001105 

C-NT2RM1001139//Homo sapiens mRNA; cDNA DKFZp564F0522 (from clone DKFZp564F0522).//0//1 756bp// 

99%//AL049943 

C-NT2RM2000420 

C-NT2RM2000566//"Homo sapiens integrin alpha-7 mRNA, complete cds.&quot//0//2519bp//96%// 

AF032108 

C-NT2RM2000609 

C-NT2RM2000612//"Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, 
complete CdS."//2.6E-1 06//1 069bp//74%//U35776 

C-NT2RM2000735//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6)y/2.9E-103//249aa//73%//P28160 
C-NT2RM2001588 

C-NT2RM2001605//Homo sapiens mRNA for PLU-1 protein7/0//3114bp//99%//AJ1 32440 
C-NT2RM2001613//"Homo sapiens sec61 homolog mRNA, complete cds.&quot//0//2601bp//99%// 
AF084458 



2332 



EP 1 074 617 A2 



C-NT2RM2001632//KES 1 PROTEIN.//1.40E-31//342aa//34%//P35844 

C-NT2RM2001648//"Homo sapiens sec61 homolog mRNA, complete cds.&quot//0//2421bp//99%// 
AF084458 

C-NT2RM200l652//"Homo sapiens guanine nucleotide exchange factor mRNA, complete cds."//0// 
5 2608bp//99%//AF1 1 1 1 62 

C-NT2RM2001659//ZINC/CADMIUM RESISTANCE PROTEIN 7/3.4 E-39//1 61 aa//34%//P201 07 
C-NT2RM2001664//"Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete 
CdS.&quot//0//2471 bp//99%//AF0441 95 

C-NT2RM2001668//"Homo sapiens putative WHSC1 protein (WHSC1) mRNA, alternative splice product 
10 ending in intron 11 , complete cds.&quot//6.2E-16//464bp//62%//AF083391 

C-NT2RM2001 671//"Oryctolagus cuniculus sarcolemmal associated protein (SLAP1 ) mRNA, complete cds. 

"//0//1 843bp//94%//U21 1 55 

C-NT2RM2001675 

C-NT2RM2001681 

15 C-NT2RM2001 688//HYPOTHETICAL 33.8 KD PROTEIN C5H10.01 IN CHROMOSOME l.//4.60E-20//253aa// 

30%//Q09674 

C-NT2RM2001695//Homo sapiens clone H63 unknown mRNA.//0//2016bp//99%//AF 103804 
C-NT2RM2001696 

C-NT2RM2001698//"Homo sapiens XGalT-1 mRNA for galactosyltransferase I, complete cds."//6.2E- 
20 253//1 1 70bp//99%//AB028600 

C-NT2RM2001700//"ACYL-COA DEHYDROGENASE, VERY-LONG-CHAIN SPECIFIC (EC 1.3.99.-) (VL- 

CAD) (FRAGMENT)."//5.7E-130//536aa//49%//P50544 

C-NT2RM2001716 

C-NT2RM2001723 

25 C-NT2RM2001730//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE K02C4.3 (EC 3.1.2.15) 

(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
ZYM E) 7/7.2E-1 6//381 aa//27%//Q 09931 

C-NT2RM2001743//"Homo sapiens cell cycle progression 2 protein (CPR2) mRNA, complete cds."// 
0//1 498bp//99%//AF01 1 792 
30 C-NT2RM2001 753//HYPOTHETICAL PROTEIN KIAA0210.//8.8E-11//119aa//36%//Q92609 

C-NT2RM2001760//"Homo sapiens sec61 homolog mRNA, complete cds."//0//2379bp//99%// 

AF084458 

C-NT2RM2001768 

C-NT2RM2001771//ZINC FINGER PROTEIN 135.//6.4E-154//394aa//64%//P52742 
35 C-NT2RM2001 782//"Homo sapiens GDP-mannose pyrophosphorylase A (GMPPA) mRNA, complete cds. 

"//0//1 470bp//99%//AF1 35422 
C-NT2RM2001784 

C-NT2RM2001785//Homo sapiens mRNA; cDNA DKFZp586C201 (from clone DKFZp586C201).//0//2146bp// 
99%//AL050118 
40 C-NT2RM2001813 

C-NT2RM2001823//CHD1 PROTEIN 7/1 .8E-1 06//631 aa//39%//P32657 

C-NT2RM2001839//"Homo sapiens calumein (Calu) mRNA, complete cds.&quot7/0//24l5bp//97%// 
AF0 13759 
C-NT2RM2001840 
45 C-NT2RM2001855 

C-NT2RM2001867//"Homo sapiens mRNA for KIAA0943 protein, partial cds.&quot7/0//967bp//99%// 

AB023160 

C-NT2RM2001879 

C-NT2RM2001983//"Homo sapiens RGS-GAIP interacting protein GIPC mRNA, complete cds."//0// 
50 1 658bp//98%//AF08981 6 

C-NT2RM2002l45//"Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds."// 

8.5E-1 91//1 524bp//81 %//AF084928 

C-NT2RM4000027 

C-NT2RM4000030//LAS1 PROTEIN.//5.6E-12//184aa//32%//P36146 
55 C-NT2RM4000046//GOLIATH PROTEIN (G1 PROTEIN),//0.000008//112aa//31%//Q06003 

C-NT2RM4000155//"THREONYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1.3) (THREONINE-- 
TRNA LIGASE) (THRRS).&quoty/1.2E-157//321aa//6l%//P26639 
C-NT2RM4000156//H.sapiensHPBRII-7 gene.//3.6E-21//785bp//60%//X67336 
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C-NT2RM4000167//"Homo sapiens kinesin superfamily motor KIF4 mRNA, complete cds."//0// 

1 946bp//99%//AF071 592 

C-NT2RM4000199 

C-NT2RM4000200 

5 C-NT2RM4000202//ZINC FINGER PROTEIN MOK-2 (HOK-2)7/4.9E-32//170aa//41%//Q 16600 

C-NT2RM4000233//"Mus musculus semaphorin Via mRNA, complete cds."//3.4E-23l//1 395bp//86%// 

AF030430 

C-NT2RM4000244 

C-NT2RM4000251 
10 C-NT2RM4000265 

C-NT2RM4000324 

C-NT2RM4000327 

C-NT2RM4000356//RAS-RELATED PROTEIN RAB-1 7.//5.9E-80//21 3aa//75%//P35292 
C-NT2RM4000425 

15 C-NT2RM4000433//"Mus musculus retinoic acid-responsive protein (Stra6) mRNA, complete cds."// 

4.1 E-271//2085bp//77%//AF062476 
C-NT2RM4000514 

C-NT2RM4000531//ZINC FINGER PROTEIN 29 (ZFP-29)y/2.4E-89//389aa//43%//007230 
C-NT2RM4000532 
20 C-NT2RM4000534 
C-NT2RM4000603 

C-NT2RM4000611/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//2.9E-09//1 08aa//31 %//Q00808 
C-NT2RM4000616//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1 .1 ) (ACETATE-COA LIGASE) (ACYL- AC- 
TIVATING ENZYME).//2.7E-146//420aa//60%//P27550 
25 C-NT2RM4000674//HYPOTHETICAL SYMPORTER SLL1374.//1.2E-28//180aa//30%//P74168 

C-NT2RM4000689 
C-NT2RM4000698 
C-NT2RM4000700 

C-NT2RM4000712//"Homo sapiens ubiquitin hydrolyzing enzyme I (UBH1) mRNA, partial cds.&quot//1 E- 
30 1 36//1 1 04bp//77V/AF022789 

C-NT2RM4000717 

C-NT2RM4000733//TRANSCRIPTION TERMINATION FACTOR RHO 7/0.00000041 //207aa//29%//P52 154 
C-NT2RM4000734//"Horno sapiens mRNA for KIAA0760 protein, partial cds."//0//2273bp//99%// 
AB018303 

35 C-NT2RM4000741//"Homo sapiens hSGT1 mRNA for hSgtlp, complete cds."//0//2184bp//99%// 

D88208 

C-NT2RM4000751//ZINC FINGER PROTEIN 184 (FRAGMENT)7/3.9E-125//30laa//53%//Q99676 
C-NT2RM4000764 
C-NT2RM4000778 
40 C-NT2RM4000787 
C-NT2RM4000790 

C-NT2RM4000795//"Homo sapiens mRNA for KIAA0951 protein, complete cds."//0//1847bp//96%// 

AB023168 

C-NT2RM4000796 

45 C-NT2RM4000798//"Homo sapiens brefeldin A-inhibited guanine nucleotide-exchange protein 2 mRNA, 

complete cds.&quoty/0//2603bp//99%//AF084521 
C-NT2RM4000813 

C-NT2RM4000820//VACUOLAR ATP SYNTHASE SUBUNIT AC45 PRECURSOR (EC 3.6.1.34) (V-ATPASE 

AC45 SUBUNIT).//1 .10E-24//138aa//44%//P40682 
50 C-NT2RM4000833 

C-NT2RM4000848 

C-NT2RM4000852 

C-NT2RM4000855 

C-NT2RM4000887 
55 C-NT2RM4000895 

C-NT2RM4000950 

C-NT2RM4000979 

C-NT2RM4001002//Homo sapiens mRNA; cDNA DKFZp586G051 8 (from clone DKFZp586G0518).//0//2259bp// 
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100%//AL050092 
C-NT2RM4001032 

C-NT2RM4001 047//M025 PROTEIN7/8E-1 40//333aa//80%//Q061 38 

C-NT2RM4001 054//"Homo sapiens sec61 homolog mRNA, complete cds."//3. 1 E-190//1 31 5bp//81 %// 
5 AF077032 

C-NT2RM4001 084//HYPOTHETICAL 105.6 KD PROTEIN C16C9.06C IN CHROMOSOME 1 7/0.000000032// 
l65aa//33%//Q09820 

C-NT2RM4001 1 1 6//HYPOTHETICAL 216.3 KD PROTEIN R06F6.8 IN CHROMOSOME ll.//5.9E-86//292aa// 
48%//Q09417 

10 C-NT2RM4001140//HOMEOBOX PROTEIN MSH-D.//1 E-11//103aa//38%//Q01704 

C-NT2RM4001151 

C-NT2RM4001 1 55//AD RENAL MEDULLA 50 KD PROTEIN7/4.1 E-197//445aa//78%//Q27969 

C-NT2RM4001160 

C-NT2RM4001187 

15 C-NT2RM4001191//"Homo sapiens clone 24963 mRNA sequence, complete cds.&quot//0//1950bp//99%// 

AF131737 

C-NT2RM4001200//ZINC FINGER PROTEIN 135.//9.5E-135//375aa//60%//P52742 

C-NT2RM4001203//"Homo sapiens mRNA for KIAA0839 protein, partial cds.&quot7/0//3047bp//99%// 
AB020646 

20 C-NT2RM4001204//"Homo sapiens mRNA for KIAA1089 protein, partial cds.&quot//0//2349bp//99%// 

AB029012 

C-NT2RM4001217//"Homo sapiens nuclear matrix protein NRP/B (NRPB) mRNA, complete cds."// 
7.3E-1 48//1 409bp//72%//AF05961 1 

C-NT2RM4001256//"Xenopus laevis putative Zic3 binding protein mRNA, complete cds.&quot//4.30E-55// 
25 289bp//77%//AF129131 
C-NT2RM4001258 
C-NT2RM4001309 

C-NT2RM4001313//PHOSPHATIDYLINOSITOL 3-KINASE VPS34-LIKE (EC 2.7.1 .137) (PI3-KINASE) (PTDINS- 
3-KINASE) (PI3K)7/3.50E-35//124aa//65%//P54676 
30 C-NT2RM4001316//"ACYL-COA DEHYDROGENASE, MEDIUM-CHAIN SPECIFIC PRECURSOR (EC 

1 .3.99.3) (MCAD)."//2.3E-31//334aa//30%//P08503 

C-NT2RM4001 320//"Homo sapiens mRNA for Neuroblastoma, complete cds."//l .8E-39//728bp//64%// 
D89016 

C-NT2RM4001340//UTR4 PROTEIN (UNKNOWN TRANSCRIPT 4 PROTEIN) 7/1 E-28//1 71 aa//37%//P32626 
35 C-NT2RM4001 344//HYPOTHETICAL GTP-BINDING PROTEIN IN POP2-HOL1 INTERGENIC REGION.//8.1E- 

30//265aa//33%//P53742 

C-NT2RM4001347//"Homo sapiens NY-REN-25 antigen mRNA, partial cds.&quoty/0//2300bp//99%// 
AF155103 

C-NT2RM4001371//"Homo sapiens IDN3 mRNA, partial cds.&quot//0//2524bp//99%//AB0 19494 
40 C-NT2RM400l382//"Homo sapiens RanBP7/importin 7 mRNA, complete cds."//2.2E-237//1079bp// 

99%//AF098799 
C-NT2RM4001384 
C-NT2RM4001410 

C-NT2RM4001 411//"Mus musculus Pro-rich, PH, SH2 domain-containing signaling mediator (PSM) mRNA, 
45 complete cds."//0//1 962bp//87%//AF020526 

C-NT2RM4001412//"Homo sapiens nGAP mRNA, complete cds.&quot//0//1918bp//99%//AF047711 

C-NT2RM4001414 

C-NT2RM4001437 

C-NT2RM4001 444//ISOLEUCYL-TRN A SYNTHETASE (EC 6.1.1.5) (ISOLEUCINE-TRNA LIGASE) (ILERS).// 
50 1.4E-11 8//444aa//46%//P73505 

C-NT2RM4001454 
C-NT2RM4001455 

C-NT2RM4001483//ZINC FINGER PROTEIN 1 367/5. 1 E-106//357aa//55%//P52737 

C-NT2RM4001489//"Homo sapiens mRNA for KIAA0685 protein, complete cds.&quot7/0//l8l0bp//99%// 
55 AB0 14585 

C-NT2RM4001522 

C-NT2RM4001557//"Homo sapiens mRNA for KIAA1040 protein, partial cds.&quot7/0//1547bp//97V/ 
AB028963 
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C-NT2RM4001565 

C-NT2RM4001566//"Homo sapiens mRNA for KIAA1114 protein, complete cds."//0//1900bp//99%// 
AB029037 

C-NT2RM4001582//"Mus musculus COP9 complex subunit 7b (COPS7b) mRNA, complete cds."// 
5 1 .5E-284//1082bp//90%//AF071 31 7 

C-NT2RM4001592//"Homo sapiens mRNA for KIAA1122 protein, partial cds."//0//2170bp//99%// 

AB032948 

C-NT2RM4001594 

C-NT2RM4001 597//M. musculus red-1 gene.//2.1 E-171//1414bp//78%//X92750 
10 C-NT2RM4001 611//SIS2 PROTEIN (HALOTOLERANCE PROTEIN HAL3).//2.6E-32//203aa//39%//Q12600 

C-NT2RM4001629//"MAGUK P55 SUBFAMILY MEMBER 3 (MPP3 PROTEIN) (DISCS, LARGE HOMOLOG 

3).&quot//1 .5E-93//278aa//38%//Q1 3368 

C-NT2RM4001650 

ONT2RM4001662 

15 C-NT2RM4001 666//HYPOTHETICAL 48.6 KD PROTEIN IN ALPA-GABP INTERGENIC REGION.//2.7E-84// 

410aa//42%//P37339 
C-NT2RM4001682 
C-NT2RM4001710 

C-NT2RM4001714//SEPTIN 2 HOMOLOG (FRAGMENT).//8.9E-141//354aa//72%//Ql4141 
20 C-NT2RM4001715 

C-NT2RM4001731//"Homo sapiens mRNA for KIAA1004 protein, partial cds."//0//1922bp//100%// 
AB023221 
C-NT2RM4001 746 
C-NT2RM4001 754 

25 C-NT2RM4001758//PUTATIVE SERINE/THREONINE-PROTEIN KINASE EMK (EC 2.7.1 .-) 7/4.1 E-186//639aa// 

58%//Q05512 

C-NT2RM4001783//ZINC FINGER PROTEIN HRX (ALL-1)7/7.9E-66//311aa//35%//Q031 64 
C-NT2RM4001810//"Homo sapiens mRNA for KIAA0863 protein, complete cds.&quot 7/07/23 77bp//99%// 
AB020670 

30 C-NT2RM4001813//LECTIN BRA-27/0.00000048//114aa//30%//P 17346 

C-NT2RM4001823//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6)V//2.9E-55//325aa//37%//P28160 
C-NT2RM4001828//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//5.9E-161//481aa//56%// 
P51523 

C-NT2RM4001836 

35 C-NT2RM4001841//"Homo sapiens mRNA for KIAA0920 protein, complete cds."//0//1861bp//98%// 

AB023137 
C-NT2RM4001842 
C-NT2RM4001856 

C-NT2RM4001858//T-BOX CONTAINING PROTEIN TBX6L (FRAGMENT).//6.5E-22//126aa//46%//P79779 
40 C-NT2RM4001 865//Homo sapiens mRNA for atopy related autoantigen CALC 7/4.3 E-244//1 248bp//94%//Y1 771 1 

C-NT2RM4001876//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1)7/6.5E-23//184aa// 
36%//Ql5404 

C-NT2RM4001 880//PUTATIVE DNA HELICASE II HOMOLOG (EC 3.6.1.-).//5.9E-09//268aa//26%//P47486 
C-NT2RM4001922//"Homo-sapiens mRNA for KIAA0957 protein, complete cds.&quot//0//2165bp//99%// 
45 AB023174 

C-NT2RM4001930//"Homo sapiens dolichyl-P-Glc:Man9GlcNAc2-PP-dolichyl glucosyltransferase (ALG6) 
mRNA, complete cds.&quot//0//1930bp//99%//AF1 02851 

C-NT2RM4001940//"Homo sapiens timeless homolog mRNA, complete cds.&quot//0//2087bp//99%// 
AF098162 
50 C-NT2RM4001953 
C-NT2RM4001965 

C-NT2RM4001969//R.norvegicus mRNA for IP63 protein.//2.6E-261//1563bp//84%//X99330 
C-NT2RM4001979//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//1 .8E-112//457aa//47%// 
P51523 
55 C-NT2RM4001984 

C-NT2RM4001 987//"NEURAL CELL ADHESION MOLECULE 1 , LARGE ISOFORM PRECURSOR (N-CAM 
180) [CONTAINS: N-CAM 140].&quot7/3.2E-17//281aa//30%//P16170 

C-NT2RM400201 3//HYPOTHETICAL 89.4 KD TRP-ASP REPEATS CONTAINING PROTEIN IN PMT6-PCT1 
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INTERGENIC REGION.//6.9E-94//589aa//35%//P42935 
C-NT2RM4002018 

C-NT2RM4002034//"Homo sapiens hiwi mRNA, partial cdS.&quot7/1.9E-53//1585bp//60%//AF 104260 
C-NT2RM4002044 
5 C-NT2RM4002054 

C-NT2RM4002063//"Oryctolagus cuniculus sarcosine oxidase (SOX) mRNA, complete cds."//0// 
1865bp//99%//U82267 

C-NT2RM4002066//"Homo sapiens thyroid hormone receptor-associated protein complex component 
TRAP230 mRNA, complete CdS."//1 .50E-211//1123bp//71%//AF1 17755 
10 C-NT2RM4002075//RING CANAL PROTEIN (KELCH PROTEIN).//2.8E-105//556aa//41%//Q04652 

C-NT2RM4002128 
C-NT2RM4002140 

C-NT2RM4002145//SLIT PROTEIN PRECURSORY/1 .40E-09//127aa//33%//P24014 

C-NT2RM4002161//"Homo sapiens laforin (EPM2A) mRNA, complete cds."//0//2671bp//99%// 
15 AF084535 

C-NT2RM4002174//MRP PROTEIN 7/9.1 E-68//264aa//51%//P21 590 

C-NT2RM4002189//"GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLU- 
COSIDASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).&quot7/6.2E-33//688aa//27%//P08640 
C-NT2RM4002205//"ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G)."//3E- 
20 37//1 22aa//72%//Q07803 

C-NT2RM4002213//"Homo sapiens protein phosphatase methylesterase-1 (PME-1) mRNA, complete cds. 
"//0//2452bp//1 00%//AF1 57028 

C-NT2RM4002226//GTPASE ACTIVATING PROTEIN ROTUND 7/3. 7E-19//147aa//41%//P40809 

C-NT2RM4002251//"ALPHA-1 ,3-MANNOSYL-GLYCOPROTEIN BETA-1 ,2-N-AC ETYLGLUCOSAMI NYL- 
25 TRANSFERASE (EC 2.4.1.101) (N-GLYCOSYL-OLIGOSACCHARIDE-GLYCOPROTEIN N-ACETYLGLU- 

COSAMINYLTRANSFERASE I) (GNT-I) (GLCNAC-TI).&quot//2.2E"36//320aa//38%//P27808 

C-NT2RM4002256 

C-NT2RM4002266 

C-NT2RM4002281 
30 C-NT2RM4002287 

C-NT2RM4002294 

C-NT2RM4002301 

C-NT2RM4002323//ANTIGEN GOR (FRAGMENT).//0.000000001//154aa//33 %//P48778 
C-NT2RM4002339 
35 C-NT2RM4002344 

C-NT2RM4002373//"Homo sapiens mRNA for KIAA0649 protein, complete cds.&quot7/0//2666bp//99%// 

ABO 14549 

C-NT2RM4002374 

C-NT2RM4002383 

40 C-NT2RM4002409//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1.1) (ACETATE-CO A LI GAS E) (ACYL- AC- 

TIVATING ENZYME).//1 .3E-29//275aa//30%//P27095 

C-NT2RM4002438//"Xenopus laevis putative Zic3 binding protein mRNA, complete cds.&quot7/1.1E-49// 
611bp//70%//AF129131 
C-NT2RM4002446 
45 C-NT2RM4002452 
C-NT2RM4002457 

C-NT2RM4002460//"ENV POLYPROTEIN (COAT POLYPROTEIN) [CONTAINS: COAT PROTEINS GP70, 

GP20]."//0.0000016//226aa//24%//P51515 

C-NT2RM4002493 

50 C-NT2RM4002527//VEG ETATI BLE INCOMPATIBILITY PROTEIN HET-E-1 V/8.9E-15//366aa//27%//Q00808 

C-NT2RM4002532//PROTEIN HOM 1 .//2E-1 6//276aa//28%//P551 37 

C-NT2RM4002558//"Homo sapiens fatty acid transport protein (FATP) mRNA, complete cds."//0// 
1797bp//99%//AF055899 
C-NT2RM4002567 
55 C-NT2RM4002593 

C-NT2RM4002594//MSP1 PROTEIN HOMOLOG7/2.7E-68//236aa//58%//P5481 5 

C-NT2RM4002623//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE--TRNA LIGASE) (ASPRS).// 
2.3E-1 01//488aa//45%//032038 
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C-NT2RP1 000324 

C-NT2RP1000363//"Homo sapiens mRNA for KIAA0638 protein, partial cds.&quot//0//1345bp//99%// 

AB014538 

C-NT2RP1000418 

5 C-NT2RP1 00051 3//"Human NifU-like protein (hNifU) mRNA, partial cds."//6.50E-171//516bp//99%// 

U47101 

C-NT2RP1 000721 
C-NT2RP1 000730 
C-NT2RP1 000767 
W C-NT2RP1 000836 

C-NT2RP1 000902//HYPOTHETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME lll.//5.2E-20//306aa// 

33%//Q09531 

C-NT2RP1 000943 

C-NT2RP100l033//"Homo sapiens delta-tubulin mRNA, complete cds."//2.10E-285//l290bp//l00%// 
15 AF201333 

C-NT2RP1001073//"Homo sapiens U6 snRNA-associated Sm-like protein LSm5 mRNA, complete cds. 

"//8.1 E-1 07//504bp//99%//AF1 82291 

C-NT2RP1001199 

C-NT2RP1001248 

20 C-NT2RP1001253//"Homo sapiens oscillin (hLn) mRNA, complete cds.&quot7/0//2020bp//99%//AF029914 

C-NT2RP1001286 

C-NT2RP1 001 294//MICROTUBULE-ASSOCIATED PROTEIN YTM1 7/1 .80 E-38//258aa//32%//Q 12024 
C-NT2RP1 001 302//MICROTUBULE-ASSOCIATED PROTEIN YTM17/1 .80E-38//258aa//32%//Q 12024 
C-NT2RPl00l3l0//"Homo sapiens mitochondrial carrier homo log 1 isoform a mRNA, partial cds; nuclear 
25 gene for mitochondrial product.&quot7/0//l 732bp//99%//AF1 76006 

C-NT2RP1001361//"Homo sapiens NADH-ubiquinone oxidoreductase subunit B14.5B homolog mRNA, 
complete cds."//6.5E-1 1 6//541 bp//1 00%//AF070652 

C-NT2RP1 001 385//HYPOTHETICAL 48.8 KD PROTEIN IN SSU81-SCS2 INTERGENIC REGION7/2.7E-22// 
284aa//25%//P40074 
30 C-NT2RP1001432 

C-NT2RP2000040//"Homo sapiens mRNA for KIAA0747 protein, partial cds.&quot7/0//2648bp//99%// 
AB013290 

C-NT2RP2000076//Homo sapiens partial mRNA for polyhomeotic 2 protein (PH2 gene) 7/7.9 E-20//265bp//73%// 
AJ242730 
35 C-NT2RP2000098 
C-NT2RP2000108 

C-NT2RP2000257//PUTAT1VE MITOCHONDRIAL CARRIER YlL006W7/9.7E-41//278aa//36%//P40556 
C-NT2RP2000258//ACTIVATOR 1 140 KD SUBUNIT (REPLICATION FACTOR C LARGE SUBUNIT) (A1 140 KD 
SUBUNIT) (RF-C 140 KD SUBUNIT) (ACTIVATOR 1 LARGE SUBUNIT) (DNA-BINDING PROTEIN PO-GA).// 
40 7.1E-12//213aa//23%//P35251 
C-NT2RP2000289 
C-NT2RP2000327 
C-NT2RP2000337 

C-NT2RP2000420//ZINC FINGER PROTEIN 1657/8.5E-33//155aa//52%//P49910 
45 C-NT2RP2000459 
C-NT2RP2000498 
C-NT2RP2000758 
C-NT2RP2001137 
C-NT2RP2001149 

50 C-NT2RP2001168/A/ERPROLIN7/1.5E-09//143aa//33%//P37370 

C-NT2RP2001173//"Homo sapiens mRNA for KIAA0480 protein, complete cds.&quot7/0//1780bp//99%// 
AB007949 

C-NT2RP2001 1 74//GASTRULA ZINC FINGER PROTEIN XLCGF46.1 (FRAGMENT)7/6E-10//88aa//38%// 
P 18722 
55 C-NT2RP2001196 
C-NT2RP2001226 

C-NT2RP200l268//"Homo sapiens mRNA for KIAA0810 protein, partial cds.&quoty/0//330lbp//98%// 
AB018353 
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C-NT2RP2001 290//BETA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-BETA) (SNAP-ALPHA HOMOLOG) 
(BRAIN PROTEIN 147) (FRAGMENT)7/4.4E-91//179aa//99%//P28663 

C-NT2RP2001295//ZINC/CADMIUM RESISTANCE PROTEIN.//8.3E-39//161 aa//34%//P20107 
C-NT2RP2001312 

5 C-NT2RP2001327//"TUMOR NECROSIS FACTOR. ALPHA-INDUCED PROTEIN 1 , ENDOTHELIAL (B12 

PROTEIN).&quoty/5.5E-116//311aa//71%//Q13829 
C-NT2RP2001328 
C-NT2RP2001366 

C-NT2RP2001378//MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2)7/2E-11//403aa//25%//Q02817 
W C-NT2RP2001392//MITOCHONDRIALLON PROTEASE HOMOLOG 1 PRECURSOR (EC 3.4.21 .-).//8.4E-1 92// 

581aa//54%//P93647 

C-NT2RP2001394//Homo sapiens mRNA for SCML2 p rote in.//0//2068bp//99%//Y 18004 
C-NT2RP2001420//"Mus musculus nuclear protein NIP45 mRNA, complete cds."//9E-112//742bp// 
82%//U76759 
15 C-NT2RP2001450 
C-NT2RP2001467 
C-NT2RP2001506 

C-NT2RP200l5l1//"Homo sapiens putative RNA-binding protein Q99 mRNA, complete cds."//3.2E- 
297//2206bp//75 %//AF093097 
20 C-NT2RP2001 520//Homo sapiens mRNA for mitochondrial carrier protein ARALAR1 .//0//2502bp//99%//Y1 4494 

C-NT2RP2001536//"Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete 
CdS.&quOty/0//2326bp//99%//AF035586 

C-NT2RP2001560//VAV2 PROTEIN. //0.00000015//21 9aa//27%//Q60992 

C-NT2RP2001 576//HYPOTHETICAL 62.2 KD PROTEIN C4G8.12C IN CHROMOSOME l.//8.2E-29//294aa// 
25 31%//Q09837 

C-NT2RP2001581 

C-NT2RP2001597//"RYANODlNE RECEPTOR, CARDIAC MUSCLE."//0.000000036//127aa//36%// 
P30957 

C-NT2RP2001628 

30 C-NT2RP2001663//ENOLASE (EC 4.2.1.11) (2-PHOSPHOGLYCERATE DEHYDRATASE) (2-PHOSPHO-D- 

GLYCERATE HYDRO-LYASE) (FRAGMENT).//1 .1 E-47//1 26aa//53%//P42897 

C-NT2RP2001 748//FARN ESYL PYROPHOSPHATE SYNTHETASE (FPP SYNTHETASE) (FPS) (FARNESYL DI- 
PHOSPHATE SYNTHETASE) (DIMETHYLALLYLTRANSFERASE (EC 2.5.1.1) / GERANYLTRANSTRANS- 
FERASE (EC 2.5.1.10)) (KIAA0032).//5.40E-47//96aa//97%//P 14324 
35 C-NT2RP2001813 

C-NT2RP2001883//"Homo sapiens CGI-01 protein mRNA, complete cds.&quot//0//2306bp//99%// 
AF1 32936 

C-NT2RP2001 900//ACTIN-LIKE PROTEIN ARP5.//2.3E-38//395aa//30%//P53946 
C-NT2RP2001947 

40 C-NT2RP2001985//"Homo sapiens high-risk human papilloma viruses E6 oncoproteins targeted protein 

E6TP1 alpha mRNA, complete CdS."//2.00E-38//435bp//67%//AF090989 

C-NT2RP2001991//SODIUM- AND CHLORIDE-DEPENDENT TRANSPORTER NTT73.//6.5E-129//279aa//85%// 
Q08469 

C-NT2RP2002025//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (NR-CAM) (BRAVO).// 
45 1 .7E-47//247aa//52%//P35331 

C-NT2RP2002058//"Homo sapiens WD repeat protein WDR3 (WDR3) mRNA, complete cds."//0// 
251 0bp//99%//AF08321 7 

C-NT2RP2002076//Homo sapiens clone 24804 mRNA sequence. 7/1. 5 E-294//1334bp//99%//AF052 183 

C-NT2RP2002078//PECANEX PROTEIN.//1 .8E-09//1 95aa//32%//P1 8490 
50 C-NT2RP2002079//"HISTONE H1 , GONADAL"//4.4E-1 1//214aa//34%//P02256 

C-NT2RP2002099//Homo sapiens mRNA for E1 B-55kDa-associated proteiny/0//3389bp//99%//AJ007509 

C-NT2RP2002185//"Homo sapiens ubiquilin mRNA, complete cds."//0//1789bp//99%//AF1 76069 

C-NT2RP2002193//"Homo sapiens PIAS3 mRNA for protein inhibitor of activatied STAT3, complete cds. 

"//0//2809bp//99%//AB021 868 
55 C-NT2RP2002231 

C-NT2RP2002235 

C-NT2RP2002252//"Mus musculus (clone pVZmSin3A9) mSin3A9 mRNA, complete cds.&quoty/0//31 1 8bp// 
91%//L38621 
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C-NT2RP2002292 
C-NT2RP2002408 

C-NT2RP2002442//HESA PROTEIN7/2.8E-14//163aa//30%//P46037 

C-NT2RP2002464//DNA CROSS-LINK REPAIR PROTEIN PS02/SNM1 Y/6.50E-07//1 71 aa//27%//P30620 
5 C-NT2RP2002498 

C-NT2RP2002503//ZINC FINGER PROTEIN 45 (BRCl744).//4.6E-144//537aa//49%//Q02386 
C-NT2RP2002520//"Homo sapiens transcription factor RFX-B (RFXB) mRNA, complete cds.&quot//3.70E- 
34//668bp//61 %//AF1 05427 
C-NT2RP2002549 

10 C-NT2RP2002609//2-HYDROXYMUCONIC SEMIALDEHYDE HYDROLASE (EC 3.1.1.-) (HMSH).//2.80E-08// 

109aa//37%//P19076 
C-NT2RP2002706 

C-NT2RP2002710//SH3-BINDING PROTEIN 3BP-1 7/4.9E-85//489aa//43%//P55194 
C-NT2RP2002800 

15 C-NT2RP2002880//GLUCOSE REPRESSION MEDIATOR PROTEIN7/0.000039//206aa//23%//P14922 

C-NT2RP2002891 

C-NT2RP2002929//HYPOTHETICAL 46.2 KD TRP-ASP REPEATS CONTAINING PROTEIN D2013.2 IN CHRO- 
MOSOME 117/4.1 E-87//395aa//40%//Q18964 

C-NT2RP2002939//ZINC FINGER PROTEIN 1367/5.4E-70//282aa//42%//P52737 
20 C-NT2RP2002993//DNA-DIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 

POLYMERASE I SUBUNIT2) (RPA135)7/0//716aa//91%//P70700 
C-NT2RP2003034 
C-NT2RP2003099 

C-NT2RP2003137//UBIQUITIN7/0.000026//70aa//30%//P13117 
25 C-NT2RP2003157//"Homo sapiens CGI-74 protein mRNA, complete cds.&quot7/0//2037bp//99%// 

AF151832 

C-NT2RP2003l58//"Homo sapiens mRNA for proteasome subunit p58, complete cds."//0//209lbp// 

99%//D67025 

C-NT2RP2003165 

30 C-NT2RP2003243//Homo sapiens partial mRNA for putative p621 protein which interacts with transcription factor 

Sp1 7/0//1 544bp//99%//AJ242978 

C-NT2RP2003277//"Homo sapiens mRNA for KIAA0625 protein, partial cds.&quot7/0//3788bp//99%// 
AB014525 

C-NT2RP2003286//PROBABLE RNA3'-TERMINAL PHOSPHATE CYCLASE (EC 6.5.1 .4) (RNA-3'- PHOSPHATE 
35 CYCLASE) (RNA CYCLASE).//4. 1 E-88//374aa//47%//O23400 

C-NT2RP2003297 

C-NT2RP2003307//KINESIN LIGHT CHAIN (KLC).//2.2E-199//550aa//70%//Q07866 
C-NT2RP2003308//CROOKED NECK PROTEIN7/5.4E-244//622aa//67%//P17886 

C-NT2RP2003347//BREAST CANCER TYPE 1 SUSCEPTIBILITY PROTEIN HOMOLOG.//0.000022//261aa// 
40 24%//P48754 

C-NT2RP2003391//Homo sapiens mRNA for nuclear transport receptor7/0//1 509bp//99%//AJ 133769 

C-NT2RP2003393 

C-NT2RP2003445 

C-NT2RP2003466//"Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds."7/0//2194bp// 
45 99%//AF1 26799 

C-NT2RP2003480//"Homo sapiens zinc finger DNA binding protein 99 (ZNF281) mRNA, complete cds. 
"//0//301 2bp//99%//AF1 25 1 58 

C-NT2RP2003506//NADPH-CYTOCH ROM E P450 REDUCTASE (EC 1.6.2.4) (CPR)7/5.4E-14//106aa//46%// 
P04175 
50 C-NT2RP2003511 

C-NT2RP2003513//"Human mRNA for KIAA0270 gene, partial cds."//0//2137bp//97%//D87460 
C-NT2RP2003567//"Homo sapiens mRNA for KIAA0462 protein, partial cdS.&quot7/0//2343bp//99%// 
AB007931 

C-NT2RP2003604//"Homo sapiens alpha-catenin-like protein (CTNNAL1) mRNA, complete cds."//0// 
55 2442bp//99%//AF030233 
C-NT2RP2003691 

C-NT2RP20037l3//"Homo sapiens ubiquitin-specific protease 3 (USP3) mRNA, complete cds."//0// 
201 8bp//99%//AF073344 
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C-NT2RP2003760//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-CO P).//0//869aa// 
80%//P53620 
C-NT2RP2003764 
C-NT2RP2003769 
5 C-NT2RP2003777 

C-NT2RP2003840//HYPOTHETICAL 48.1 KD PROTEIN B0403.2 IN CHROMOSOME X.//3.7E-21//137aa//43%// 
Q11076 

C-NT2RP2003857//MYOTROPHIN (V-1 PROTEIN) (GRANULE CELL DIFFERENTIATION PROTEIN).// 
0.0000001 6//1 1 7aa//29%//Q91 955 
10 C-NT2RP2003981//"Homo sapiens mRNA for KIAA0804 protein, partial cds."//0//3046bp//99%// 

AB018347 

C-NT2RP2003984//Homo sapiens mRNA; cDNA DKFZp564A026 (from clone DKFZp564A026).//0//2514bp// 
99%//AL050367 

C-NT2RP2004041//SYNAPSINS IA AND IB7/0.00000074//159aa//32%//P 17599 
15 C-NT2RP2004066//"Human DNA sequence from clone 134019 on chromosome 1p36.1 1-36.33, complete 

sequence."//0//2410bp//99%//AL034555 

C-NT2RP2004081 

C-NT2RP2004124 

C-NT2RP2004152 
20 C-NT2RP2004165 

C-NT2RP2004187//ZINC FINGER PROTEIN 38 (ZFP-38) (CTFIN51) (TRANSCRIPTION FACTOR RU49).//5.6E- 

31//424aa//28%//007231 

C-NT2RP2004239//"Homo sapiens lok mRNA for protein kinase, complete cds.&quot//0//3044bp//99%// 
AB015718 
25 C-NT2RP2004245 
C-NT2RP2004364 
C-NT2RP2004365 

C-NT2RP2004366//"Homo sapiens mRNA for KIAA0986 protein, partial cds.&quot//0//2790bp//97%// 
AB023203 
30 C-NT2RP2004373 

C-NT2RP2004476//"Homo sapiens cyclin L ania-6a mRNA, complete cds."//0//2075bp//99%// 

AF1 80920 

C-NT2RP2004551 

C-NT2RP2004568//PUTATIVE ATP-DEPENDENT RNA HEUCASE C30D11.03.//3E-117//625aa//40%//Q09903 
35 C-NT2RP2004600 

C-NT2RP2004664//"Homo sapiens mRNA for KIAA0460 protein, partial cds."//0//2368bp//99%// 

AB007929 

C-NT2RP2004743 

C-NT2RP2004768//SERINE/THREONINE-PROTEIN KINASE NRK1 (EC 2.7.1.-) (N-RICH KINASE 1)7/1 .3E-26// 
40 190aa//41-%//P38692 

C-NT2RP2004816//"Homo sapiens H beta 58 homolog mRNA, complete cds.&quot//0//2144bp//96%// 

AF054179 

C-NT2RP2004861 

C-NT2RP2004897 

45 C-NT2RP2004933//"Homo sapiens mRNAforZIP-kinase, complete cds.&quot7/0//2103bp//99%//AB0071 44 

C-NT2RP2004978//ACTIN-LIKE PROTEIN ARP8 7/3.3 E-47//353aa//30%//Q1 2386 

C-NT2RP2005038//DNA NUCLEOTIDYLEXOTRANSFERASE (EC 2.7.7.31) (TERMINAL ADDITION ENZYME) 
(TERMINAL DEOXYNUCLEOTI DYLTRANSFE RASE) (TERMINAL TRANSFERASE)7/4E-91//218aa//44%// 
Q92089 

so C-NT2RP20051 62//"Homo sapiens aspartyl aminopeptidase mRNA, complete cds."//0//1 61 5bp//99%// 
AF005050 

C-NT2RP2005204//"Homo sapiens SUMO-1 -activating enzyme E1 N subunit (SUA1 ) mRNA, complete cds. 
&quot7/0//1 262bp//99%//AF090385 
C-NT2RP2005227 
55 C-NT2RP2005287 

C-NT2RP2005288//"Homo sapiens RCCl-like G exchanging factor RLG mRNA, complete cds.&quoty/O// 
2992bp//99%//AF06021 9 

C-NT2RP2005490//"Mus musculus D3Mm3e (D3Mm3e) mRNA, complete cds.&quoty/l .8E-1 75//1 1 02bp// 
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83%//AF053628 

C-NT2RP2005539//"Homo sapiens mRNA for KIAA0850 protein, complete cds.&quot//0//1560bp//99%// 
AB020657 

C-NT2RP2005605//QUEUINE TRNA-RIBOSYLTRANSFERASE (EC 2.4.2.29) (TRNA-GUANINE TRANSGLYC- 
5 OSYLASE) (GUANINE INSERTION ENZYME).//8.2E-23//1 64aa//28%//032053 

C-NT2RP2005722//"Homo sapiens ZK1 mRNA for Kruppel-type zinc finger protein, complete cds."// 

0//2545bp//99%//AB01 1414 

C-NT2RP2005732 

C-NT2RP2005784//"Homo sapiens ubiquitin-conjugating enzyme variant Kua (UBE2V) mRNA, complete 
10 cds.&quot//0//2191bp//92%//AF155120 

C-NT2RP200581 2//HYPOTHETICAL 39.3 KD PROTEIN IN GCN4-WBP1 INTERGENIC REGION.//2.3E-39// 
318aa//31%//P40004 

C-NT2RP2005859//"Homo sapiens mRNA for KIAA0863 protein, complete cds.&quot//0//1649bp//99%// 
AB020670 
15 C-NT2RP2006023 

C-NT2RP2006334//Homo sapiens mRNA; cDNA DKFZp434J1 54 (from clone DKFZp434J1 54).//0//231 8bp//99%// 

AL080155 

C-NT2RP2006441 

C-NT2RP3000002 

20 C-NT2RP3000050//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//2.2E-150//490aa// 

53%//Q05481 
C-NT2RP3000055 
C-NT2RP3000068 
C-NT2RP3000080 

25 C-NT2RP3000085//ACETYL-/PROPIONYL-COENZYME A CARBOXYLASE ALPHA CHAIN [CONTAINS: BIOTIN 

CARBOXYLASE (EC 6.3.4.14); BIOTIN CARBOXYL CARRIER PROTEIN (BCCP)].//1 .9E-123//436aa//50%// 
P46401 

C-NT2RP3000092 

C-NT2RP3000109//P54 PROTEIN PRECURSOR.//0.0000065//358aa//22%//P13692 
30 C-NT2RP3000134 
C-NT2RP3000149 
C-NT2RP3000197 

C-NT2RP3000207//"GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLU- 

COSIDASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).&quot*y/2.9E-11//721aa//23%//P08640 
35 C-NT2RP3000233//"Human DNA sequence from clone 22D12 on chromosome Xq21 .1 -21 .33. Contains a 

novel protein similar to Drosophila Kelch (Ring Canal protein, KEL) and a heterogenous set of other types of 

proteins. Contains ESTs and GSSs, complete sequence."//0//1462bp//99%//AL035424 

C-NT2RP3000235 

C-NT2RP3000247 
40 C-NT2RP3000267 

C-NT2RP3000299//"Rattus norvegicus mRNA for Crk-associated substrate, pl30, complete cds."//0// 

2730bp//82%//D29766 

C-NT2RP3000324 

C-NT2RP3000341//"Homo sapiens mitochondrial inner membrane preprotein translocase Timl7a mRNA, 
<5 nuclear gene encoding mitochondrial protein, complete cds. "//1. 5 E-246//1124bp//99%//AF 106622 

C-NT2RP3000393//"Rattus norvegicus DNA-binding protein PREB (Preb) mRNA, complete cds."// 
5.8E-266//1 373bp//86%//AF061 81 7 

C-NT2RP3000441//"Homo sapiens squamous cell carcinoma antigen recognized by T cell (SART-2) mRNA, 
complete cds."//3.40E-42//645bp//67%//AF098066 
50 C-NT2RP3000449 
C-NT2RP3000451 
C-NT2RP3000456 
C-NT2RP3000542 
C-NT2RP3000561 

55 C-NT2RP3000562//"Homo sapiens putative RNA-binding protein Q99 mRNA, complete cds."//0// 

21 65bp//99%//AF093097 

C-NT2RP3000578//HES1 PROTEIN7/1 -3E-22//229aa//27%//P35843 
C-NT2RP3000590//UVS-2 PROTEIN.//1 .3E-22//458aa//24V/P33288 
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C-NT2RP3000592 
C-NT2RP3000622 
C-NT2RP3000624 
C-NT2RP3000685 

5 C-NT2RP3000736//HYPOTHETICAL PROTEIN KIAA01407/1 .2E-166//305aa//99%//014153 

C-NT2RP3000742//"1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE DELTA 
1 (EC 3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLC-III) (FRAGMENT).&quot//4.1 E-165// 
371aa//49%//P10895 
C-NT2RP3000753 

10 C-NT2RP3000826 
C-NT2RP3000865 

C-NT2RP3000875//MEVALONATE KINASE (EC 2.7.1.36) (MK).//7.7E-87//175aa//98%//Q03426 

C-NT2RP3001007 

C-NT2RP3001055 

15 C-NT2RP300111//"Homo sapiens TRF-proximal protein mRNA, complete cds."//1 .50E-149//73lbp// 

97%//AF097725 

C-NT2RP3001120//ZINC FINGER PROTEIN 1 367/7.8 E-170//51 2aa//58%//P52737 
C-NT2RP3001126 

C-NT2RP3001 1 50//TRANSCRIPTION TERMINATION FACTOR RH 0 7/0 .000 0003 1//207aa//29%//P52 154 
20 C-NT2RP3001232 

C-NT2RP3001268//"Homo sapiens zinc finger protein ZNF228 (ZNF228) mRNA, complete cds."//0// 
3606bp//99%//AF1 98358 

C-NT2RP3001272//Mus musculus mRNA for macrophage actin-associated-tyrosine-phosphorylated protein7/ 
1 .3E-99//669bp//83%//Y1 81 01 

25 C-NT2RP3001274//"Homo sapiens mRNA for KIAA1037 protein, partial cds.&quoty/0//2254bp//99%// 

AB028960 
C-NT2RP3001281 
C-NT2RP3001297 
C-NT2RP3001318 

30 C-NT2RP3001338//ZINC FINGER PROTEIN 81 (FRAGMENT)7/2.4E-16//1 75aa//28%//P51508 

C-NT2RP3001 355//TRICARBOXYLATE TRANSPORT PROTEIN PRECURSOR (CITRATE TRANSPORT PRO- 
TEIN) (CTP) (TRICARBOXYLATE CARRIER PROTEIN) 7/3. 6E-25//129aa//34%//P32089 
C-NT2RP3001374 

C-NT2RP3001428//NUCLEOPROTEIN TPR7/1 .4E-128//152aa//99%//P 12270 
35 C-NT2RP3001432 
C-NT2RP3001447 

C-NT2RP3001449//"Human DNAsequence from clone 283E3 on chromosome 1p36.21 -36.33. Contains the 
alternatively spliced gene for Matrix Metalloproteinase in the Female Reproductive tract MIFR1 , -2, MMP21/22A, 
-B and -C, a novel gene, the alternatively spliced CDC2L2 gene for Cell Division Cycle 2-Like 2 (PITSLRE, p58/GTA, 

40 Galactosyltransferase Associated Protein Kinase) beta 1 , beta 2-1 , beta 2-2 and alpha 2-4, a 40S Ribosomal 
Protein S7 pseudogene, part of the KIAA0447 gene, a novel alternatively spliced gene similar to many (archae) 
bacterial, worm and yeast hypothetical genes, and the GNB1 gene for Guanine Nucleotide Binding Protein (G 
protein), Beta polypeptide 1 (Transducin Beta chain 1). Contains putative CpG islands, ESTs, STSs and GSSs, 
complete sequence."//0//1 827bp//99%//AL031 282 

45 C-NT2RP3001453//ANTIGEN PEPTIDE TRANSPORTER 2 (APT2) (HISTOCOMPATIBILITY ANTIGEN MODIFI- 

ER 2)7/3.2E-90//157aa//59%//P36371 
C-NT2RP3001459 

C-NT2RP3001527//"Human Sp!40 protein (Spl40) mRNA, complete Cds."//4.3E-290//793bp//93%// 
U63420 

50 C-NT2RP3001 538//HYPOTHETICAL 39.0 KD PROTEIN T2.8D9.3 IN CHROMOSOME 117/9.1 0E-10//158aa// 

31%//Q10022 

C-NT2RP300l580//"Mus musculus strain C57BL7J germ cell-less protein (Gel) mRNA, complete cds." 
//0//1 730bp//85%//AF1 63665 

C-NT2RP3001587//"Human anthracycline-associated resistance ARX mRNA, complete cds."//0// 
55 261 7bp//99%//U35832 

C-NT2RP3001589 
C-NT2RP3001607 
C-NT2RP3001608 
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C-NT2RP3001671//"Homo sapiens mRNA for KIAA0850 protein, complete cds.&quot7/0//2310bp//99%// 
AB020657 

C-NT2RP3001672//"Homo sapiens Sex comb on midleg homolog 1 isoform 2 (SCMH1) mRNA, complete 
CdS.&quot^/0//2836bp//99%//AF1 49046 
5 C-NT2RP3001678 

C-NT2RP3001688//"Homo sapiens glucocorticoid modulatory element binding protein-1 (GMEB1) mRNA, 
complete cds."//0//1 695bp//99%//AF09901 3 

C-NT2RP3001 690//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 7/0.00000024//481aa//21%// 
P25386 
10 C-NT2RP3001698 

C-NT2RP3001708//TWISTED GASTRULATION PROTEIN PRECURSOR7/3.4E-33//161aa//32%//P54356 

C-NT2RP3001716 

C-NT2RP3001752 

C-NT2RP3001 792//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN M (HNRNP M).//1.8E-117//462aa// 
15 55%//P52272 

C-NT2RP3001844 

C-NT2RP3001854//Homo sapiens mRNA; cDNA DKFZp564G013 (from clone DKFZp564G01 3)7/07/1 528bp// 
99%//AL050011 

C-NT2RP3001855//HOMEOBOX PROTEIN PKNOX1 (HOMEOBOX PROTEIN PREP-1)7/8.1 E-125//302aa// 
20 60%//P55347 

C-NT2RP3001898//"Homo sapiens mRNA for UDP-N-acetylglucosamine: alpha-1 ,3-D-mannoside beta- 
1,4-N-acetylglucosaminyltransferase IV, complete cds.&quot7/0//1587bp//100%//AB000624 
C-NT2RP3001931 

C-NT2RP3001969//TRICHOHYALIN7/2.7E-11//442aa//23%//P37709 
25 C-NT2RP3002002 

C-NT2RP3002004//H.sapiens mRNA for FAST kinase7/1 .50E-19211475bp//94%//X86779 
C-NT2RP3002007//SAP1 PROTEIN7/1 .1 E-68//474aa//32%//P39955 

C-NT2RP3002014//HYPOTHETICAL 32.0 KD PROTEIN C09F5.2 IN CHROMOSOME MI7/5.30E-25//139aa// 
48%//Q09232 

30 C-NT2RP3002045//"Homo sapiens mRNA for KIAA0899 protein, partial cds.&quot7/0//33 85bp//99%// 

AB020706 

C-NT2RP3002056//"Homo sapiens Rb binding protein homolog mRNA, partial cds."//0//2374bp//99%// 
AF083249 

C-NT2RP3002062//"Homo sapiens mRNA for KIAA0873 protein, partial cds.&quot7/0//3764bp//99%// 
35 AB020680 

C-NT2RP300208l//"Xenopus laevis chromosome condensation protein XCAP-G mRNA, complete cds. 

"//4. 1 E-233//1 896bp//69%//AF1 1 1 423 

C-NT2RP3002097 

C-NT2RP3002108//DEC1 PROTEIN (MDM20 PROTEIN)7/7.90E-09//1 81 aa//22%//Q 12387 
40 C-NT2RP3002142 
C-NT2RP3002146 

C-NT2RP3002151//G1 TO S PHASE TRANSITION PROTEIN 1 HOMOLOG (GTP-BINDING PROTEIN 
GST1 -HS)7/2.8E-253//474aa//93%//P1 51 70 

C-NT2RP3002165//TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP7/1 .9E-151//223aa//91%//Q02614 
45 C-NT2RP3002166 
C-NT2RP3002181 
C-NT2RP3002244 
C-NT2RP3002248 

C-NT2RP3002273//SCD6 PROTEIN7/1 .30E-09//295aa//28%//P45978 
50 C-NT2RP3002276 
C-NT2RP3002304 

C-NT2RP3002501//THREONINE DEHYDRATASE CATABOLIC (EC 4.2.1.16) (THREONINE DEAMINASE).// 
3.70E-43//31 8aa//37%//P05792 

C-NT2RP3002529//Homo sapiens mRNA for leucocyte vacuolar protein sorting.//0//2276bp//99%//AJ 133421 
55 C-NT2RP3002566 
C-NT2RP3002587 
C-NT2RP3002590 
C-NT2RP3002631 
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C-NT2RP3002650//"Mus musculus growth suppressor 1 L (Grosl ) mRNA, complete cds.&quoty/0//21 09bp// 
87%//AF165163 

C-NT2RP3002663//"Homo sapiens putative glycolipid transfer protein mRNA, complete cds."//8.10E- 
263//1243bp//97%//AF1 03731 
5 C-NT2RP3002671//ELONGATION FACTOR 2 (EF-2).//2.50E-73//1 79aa//36%//P 13060 

C-NT2RP3002763 
C-NT2RP3002861 
C-NT2RP3002911 

C-NT2RP3002948//RING CANAL PROTEIN (KELCH PROTEIN)7/2E-111//551aa//42%//Q04652 
10 C-NT2RP3002953//"Homo sapiens protocadherin beta 5 (PCDH-beta5) mRNA, complete cds."//0// 

2388bp//99%//AF1 52498 

C-NT2RP3002988//"Homo sapiens IkB kinase-b (IKK-beta) mRNA, complete cds.&quot//l .8E-292// 

1 325bp//99%//AF0801 58 

C-NT2RP3003008 

15 C-NT2RP3003l01//"Mouse mRNA for tetracycline transporter-like protein, complete cds.&quot//3.6E-83// 

807bp//72%//D88315 
C-NT2RP3003204 
C-NT2RP3003278 

C-NT2RP3003282//"Homo sapiens dynamin (DNM) mRNA, complete cds.&quot//0//2596bp//98%//L36983 
20 C-NT2RP3003290//"Mus musculus mRNA for Ndr1 related protein Ndr3, complete cds.&quot7/1.5e-310// 

1 468bp//82%//AB033922 
C-NT2RP3003302 

C-NT2RP30033l3//"Horno sapiens thyroid hormone receptor-associated protein complex component 
TRAP80 mRNA, complete cds."//0//2476bp//99%//AF1 17657 
25 C-NT2RP3003327//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A)) 

(R052).//1 .3E-35//1 78aa//44%//Q621 91 
C-NT2RP3003344 

C-NT2RP3003353//HYPOTHETICAL 26.2 KD PROTEIN IN GDI1-COX15 INTERGENIC REGION7/2.80E-07// 
161aa//28%//P40084 
30 C-NT2RP3003377 

C-NT2RP3003385//"Mus musculus SKD3 mRNA, complete cds."//0//2133bp//85%//U09874 
C-NT2RP3003433 

C-NT2RP3003490//"Homo sapiens mRNA for KIAA0725 protein, partial cds.&quot//0//2437bp//99%// 
ABO 18268 

35 C-NT2RP300349l//"Drosophila melanogaster Pelle associated protein Pellino (Pli) mRNA, complete cds. 
"//5.6E-36//842bp//62%//AF091624 

C-NT2RP3004206//CROOKED NECK P ROTE IN 7/1 .4E-220//567aa//67%//P 17886 

C-NT2RP3004207//Homo sapiens mRNA for type I transmembrane receptor (psk-1 gene).//0//2445bp//l00%// 
AJ245820 

40 C-NT2RP3004209//"Homo sapiens ubiquitin processing protease (Ubp-M) mRNA, complete cds."//0// 

2320bp//99%//AF1 26736 

C-NT2RP3004242//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 

CIOGENITAL DYSPLASIA PROTEIN HOMOLOG)7/4.7E-13//118aa//33%//P52734 

C-NT2RP3004246 

45 C-NT2RP3004258//"Homo sapiens ZIS1 mRNA, complete cds."//0//1 861 bp//99%//AF065391 

C-NT2RP3004262//"Homo sapiens heat shock protein hsp40-3 mRNA, complete cds.&quot7/2.4E-248// 

1 1 26bp//1 00%//AF088982 

C-NT2RP3004341 

C-NT2RP3004378 

50 C-NT2RP3004424//Homo sapiens mRNA for stromal antigen 3 (STAG3 gene)7/1 E-66//364bp//93%//AJ 007798 

C-NT2RP3004428 
C-NT2RP3004451 

C-NT2RP3004454//"Homo sapiens mRNA for KIAA0448 protein, complete cds.&quot//0//2875bp//99%// 
AB007917 

55 C-NT2RP3004472//GERM CELL-LESS PROTEIN7/1 .6E-61//170aa//40%//Q01820 

C-NT2RP3004498//"Mus musculus ROSA 26 transcription AS ROSA26AS mRNA, complete cds."// 
2E-249//1 777bp//80%//U831 76 

C-NT2RP3004504//M.musculus mRNA for CPEB protein 7/1. 9 E-295//893bp//92%//Y 08260 
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C-NT2RP3004507//MOB1 PROTEIN (MPS1 BINDER 1)7/3.7E-37//1 90aa//39%//P40484 
C-NT2RP3004534//"Mouse oncogene (ect2) mRNA, complete cds."//0//2075bp//87%//L11316 
C-NT2RP4000528//NPL4 PROTEIN.//9.8E-86//515aa//37%//P33755 

C-NT2RP4000907//"Mouse NLRR-1 mRNA for leucine-rich-repeat protein, complete cds."//0// 
5 2127bp//86%//D45913 

C-NT2RP4001 029//"Mus domesticus nuclear binding factor NF2d9 mRNA, complete cds."//0//1 71 1 bp// 
90%//U20086 

C-NT2RP4001336//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE PROTEIN.//0.000016// 
186aa//29%//024076 
10 C-NT2RP4001389//KES1 PROTEIN.//1 .70E-31//342aa//34%//P35844 

C-NT2RP4001442 

C-NT2RP4001 529//"Mus domesticus nuclear binding factor NF2d9 mRNA, complete cds."/1 .70E-255// 
1148bp//90%//U20086 

C-NT2RP4001656//VACUOLAR BIOGENESIS PROTEIN END1 (PEP5 PROTEIN).//1 .10E-45//310aa//27%// 
15 P12868 

C-OVARC1000106//"TROPOMYOSIN 1, FUSION PROTEIN 33. &quot//0. 000032// 1 65aa//27%//P49455 
C-OVARC1000198 

C-OVARC1000682//"PROCESSING ALPHA-1 ,2-MANNOSIDASE (EC 3.2.1.-) (ALPHA-1 ,2-MANNOSI- 
DASE 1 B)."//1 .1 E-209//293aa//95%//P39098 
20 C-OVARC 1000703 

C-OVARC1000722//"Homo sapiens chromosome 1q21-1q23 beta- 1 ,4-galactosy [transferase mRNA, com- 
plete CdS.&quoty/0//759bp//98%//AF038661 
C-OVARC1 000730 

C-OVARC 1 000746//M ATE RNAL EFFECT PROTEIN STAUFEN7/0.000000017//78aa//48%//P25159 
25 C-OVARC1 000781 

C-OVARC1 000787 

C-OVARC1 0008347/Homo sapiens mRNA for atopy related autoantigen CALCJ/2.8E-258//1 1 83bp//99%//Y1 771 1 
C-OVARC1000846//NUCLEOLIN (PROTEIN C23).//0.0000097//109aa//30%//P08199 
C-OVARC1000850//"Homo sapiens PB39 mRNA, complete cds.&quot//0//2095bp//99%//AF045584 
30 C-OVARC1000862//M.musculus mRNA for FT1 .//5.9E-226//1498bp//81%//Z67963 

C-OVARC1000876//MOB1 PROTEIN (MPS1 BINDER 1)7/2.2E-50//206aa//52%//P40484 
C-OVA-RC 1000883 
C-OVARC1 000886 
C-OVARC1000912 

35 C-OVARC1 00091 5//"Homo sapiens histone deacetylase 5 mRNA, complete cds."//1.60E-121//591 bp// 

97%//AF1 32608 

C-OVARC 1000924 

C-OVARC 1000964 

C-OVARC 1000984 
40 C-OVARC1001004 

C-OVARC1001010 

C-OVARC1001011 

C-OVARC1001032 

C-OVARC1001044 

45 C-OVARC1 001055//PRE-B CELL ENHANCING FACTOR PRECURSOR.//1 .9E-35//76aa//98%//P43490 

C-OVARC1 001 068//"Homo sapiens Era GTPase A protein (HERA-A) mRNA, partial cds.&quoty/0//1 81 9bp// 

99%//AF082657 

C-OVARC1001074 

C-OVARC1001092//"Homo sapiens mRNA for JM5 protein, complete CDS (clone IMAGE 53337, 
50 LLNLC110F1 85707 (RZPD Berlin) and LLNLC110G0913Q7 (RZPD Berlin)). &quot//2E-214//769bp//97%// 

AJ005897 

C-OVARCl001107//"Homo sapiens protein methyltransferase (JBP1) mRNA, complete cds."//6.lE- 
276//594bp//98%//AF1 67572 

C-OVARCl001154//"Homo sapiens clone 24720 epithelin 1 and 2 mRNA, complete cds.&quoty/2.3E-296// 
55 1 561 bp//93%//AF055008 

C-OVARC1001161 
C-OVARC 100 11 67 
C-OVARC1001170 
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C-OVARC1 001 1 71//"Homo sapiens translation initiation factor 3 47 kDa subunit mRNA, complete cds." 

//5.7E-1 51//436bp//92%//U94855 

C-OVARC1001173 

C-OVARC1001176 

C-OVARC1001180//UBIQUITIN-LIKE PROTEIN DSK2.//1 .1 E-11//221aa//25%//P48510 
C-OVARC1001188 

C-OVARC1001232//"CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD SUBUNIT 

(CPSF 100 KD SUBUNIT)."//5.10E-22//83aa//37%//Q10568 

C-OVARC1001270 

C-OVARC1 001 271 //NUCLEOLAR TRANSCRIPTION FACTOR 1 (UPSTREAM BINDING FACTOR 1) (UBF-1).// 
0.000001 4//224aa//26%//P25976 

C-OVARC1001306//N-MYC PROTO-ONCOGENE PROTEIN V/0.00000073//247aa//27%//P 18444 

C-OVARC1001344 

C-OVARC1001369 

C-OVARC1001372//"Horno sapiens mRNA for KIAA0897 protein, partial cds."//0//840bp//97%// 

AB020704 

C-OVARC1001391 

C-OVARC1001399 

C-OVARC100l4i7//"Homo sapiens thyroid hormone receptor-associated protein complex component 
TRAP170 mRNA, complete Cds."//0//1 71 5bp//99%//AF1 35802 

C-OVARC1001419//"Homo sapiens GOK (STIM1) mRNA, complete cds."//4.9E-48//586bp//69%// 
U52426 

C-OVARC1001436//ENLPROTEIN7/0.00000009//81aa//39%//Q03111 
C-OVARC 1001 453 

C-OVARCl001476//"Mus musculus YGR163w mRNA homologue, complete cds.&quot//1 .80E-187// 

510bp//89%//AB017616 

C-OVARC1001480 

C-OVARC1001489 

C-OVARC1001506//POLYCYSTIN PRECURSOR (AUTOSOMAL DOMINANT POLYCYSTIC KIDNEY DISEASE 

PROTEIN 1)7/0//777aa//91%//P98161 

C-OVARC1001525 

C-OVARC1 001 555//NGG1 -INTERACTING FACTOR 3.//4.4E-1 9//1 30aa//40%//P53081 
C-OVARC1001577//Homo sapiens SRp46 splicing factor transcribed retropseudogene.//0//H67bp//l00%// 
AF031165 
C-OVARC1001600 

C-OVARC10016107/"Homo sapiens choline/ethanolaminephosphotransferase (CEPT1) mRNA, complete 

CdS.&quot//0//1 870bp//99%//AF068302 

C-OVARC1001702 

C-OVARC1001703//"Mus musculus ARL-6 interacting protein-2 (Aip-2) mRNA, complete cds."//3.5E- 
1 6//399bp//61 %//AF1 33670 

C-OVARC1001 71 1//CORNIFIN B (SMALL PROLINE-RICH PROTEIN 1 B) (SPR1 B) (SPR1 B).//2.80E-10//1 06aa// 
38%//Q62267 

C-OVARC1001713//ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DI- 
AZEPAM BINDING INHIBITOR) (MA-DBI).//4.4E-40//195aa//41%//P07106 
C-OVARC1001726//APICAL-LIKE PROTEIN (APXL PROTEIN).//4.3E-16//116aa//43%//Ql3796 
C-OVARC1001731//"TROPOMYOSIN ALPHA CHAIN, FIBROBLAST ISOFORM F2."//4E-122// 
282aa//85%//P08942 
C-OVARC1001745 

C-OVARC1 001 762//"N-TERMINAL ACETYLTRANSFERASE 1 (EC 2.3.1. 88) (AM1NO-TERMINAL, ALPHA- 
AMINO, ACETYLTRANSFERASE 1)."//6.4E-85//514aa//34%//P 12945 

C-OVARC1 001 766//"Homo sapiens eukaryotic translation initiation factor elF3,p35 subunit mRNA, complete 
Cds.&quot7/0//963bp//99%//U97670 

C-OVARC1001767//"Homo sapiens mRNA for KIAA0675 protein, complete cds.&quot7/0//2083bp//99%// 

ABO 14575 

C-OVARC1001768 

C-OVARC1001791 

C-OVARC1001795 

C-OVARC1001802 
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C-OVARC1001809//"Mus musculus sphingosine kinase (SPHKIa) mRNA, partial cds.&quot,//2.7E-190// 

1 624bp//76%//AF068748 

C-OVARC1001828 

C-OVARC1001846 
5 C-OVARC1001861 

C-OVARC1001879 

C-OVARC1001880 

C-OVARC1001883 

C-OVARC1001916 
10 C-OVARC1001928 

C-OVARC1001942//"N-TERMINAL ACETYLTRANSFERASE 1 (EC 2.3.1 .88) (AMINO-TERMINAL, ALPHA- 

AMINO, ACETYLTRANSFERASE 1)."//3.1 E-81//497aa//35%//P 12945 

C-OVARCl001943//"Mus musculus DEBT-91 mRNA, complete cds."//0//2035bp//87%//AF1 43859 
C-OVARC1001950 

is C-OVARC1001987//"Rattus norvegicus DNA-binding protein PREB (Preb) mRNA, complete cds."// 

2.3E-220//652bp//84%//AF061 81 7 

C-OVARC1002050//"Homo sapiens mRNA for actin binding protein ABP620, complete cds."//0// 
1019bp//99%//AB029290 
C-OVARC1 002082 
20 C-OVARC1002107 

C-OVARC1002127//SODIUM-INDEPENDENT ORGANIC ANION TRANSPORTER 2 (BRAIN DIGOXIN CARRI- 
ER PROTEIN) (BRAIN-SPECIFIC ORGANIC ANION TRANSPORTER) (OATP-B1).//5.4E-52//306aa//35%// 
035913 

C-OVARC1002138//SAP1 PROTEIN.//7.6E-60//128aa//59%//P39955 
25 C-OVARC1002156 
C-OVARC1002158 

C-PLACE1000004//"Homo sapiens IDN3-B mRNA, complete CdS.&quot//0//2365bp//99%//AB0 19602 
C-PLACE1 000040//TRANSFORMING PROTEIN P21/K-RAS 2B.//1 .4E-17//185aa//32%//P08643 
C-PLACE1 000048 
30 C-PLACE1 000050 

C-PLACE1 000061 //Human ribosomal protein L37a mRNA sequence.//7.9E-54//190bp//94%//L22154 
C-PLACE1 000081 //"Human SEC7 homolog Tic (TIC) mRNA, complete cds.&quot//0//2077bp//99%// 
U63127 

C-PLACE1 000094 

35 C-PLACE1 0001 33//TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTION FACTOR 3)7/ 

1 .8E-62//1 58aa//81 %//P20290 

C-PLACE1000214 

C-PLACE1 000236 

C-PLACE1 000246 
<o C-PLACE1 000292 

C-PLACE1 000308 

C-PLACE1 000332 

C-PLACE1 000453 

C-PLACE1000583//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//1 .60E-47//207aa//46%// 
45 P51522 

C-PLACE1 000599 

C-PLACE1 00061 0//MSN5 PROTEIN J/0 .0000026//1 36aa//26%//P529 18 

C-PLACE1000653//"Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds."// 
0//1 992bp//99%//AF1 80371 

so C-PLACE1000656//"Homo sapiens mRNA for JM4 protein, complete CDS (clone IMAGE 546750 and 

LLNLC110F1857Q7 (RZPD Berlin)).&quoty/2.1E-277//1260bp//99%//AJ005896 

C-PLACE1 000706//"Homo sapiens transcriptional intermediary factor 1 gamma mRNA, complete cds." 
//0//1 366bp//99%//AF1 1 9043 
C-PLACE1000712 
55 C-PLACE1 000749 

C-PLACE1000769//"Homo sapiens CGI-18 protein mRNA, complete cds.&quoty/0//l985bp//98%// 
AF1 32952 

C-PLACE1 000786//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 
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CIOGENITAL DYSPLASIA PROTEIN HOMOLOG)V/7.10E-09//59aa//47%//P52734 
C-PLACE1 000849 

C-PLACE1000856//"Homo sapiens mRNA for KIAA0974 protein, partial cds.&quoty/0//1310bp//100%// 
AB023191 
5 C-PLACE1 000931 

C-PLACE1000987//"Homo sapiens mRNA for KIAA0724 protein, complete cds."//0//1749bp//99%// 
AB018267 
C-PLACE1001010 
C-PLACE1001015 
10 C-PLACE1001024 

C-PLACE1001062//"Homo sapiens PAC clone DJ1049N15 from 7q31.2-7q32, complete sequence. "// 

2.7E-32//470bp//71 %//AC006020 

C-PLACE1001104 

C-PLACE1001168 

15 C-PLACE1001171//MYOTUBULARIN.//7.1E-84//198aa//73%//Q13496 

C-PLACE1001185//"Homo sapiens mRNA for KIAA0943 protein, partial cds.&quot//0//1668bp//99%// 
AB023160 

C-PLACE1001238//"Mouse mRNA for RNA polymerase I associated factor (PAF53), complete cds."// 
2 E-202//1 333bp//80%//D 1 4336 
20 C-PLACE1001280 

C-PLACE1 001 294//M.musculliS GEG-1 54 mRNA.//4.3E-221//1 057b p//78%//X7l 642 

C-PLACE100l304//"Homo sapiens zinc finger protein dp mRNA, complete cds."//0//2421bp//99%// 
AF1 53201 
C-PLACE1001311 
25 C-PLACE1001323 
C-PLACE1001351 
C-PLACE1001414 
C-PLACE1001440 
C-PLACE1001456 

30 C-PLACE1001517//"Homo sapiens gene for glycosylphosphatidylinositol anchor attachment 1 (GPAA1), 

complete cds."//4.60E-1 1 2//392bp//87%//AB002137 

C-PLACE1 001 602//CCR4- ASSOCIATED FACTOR 1 (CAF1).//5.7E-130//244aa//99%//Q60809 
C-PLACE1001632//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//1 .4E-118//429aa//48%// 
P51523 
35 C-PLACE1001634 
C-PLACE1001640 

C-PLACE1 001 672//PROBABLE AMINOTRANSFERASE T01B11 .2 (EC 2.6.1 .-).//4.3E-66//1 74aa//45%//P91 408 
C-PLACE1001705 
C-PLACE1001716 
40 C-PLACE1001720 
C-PLACE1001745 

C-PLACE1 001 748//"Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds.&quoty/0//2602bp//99%// 
AF061243 

C-PLACE1001 771//Homo sapiens mRNA for transient receptor potential protein 
45 TRP67/0//2900bp//99%//AJ006276 
C-PLACE1001799 

C-PLACE1001845//"Mus musculus cyclin ania-6a mRNA, complete cds."//3.30E-31//925bp//62%// 

AF159159 

C-PLACE1001897 

50 C-PLACE1002090//SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72).//6.5E-58//112aa//100%// 

076094 

C-PLACE1002157 

C-PLACE1002171/TTRANSCRIPTION REGULATORY PROTEIN SWI3 (SWI/SNF COMPLEX COMPONENT 
SWI3) (TRANSCRIPTION FACTOR TYE2).//0.00005//1 79aa//23%//P32591 
55 C-PLACE1 002227 

C-PLACE1 002259 
C-PLACE1002319 

C-PLACE1002395//"Mus musculus mRNA for UBE-1C1, UBE-1C2, UBE-1C3, complete cds.&quot//7.9E- 



2349 



EP1 074 617 A2 



1 00//966bp//75%//AB030505 
C-PLACE1 002477 

C-PLACE1 002493//"Homo sapiens signal transducing adaptor molecule 2A (STAM2) mRNA, complete cds. 
&qu0t;//1 .7E-1 1 3//545bp//98%//AF042273 
5 C-PLACE1 002500 

C-PLACE1002514 

C-PLACE1002532//HOMEOBOX PROTEIN DLX-5.//1.2E-152//289aa//96%//P70396 
C- PLACE 1002537 

C-PLACE1 002571 //ACTIN-LIKE PROTEIN 13E.//5E-99//386aa//48%//P45890 
10 C-PLACE10025 83//"GLUTAMATE RECEPTOR, IONOTROPIC KAINATE 2 PRECURSOR (GLUTAMATE 

RECEPTOR 6) (GLUR-6) (GLUTAMATE RECEPTOR BETA-2) (GLUR BETA-2) (FRAGMENT).&quot//5.6E-34// 
76aa//98%//P39087 

C-PLACE1002598//OLIGORIBONUCLEASE (EC 3.1.-.-)7/5.5E-17//76aa//56%//P45340 
C-PLACE1 002625 

15 C-PLACE1002655//ADSEVERIN(SCINDERIN)(SC).//2.5E-278//543aa//92%//Q28046 
C- PLACE 1002768 

C-PLACEl002782//"Rattus norvegicus zinc transporter (ZnT-2) mRNA, complete cds.&quot//3.8E-43// 
385bp//77%//U50927 

C-PLACE1 00281 6//HISTONE DEACETYLASE HDA1 7/2.20E-48//217aa//46%//P53973 
20 C-PLACE1 002853 

C-PLACEl002908//"Homo sapiens XGalT-1 mRNA for galactosyltransferase I, complete cds."//0// 
1654bp//99%//AB028600 
C-PLACE1 002962 
C-PLACE1 002968 

25 C- PLAC E 1 00299 1 //PUTATI VE AMIDASE (EC 3.5.1 .4)7/1 .4E-78//496aa//37%//Q49091 

C- PLACE 1003025 

C-PLACE1003027//"Homo sapiens mRNA for KIAA0516 protein, partial cds."//2.1e-314//1417bp// 
100%//AB011088 

C-PLACE1003044//"Homo sapiens mRNA for KIAA0829 protein, partial cds."//0//1382bp//96%// 
30 AB020636 

C-PLACE1003176 

C-PLACE1 003238//PROBABLE G PROTEIN-COUPLED RECEPTOR KIAA0001 7/4.9 E-76//309aa//47%// 
Q15391 

C-PLACE1 003256 

35 C-PLACE1 003258//EARLY EMBRYOGENESIS ZYG-11 PROTEIN7/7.9E-22//70aa7/47%//P21541 

C-PLACE1 003343 
C-PLACE1 003361 

C-PLACE1003366//"Homo sapiens otoferlin (OTOF) mRNA, complete cds."//1 .4E-78//542bp//67%// 
AF1 07403 
40 C-PLACE1 003373 

C- PLACE 1003375 

C-PLACE1003394//"Sprague-Dawley (clone LRB13) RAB14 mRNA, complete cds.&quot7/2.30E-150// 
774bp//94%//M83680 

C-PLACE1 003420//PUTATIVE MITOCHONDRIAL CARRIER YIL006W.//1.3E-40//278aa//36%//P40556 
45 C- PLACE 1003454 

C- PLACE 1003478 
C-PLACE1003516 

C-PLACE1 00351 9//H. sapiens hnRNP-E2 mRNA7/5.1 E-218//905bp//99%//X78136 

C- PLAC E 1 00352 1 //H Y POTH ETI C AL HELICASE C28H8.3 IN CHROMOSOME 1 117/0.000001 1//1 01 aa//32%// 
50 Q09475 

C-PLACE1 003528 

C-PLACE1 003537//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) 7/7 . 7 E -68//404aa//33%//P328 02 
55 C-PLACE1 003566 

C-PLACE1 003584 
C-PLACE1 003593 

C-PLACE1003605//HAP5 TRANSCRIPTIONAL 
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ACTIVATOR.//0.00000023//82aa//35%//Q02516 

C-PLACE1003618 

C-PLACE1 003638 

C-PLACE1003738//ZINC FINGER PROTEIN 135.//9.6E-118//350aa//46%//P52742 
s C-PLACE1003760//"Homo sapiens tetraspanin TM4-A mRNA, complete cds."//5.2E-289//1313bp// 

97%//AF1 33423 
C-PLACE1 003768 
C-PLACE1 003795 
C-PLACE1 003886 

10 C-PLACE1003888//"Homo sapiens mRNA for KIAA1092 protein, partial cds."//0//2057bp//99%// 

AB029015 

C-PLACE1003903//CTP SYNTHASE (EC 6.3.4.2) (UTP--AMMONIA LIGASE) (CTP SYNTHETASE) 7/1 .4E-243// 
584aa//74%//P17812 

C-PLACE1 00391 5//"PROBABLE ARGINYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1.19) (AR- 
15 GININE- -TRNA LIGASE) (ARGRS).&quot7/2.4E-108//581aa//40%//Q05506 

C-PLACE1004118 

C-PLACE1004256//"Mus musculus short coiled coil protein SCOCO (Scoc) mRNA, complete cds."// 
2E-93//960bp//76%//AF1 1 5778 
C-PLACE1 004274 
20 C-PLACE1 004284 

C-PLACE1 005331 

C-PLACE1005739//Homo sapiens mRNA; cDNA DKFZp564A032 (from clone DKFZp564A032).//0//2190bp// 

99%//AL050267 

C-PLACE1 005828 

25 C-PLACE1005876//"CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD SUBUNIT 

(CPSF 100 KD SUBUNIT).&quot7/0//730aa//99%//Q10568 

C-PLACE1005890//BEM46 PROTEIN (FRAGMENT)7/9.9E-42//224aa//43%//P54069 

C-PLACE1 0061 57//E-SELECTIN PRECURSOR (ENDOTHELIAL LEUKOCYTE ADHESION MOLECULE 1) 
(ELAM-1 ) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECAM2) (CD62E).//2E-28//236aa// 
30 30%//P98110 

C-PLACE1 007053 
C-PLACE1 007068 

C-PLACE1008368//RING CANAL PROTEIN (KELCH PROTEIN)y/5.3E-26//309aa//30%//Q04652 
C-PLACE1 009921 
35 C-PLACE1 010401 

C-PLACE1010856 
C-PLACE1 010857 
C-PLACE1010917 
C-PLACE1010925 

40 C-PLACE1010926//"Homo sapiens mRNA for KIAA0554 protein, partial cds.&quot//0//1160bp//100%// 

AB011126 

C-PLACE1 01 0942//"Homo sapiens intersectin long isoform (ITSN) mRNA, complete cds.&quot7/0//1 440bp// 
99%//AF1 14487 
C-PLACE1010944 
45 C-PLACE1010954 

C-PLACE1010960//ACTIN-LIKE PROTEIN 13E.//5.3E-98//297aa//48%//P45890 
C-PLACE1011026 

C-PLACE1011046//"1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE BETA 1 
(EC 3.1.4.11) (PLC-BETA-1) (PHOSPHOLIPASE C-BETA-1) (PLC-I) (PLC-154).&qu0t;//0//646aa//97%//P 10894 
50 C-PLACE1011054 
C-PLACE1011057 

C-PLACE1 01 1109//" ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G)."//1 .50E- 
22//63aa//88%//Q07803 

C-PLACE1 01111 4//P ROB ABLE ATP-DEPENDENT RNA HELICASE HAS1 .//2.9E-71//1 90aa//44%//Q03532 
55 C-PLACE1011133 
C-PLACE1011143 
C-PLACE1011165 

C-PLACE1011185//INSERTION ELEMENT IS1 PROTEIN INSB.//1.3E-89//167aa//100%//P03830 
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C-PLACE1 01 1 21 9//PROBABLEOXIDOREDUCTASE (EC 1 .-.-.-) .//3.2E-1 2//21 2aa//29%//Q 03326 
C-PLACE1011221 

C-PLACE1011263//Homo sapiens mRNA; cDNA DKFZp5640043 (from clone DKFZp564O043).//0//2487bp// 
99%//AL050390 
5 C-PLACE1011325 

C-PLACE1011332//"Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds."// 
7.2E-1 51//697bp//99%//AF1 02265 

C-PLACE1011340//"Homo sapiens 1DN3-B mRNA, complete cds."//1 .20E-74//380bp//97%// 
AB019602 

10 C-PLACE1011399//"Homo sapiens CGI-72 protein mRNA, complete cds."//3.2E-90//427bp//99%// 

AF151830 

C-PLACEl011433//"Homo sapiens mRNA for KIAA0530 protein, partial cds."//0//1946bp//99%// 
AB011102 
C-PLACE1011452 
15 C-PLACE1011465 

C-PLACE1011472//"Homo sapiens mRNA for KIAA0712 protein, complete cds."//0//2022bp//99%// 
AB018255 

C-PLACE1011477//"Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds."//0//2040bp//99%// 
AF065482 

20 C-PLACE1011492//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT).// 

4.90E-1 1//1 47aa//32%//P521 78 
C-PLACE1011520 
C-PLACE1011563 
C-PLACE1011567 

25 C-PLACE1011576//"Human Kruppel related zinc finger protein (HTF10) mRNA, complete cds."//0// 

1 791 bp//82%//L1 1672 
C-PLACE1011586 
C-PLACE1011643 
C-PLACE1011649 

30 C-PLACE1011664//CROOKED NECK PROTEIN.//1 .6E-187//505aa//64%//P1 7886 

C-PLACE1011682 
C-PLACE1011719 
C-PLACE1011729 

C-PLACE1011858//Homo sapiens mRNA; cDNA DKFZp586C021 (from clone DKFZp586C021).//0//1490bp// 
35 99%//AL050287 

C-PLACE1011874 

C-PLACE10l1875//"Homo sapiens mRNA for KIAA0580 protein, partial cds."//4.1E-112//524bp// 
100%//AB011152 

C-PLACE10l1923//"Homo sapiens serum-inducible kinase mRNA, complete cds."//0//2782bp//99%// 
40 AF059617 

C-PLACE1011982 

C-PLACE200001 4//HYPOTHETICAL HELICASE C28H8.3 IN CHROMOSOME lll.//2.6E-42//104aa//49%// 
Q09475 

C-PLACE200001 5//EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN 
45 EPS 15) (AF-1P PROTEIN)7/1.1E-116//364aa//45%//P42566 

C-PLACE2000017 

C-PLACE2000021//"Homo sapiens TRF1 -interacting ankyrin-related ADP-ribose polymerase mRNA, com- 
plete CdS.&quot//2.7E-1 07//981 bp//74%//AF082556 
C-PLACE2000047 

so C-PLACE2000062//"Homo sapiens mRNA for type II membrane protein similar to HIV gp120-binding C-type 

lectin, complete cds, clone:HP01347.&quot^/6.3E-l66//656bp//94%//ABOl5629 

C-PLACE2000100 

C-PLACE2000111 

C-PLACE2000172 
55 C-PLACE2000187 

C-PLACE200021 6//"Dog nonerythroid beta-spectrin mRNA, 3' end.&quot,//3.2E-253//1 799bp//83%//L02897 

C-PLACE2000246//"Homo sapiens mRNA for KIAA0795 protein, partial cds."//4.60E-l72//796bp// 

99%//AB0 18338 
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C-PLACE2000317 

C-PLACE200034l//"Homo sapiens sodium-dependent multivitamin transporter (SMVT) mRNA, complete 

Cds.&quotyo//1 554bp//99%//AF069307 

C-PLACE2000366 

5 C-PLACE2000373//F-SPONDIN PRECURSOR.//8.6E-1 6//371 aa//28%//P35446 

C-PLACE2000394 

C-PLACE2000398//LAR PROTEIN PRECURSOR (LEUKOCYTE ANTIGEN RELATED) (EC 3.1.3.48).//6.3E-37// 
90aa//98%//P 10586 

C-PLACE2000411//"Homo sapiens mRNA for KIAA1037 protein, partial cds."//0//2515bp//99%// 
10 AB028960 

C-PLACE2000425 

C- PLAC E2000427//PRO BABLE HELICASE MOT1 7/1 .2E-26//200aa//27%//P32333 
C-PLACE2000433 

C-PLACE2000438//"POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PRO- 
15 TEIN- UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALN AC: POLYPEPTIDE, N-ACETYLGALAC- 

TOSAMINYLTRANSFERASE)(GALNAC-T1).&quot//2.1E-86//348aa//41%//Q10472 

C- PLAC E2000458//CADH ERIN- RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN).//2.5E-25// 
165aa//40%//P33450 

C-PLACE2000477//"Homo sapiens putative secreted protein (ZSIG11) mRNA, complete cds."//6.7E- 
20 1 27//671 bp//94%//AF072733 

C-PLACE3000009 

C-PLACE3000020//"Homo sapiens type III adenylyl cyclase (AC-III) mRNA, complete cds."//0// 

2253bp//99%//AF033861 

C-PLACE3000103 
25 C-PLACE3000142 

C-PLACE3000145//TENSIN7/1 E-108//277aa//75%//Q04205 

C-PLACE3000156 

C-PLACE3000157 

C-PLACE3000197 
30 C-PLACE3000208 

C-PLACE3000226//"Homo sapiens mRNA for KIAA0962 protein, partial cds.&quot//0//4805bp//99%// 

AB023179 

C-PLACE3000242//"Homo sapiens mRNA for KIAA1114 protein, complete cds.&quoty/0//2786bp//96%// 
AB029037 
35 C-PLACE3000363 
C-PLACE3000405 

C-PLACE3000416//"Homo sapiens mRNA for actin binding protein ABP620, complete cds."//1 .80E- 

141//565bp//98%//AB029290 

C-PLACE3000477 

40 C-PLACE4000106//"Homo sapiens mRNA for KIAA0462 protein, partial cds.&quot//0//6702bp//99%// 

AB007931 
C-PLACE4000323 

C-PLACE4000326//NAM7 PROTEIN (NONSENSE-MEDIATED MRNA DECAY PROTEIN 1) (UP-FRAMESHIFT 
SUPPRESSOR 1 ).//8. 1 0E-24//31 9aa//31 %//P30771 
45 C-PLACE4000369//"Homo sapiens mRNA for KIAA1025 protein, partial cds.&quoty/0//4830bp//99%// 

AB028948 

C-PLACE4000445//Homo sapiens mRNA; cDNA DKFZp434C212 (from clone DKFZp434C212).//0//2565bp// 
99%//AL080196 

C-PLACE4000558//"Homo sapiens mRNA for KIAA0729 protein, partial cds.&quot//0//1051bp//97%// 
50 AB018272 

C-PLACE4000581//FIBROP ELLIN I PRECURSOR (EPIDERMAL GROWTH FACTOR- RELATED PROTEIN 1) 

(UEGF-1).//9.3E-70//226aa//52%//P10079 

C-PLACE4000593 

C-PLACE4000612//POL POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-); REVERSE TRANSCRIPTASE 
55 (EC 2.7.7.49); ENDONUCLEASE]7/7.1E-154//340aa//40%//P21414 

C-PLACE4000670 
C-THYR01 000026 

C-THYROl000085//"PAIRED BOX PROTEIN PAX-8, ISOFORMS 8A/8B.&quot//2E-72//155aa//92%// 
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Q06710 

C-THYRO1000107 
C-THYRO1000111 

C-THYROl000132//"Horno sapiens echinoderm microtubule-associated protein homolog HuEMAP mRNA, 
5 complete cds."//1 .1 E-1 59//824bp//95%//U9701 8 

C-THYRO1000156 

C-THYR01000173//"Homo sapiens AP-mu chain family member mulB (HSMU1B) mRNA, complete cds. 
"//0//1 71 3bp//99%//AF020797 
C-THYRO1000186 
10 C-THYRO1000187 
C-THYR01 000241 
C-THYR01 000279 

C-THYRO1000327//"Homo sapiens autocrine motility factor receptor (AMFR) mRNA, complete cds." 
//0//1 567bp//99%//AF 1 241 45 
15 C-THYR01 000452 

C-THYR01 000471 
C-THYR01 000484 
C-THYR01 000502 
C-THYR01 000505 

20 C-THYROl000585//"Homo sapiens protein associated with Myc mRNA, complete cds."//0//1901bp// 

99%//AF075587 
C-THYR01 000596 

C-THYROl000662//"Homo sapiens XPV mRNA for DNA polymerase eta, complete Cds.&quot//0//2341 bp// 
99%//AB024313 

25 C-THYRO1000666//MUS musculus mRNA for kinesin like protein 9.//0//2001bp//86%//AJ 132889 

C-THYRO1000715 
C-THYR01 000734 

C-THYRO1000748//RHO-GAP HEMATOPOIETIC PROTEIN C1 (P115) (KIAA0131).//3.30E-96//335aa//52%// 
P98171 

30 C-THYROl000756//"ALPHA-N-ACETYLGALACTOSAMINIDE ALPHA-2.6-SIALYLTRANSFERASE (EC 

2.4.99.-) (ST6GALNACIII) (STY).&quOt;//1 .8E-55//243aa//42%//Q64686 
C-THYR01 000777 

C-THYRO1000783//"Xenopus laevis tail-specific thyroid hormone up-regulated (gene 5) mRNA, complete 
CdS."//2.4E-1 57//1 656bp//70%//U37373 
35 C-THYR01 000787 

C-THYR01 000793 
C-THYR01 000796 
C-THYR01 000843 

C-THYRO1000852//"Human branched chain aminotransferase precursor(BCATm) mRNA, nuclear gene en- 
40 coding mitochondrial protein, complete cds."//3.3E-147//790bp//93%//U684l8 

C-THYR01 000865 
C-THYR01 000895 

C-THYRO1000926//"Homo sapiens cAMP-specific phosphodiesterase 8B (PDE8B) mRNA, partial cds. 
"//0//2387bp//99%//AF079529 
45 C-THYRO1000951//DIHYDROXYACETONE KINASE 2 (EC 2.7.1 .29) (GLYCERONE KINASE).//5E-83//566aa// 

37%//P43550 
C-THYR01 000952 

C-THYRO1000983//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (EC 6.3.2.19) (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B)7/6.30E-17//143aa//39%//P35132 
50 C-THYR01 001 003//UBIQUITIN-CONJUGATING ENZYME E2-21.2 KD (EC 6.3.2.19) (UBIQUITIN-PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN)7/5.90E-14//84aa//41%//P52491 
C-THYRO1001031 
C-THYRO1001062 

C-THYRO1001100//ZINC FINGER X-LINKED PROTEIN ZXDA (FRAGMENT) 7/1 .2E-67//245aa//62%//P98168 
55 C-THYRO1001133 

C-THYR01001134//"Homo sapiens CGI-78 protein mRNA, complete cds.&quot7/0//1898bp//99%// 

AF151835 

C-THYRO1001173 
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C-THYRO1001213 

C-THYRO1001321 

C-THYRO1001322 

C-THYRO1001365 
5 C-THYRO1001401 

C-THYRO1001411 

C-THYRO1001434 

C-THYRO1001534 

C-THYRO1001541 
w C-THYRO1001559 

C-THYRO1001570 

C-THYRO1001595 

C-THYRO1001605 

C-THYR01 001 61 7//Homo sapiens cDNA for dihydroxyacetone phosphate acyltransferase (DAP-AT).//0//1 784bp// 
15 99%//AJ002190 

C-THYROl001656//"Homo sapiens Leman coiled-coil protein (LCCP) mRNA, complete cds."//4.1 E- 
273//1 947bp//82%//AF1 75968 

C-THYRO1001671//Homo sapiens mRNA for2'-5' oligoadenylate synthetase 59 kDa isoform.//0//1820bp//99%// 
AJ225089 . 
20 C-THYRO1001673 

C-THYRO1001703//NIFR3-LIKE PROTEIN.//2.90E-32//282aa//32%//P45672 
C-THYRO1001706 

C-THYR01 001 738//TUBULIN-TYROSINE LIGASE (EC 6.3.2.25) (TTL).//2.4E-20//217aa//30%//P38584 
C-THYRO1001745 
25 C-THYRO1001793 

C-THYRO1001809//MYOCYTE NUCLEAR FACTOR (MNF).//1 .4E-74//158aa//89%//P42128 

C-THYRO1001895 

C-THYRO1001907 

C-VESEN1000122 

30 C-Y79AA1000037//DNA-BINDING PROTEIN BMI-1 ,//2.4E-30//80aa//60%//P25916 

C-Y79AA1000059//"Homo sapiens immunophilin homolog ARA9 mRNA, complete cds."//2.9E-70// 

1040bp//65%//U78521 

C-Y79AA1 000065 

C-Y79AA1000131 

35 C-Y79AA1000181//"Homo sapiens CGl-01 protein mRNA, complete cds.&quoty/0//l858bp//99%// 

AF1 32936 
C-Y79AA1 000202 

C-Y79AA1 00021 4//"Homo sapiens histone H2A.F/Z variant (H2AV) mRNA, complete cds."//7.1 E-71// 
345bp//100%//AF081192 
40 C-Y79AA1 000230 

C-Y79AA1 000258 

C-Y79AA1000268//"Mus musculus Nip21 mRNA, complete cds."//2.10E-50//648bp//64%//AF035207 
C-Y79AA1 00031 3//CALPHOTIN.//0.00001 1//336aa//23%//Q0291 0 
C-Y79AA1000328//SEL-10 PROTEIN7/0.000000067//219aa//25 %//Q93794 
45 C-Y79AA1 000355 

C-Y79AA1000368//REDUCED VIABILITY UPON STARVATION PROTEIN 161 .//4E-20//261 aa//27%//P25343 
C-Y79AA1 000420 

C-Y79AA1000469//"Mus musculus ancient ubiquitous 46 kDa protein AUP1 precursor (Aup1) mRNA, com- 
plete CdS.&quot//8.30E-252//1 207bp//85%//U41 736 
50 C-Y79AA1 000480 

C-Y79AA1 000540 

C-Y79AA1 000560//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALPHA-C LARGE 
CHAIN) (100 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
C SUBUNIT)7/0//652aa//98%//P17427 
55 C-Y79AA1 000574//Homo sapiens clone H1 7 unknown mRNA.//0//1 932bp//99%//AF1 03801 

C-Y79AA1000627//"Homo sapiens zinc finger protein (ZF5128) mRNA, complete cds."//2E-287//203 
lbp//82%//AF060503 

C-Y79AA1000705//M.musculus mRNA of enhancer-trap-locus iy/5.80E-254//1477bp//84%//X69942 
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C-Y79AAl000734//"Homo sapiens peroxisomal biogenesis factor (PEX11b) mRNA, complete cds."// 
0//1 594bp//99%//AF093670 

C-Y79AA1000748//"Homo sapiens CGI-05 protein mRNA, complete cds."//1.9E-239//1367bp//91%// 
AF1 52097 

5 C-Y79AA1000752//PUTATIVE HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN X (HNRNP X) (CBP).// 

4.9E-91//200aa//64%//Q61 990 
C-Y79AA1 000774 

C-Y79AA1000782//CYTOSOLIC PURINE 5'-NUCLEOTEDASE (EC 3.1 .3.5)7/3E-37//469aa//27%//P49902 
C-Y79AA1000784//"Homo sapiens RanBP7/importin 7 mRNA, complete cds.&quot ;//1.10E-236//1076bp// 
10 99%//AF098799 

C-Y79AA1000794//"Homo sapiens actin-associated protein 2E4/kaptin (2E4) mRNA, 2E4-1 allele, complete 
Cds.&quot//0//1 61 0bp//99%//AF1 05369 

C-Y79AA1000800//"Homo sapiens putative secreted protein (ZSIG11) mRNA, complete cds."//1 .6E- 
284//1 288bp//99%//AF072733 
15 C-Y79AA1 000805 

C-Y79AA1 000824 

C-Y79AA1000833//TUBULIN ALPHA- 1 CHAIN.//5E-173//220aa//79%//P05209 
C-Y79AA1 000850 

C-Y79AA1000962//"MYOSIN HE ANA' CHAIN, NON-MUSCLE (ZIPPER PROTEIN) (MYOSIN ll)."// 
20 4.2E-1 7//430aa//27%//Q99323 

C-Y79AA1 000968//"Rattus norvegicus initiation factor elF-2B gamma subunit (el F-2B gamma) mRNA, com- 
plete CdS.&qu0ty/3.9E-248//1 468bp//87%//U38253 

C-Y79AA1 000976 

C-Y79AA1001023 
25 C-Y79AA1001041 

C-Y79AA1001048//"ACYL-COA DEHYDROGENASE, VERY-LONG-CHAIN SPECIFIC PRECURSOR (EC 

1 .3.99.-) (VLCAD)."//3.1 E-138//583aa//47%//P45953 

C-Y79AA1001077 

C-Y79AA1001078 
30 C-Y79AA1001145 

C-Y79AA1001177 

C-Y79AA1001185 

C-Y79AA1 001 21 1//"Homo sapiens origin recognition complex subunit 6 (ORC6) mRNA, complete cds." 
//0//1 435bp//99%//AF1 39658 
35 C-Y79AA1001228 

C-Y79AA1001233//ESTRADIOL 17 BETA-DEHYDROGENASE 1 (EC 1.1.1.62) (17-BETA-HSD 1) (1 7-BETA-HY- 
DROXYSTEROID DEHYDROGENASE 1).//7.7E-50//228aa//42%//P51657 

C-Y79AA1 001 236//"Homo sapiens mRNA for JM23 protein, complete coding sequence (clone IMAGE 34581 
and IMAGE 45355 and LLNLC110I133Q7 (RZPD Berlin)). "//0//1653bp//99%//AJ005892 
40 C-Y79AA1001281 

C-Y79AA1001312//ZINC FINGER PROTEIN MLZ-4 (ZINC FINGER PROTEIN 46).//0.000000023//193aa//30%// 
Q03309 

C-Y79AA1001323//"Mus musculus mRNA for GSG1, complete cds.&quoty/3.3E-172//1171bp//83%// 
D87325 

45 C-Y79AA1001391//HOMEOBOX PROTEIN HOX-A13 (HOX-1 J).//1 .2E-58//178aa//66%//P31271 

C-Y79AA1001394//CELL DIVISION PROTEIN FTSH HOMOLOG (EC 3.4.24.-).//1 .2E-13//230aa//32%//O83746 
C-Y79AAlOOl402//"Homo sapiens paraneoplastic cancer-testis-brain antigen (MA4) mRNA, partial cds. 
"//8.50E-65//784bp//62%//AF0831 1 5 

C-Y79AA1 001 493//UBIQUITIN-CON JUGATING ENZYME E2-17 KD 9 (EC 6.3.2.19) (UBIQUITIN-PROTEIN 
50 LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B)y/3.80E-18//151aa//38%//P35132 

C-Y79AA1001533//"Mouse mRNA for RNA polymerase I associated factor (PAF53), complete cds."// 

4.5E-193//1333bp//80%//D14336 

C-Y79AA1001541 

C-Y79AA1001548//PHOSPHATIDYLINOSITOL 4-KINASE ALPHA (EC 2.7.1.67) (PI4-KINASE) (PTDINS-4-KI- 
55 NASE) (PI4K-ALPHA)y/7.5E-76//85aa//90%//P42356 

C-Y79AA1001555 

C-Y79AA1 001 581// ACETYL-COENZYME A SYNTHETASE (EC 6.2.1 .1) (ACETATE--COA LIGASE) (ACYL- AC- 
TIVATING ENZYME).//1 .9E-40//482aa//27%//P27550 
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C-Y79AA1001585 

C-Y79AA1001603//"POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PRO- 
TEIN- UDP AC ETYLGALACTOS AM I N YLTRANSFE RAS E) (UDP-GALNAC:POLYPEPTIDE, N-ACETYLGALAC- 
TOSAMINYLTRANSFERASE) (GALNAC-T1)."//1 .7E-84//313aa//48%//Q07537 
5 C-Y79AA1001613//ZINC FINGER PROTEIN 132.//3.8E-91//209aa//41%//P52740 

C-Y79AA1001665 

C-Y79AA1 001 679//"Homo sapiens lambda-crystal lin mRNA, complete cds."//3.4e-31 0//1 430bp//98%// 
AF077049 

C-Y79AA1001696//"Homo sapiens mRNA for KIAA1109 protein, partial cds."//0//1669bp//100%// 
10 AB029032 

C-Y79AA1001705//"Homo sapiens p53 regulated PA26-T2 nuclear protein (PA26) mRNA, complete cds. 
"//3.4E-47//626bp//68%//AF033120 

C-Y79AA1001711//"Human 60-kdal ribonucleoprotein (Ro) mRNA, complete cds."//1 .2E-258// 
1185bp//99%//J04137 
15 C-Y79AA1001781 
C-Y79AA1001805 

C-Y79AA1001827//"Homo sapiens mammalian inositol hexakisphosphate kinase 2 (IP6K2) mRNA, com- 
plete cds.&quoty/0//1 689bp//98%//AF1 771 45 
C-Y79AA1001846 
20 C-Y79AA1001923 

C-Y79AA1001963//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELICASE 
SPAC1 0F6.02C7/1 E-1 0//94aa//47%//O42643 

C-Y79AA1002027//UBIQUITIN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42).//9.9E-39//143aa//52%//P42743 
25 C-Y79AA1 002083//H.sapiens mRNA for MUF1 protein V/5E-1 63//752bp//99%//X8601 8 

C-Y79AA1 002089 

C-Y79AA1002115 

C-Y79AA1002125 

C-Y79AA1 002204 
30 C-Y79AA1 002208//ANKYRIN7/8.1 E-34//1 88aa//38%//Q02357 

C-Y79AAl002209//"Homo sapiens CGI-04 protein mRNA, complete cds."//0//1617bp//99%// 

AF1 32939 

C-Y79AA1002229//DNA CROSS-LINK REPAIR PROTEIN PS02/SNM 1 7/7.1 0E-1 7//21 3aa//31 %//P30620 
C-Y79AA1 002246//SYNAPTOTAGMIN V.//1 .6E-28//286aa//32%//000445 
35 C-Y79AA1 002298 

C-Y79AA1002307//"Homo sapiens astrotactin2 (ASTN2) mRNA, complete cds."//0//1209bp//99%// 
AF1 16574 

C-Y79AA1 00231 1//R.norvegicus mRNA fcr cytosolic resiniferatoxin-binding protein.//2.9E-186//H30bp//82%// 
X67877 
40 C-Y79AA1 002351 

C-Y79AA1 002407 

C-Y79AA1002433//"Homo sapiens chromatin-specific transcription elongation factor FACT 140 kDa subunit 
mRNA, complete CdS."//0//1545bp//96%//AF1 52961 

C-Y79AA1002472//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .5E-136//472aa// 
45 49%//Q05481 

Homology Search Result Data 13. 

[0333] Data obtained by the homology search for full-length nucleotide sequences and deduced amino acid sequenc- 
50 es. Each data includes Clone name, Definition in hit data, P value, Length of sequence to be compared, Homology, 
and Accession number (No.) of hit data. These items are shown in this order and separated by a double-slash mark, //. 

C-HEMBA1 000042 

C-HEMBA1000141//Homo sapiens SUMO-1 -specific protease (SSP1) mRNA, complete cds7/0//l 1 35bp//l 00%// 
55 AF1 96304 

C-HEMBA1000150//H.sapiens gene for U5 snRNP-specific 200kD protein.//2.50E-153//525bp//91%//Z70200 
C-HEMBA1 000213 
C-HEMBA1 000243 
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C-HE MBA 1000244 
C-HEMBA1 000251 
C-HEMBA1 000338 
C-HEMBA1 000357 
5 C-HEMBA1 000376 

C-HEMBA1 000428 
C-HEMBA1 000469 
C-HEMBA1 000497 

C-HEMBA1000561//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7) 7/3.40 E-37//674aa// 
10 25%//Q05481 

C-HEMBA1 000569//GPI-ANCHORED PROTEIN P137.//6.50E-19//265aa//32%//Q60865 
C-HEMBA1 000575 

C-HEMBA1 000591 //PTB-ASSOC I ATED SPLICING FACTOR (PSF).//2.20E-17//198aa//40%//P23246 

C-HEMBA1 000673 
15 C-HEMBA1 000702 

C-HEMBA1 000722 

C-HEMBA1 000726 

C-HEMBA1 000876 

C-HEMBA1 000942 
20 C-HEMBA1 000943 

C-HEMBA1 000960 

C-HEMBA1 000985 

C-HEMBA1001019//CELL DIVISION CONTROL PROTEIN 2 HOMOLOG (EC 2.7.1.-) (P34 PROTEIN KINASE) 
(CYCLIN-DEPENDENT KINASE 1) (CDK1).//3.10E-10//70aa//58%//P06493 
25 C-HEMBA1001020 
C-HEMBA1 001024 
C-HEMBA1001026 
C-HEMBA1 001051 
C-HEMBA1001060 

30 C-HEMBA1 001 071 //PROCOLLAGEN ALPHA 1(111) CHAIN PRECURSORS.//1 .50E-92//82aa//1 00%//P02461 

C-HEMBA1 001077//Homo sapiens transcriptional intermediary factor 1 gamma mRNA, complete cds.//2.00E-80// 

432bp//94%//AF1 1 9043 

C-HEMBA1001099 

C-HEMBA1 001121 
35 C-HEMBA1 001123 

C-HEMBA1 001208 

C-HEMBA1 001213 

C-HEMBA1 001226 
" C-HEMBA1001247 
40 C-HEMBA1 001299 

C-HEMBA1 001319 

C-HEMBA1 001323 

C-HEMBA1001327 

C-HEMBA1 001361 
45 C-HEMBA1 001375 

C-HEMBA1 001377 

C-HEMBA1 001383 

C-HEMBA1 001391 

C-HEMBA1 001411 
50 C-HEMBA1 001432 

C-HEMBA1 001433 

C-HEMBA1 001435 

C-HEMBA1 001442 

C-HEMBA1 001463 
55 C-HEMBA1 001515 

C-HEMBA1 001522 

C-HEMBA1 001557 

C-HEMBA1 001566 
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C-HEMBA1001589 
C-HEMBA1 001608 
C-HEMBA1001636 
C-HEMBA1001647 
C-HEMBA1001651 
C-HEMBA1001658 

C-HEMBA1 001 675/A/ACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS9.//5.40E-09//1 01 aa//35%// 
P54787 

C-HEMBA1001712 

C-HEMBA1001734//CADHERIN-11 PRECURSOR (OSTEOBLAST-CADHERIN) (OB-CADHERIN) (OSF-4).// 

1 .1 0E-38//87aa//96%//P55288 

C-HEMBA1 001745 

C-HEMBA1001750 

C-HEMBA1 001784 

C-HEMBA1001791 

C-HEMBA1001803 

C-HEMBA1 001820 

C-HEMBA1 001835 

C-HEMBA1 001888 

C-HEMBA1001912 

C-HEMBA1001915 

C-HEMBA1001918 

C-HEMBA1 001940 

C-HEMBA1 001942 

C-HEMBA1 001964 

C-HEMBA1 002022 

C-HEMBA1 002039 

C-HEMBA1002100 

C-HEMBA1002113 

C-HEMBA1002119 

C-HEMBA1002139//LIM AND SH3 DOMAIN PROTEIN LASP-1 (MLN 50)7/7. 10E-05//51aa//49%//Q 14847 

C-HEMBA1002160 

C-HEMBA1002162 

C-HEMBA1002166 

C-HEMBA1002185 

C-HEMBA1 002204 

C-HEMBA1 002328 

C-HEMBA1 002337 

C-HEMBA1 002348 

C-HEMBA1 002381 

C-HEMBA1 002486 

C-HEMBA1 002498 

C-HEMBA1 002538 

C-HEMBA1 002552 

C-HEMBA1 002555//Homo sapiens mSin3A associated polypeptide p30 mRNA, complete cds.//5.30E-5l//768bp// 

68%//AF055993 

C-HEMBA1 002558 

C-HEMBA1 002621 

C-HEMBA1 002629 

C-HEMBA1 002645 

C-H EM BA1 002659 

C-HEMBA1 002661 

C-HEMBA1 002666 

C-HEMBA1 002678 

C-HEMBA1 002679 

C-HEMBA1 002712 

C-HEMBA1002716 

C-HEMBA1 002742 
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C-HEMBA1002746//DNA POLYMERASE BETA (EC 2.7.7.7)V/5.00E-37//268aa//34%//P06746 

C-HEMBA1 002748 

C-HEMBA1 002780 

C-HEMBA1 002801 
5 C-HEMBA1 002826 

C-HEMBA1 002833 

C-HEMBA1 002921 

C-HEMBA1 002934 

C-HEMBA1 002944 
io C-HEMBA1 002968 

C-HEMBA1 003034 

C-HEMBA1 003037 

C-HEMBA1003071//INSULIN-L1KE GROWTH FACTOR BINDING PROTEIN COMPLEX ACID LABILE CHAIN 
PRECURSOR (ALS).//1 .30E-09//121aa//40%//P35858 
15 C-HEMBA1 003078 

C-HEMBA1 003083 
C-HEMBA1 003086 

C-HEMBA1003098//Homo sapiens NY-REN-6 antigen mRNA, partial cds.//6.20E-273//1253bp//99%//AF1 55096 

C-HEMBA1003133 
20 C-HEMBA1003142 

C-HEMBA1003166 

C-HEMBA1003197 

C-HEMBA1 003202 

C-HEMBA1 003220 
25 C-HEMBA1 003229 

C-HEMBA1 003276 

C-HEMBA1 003278 

C-HEMBA1 003328 

C-HEMBA1 003373 
30 C-HEMBA1 003597 

C-HEMBA1 003598 

C-HEMBA1 003656 

C-HEMBA1 003680//PUTATIVE AMINOPEPTIDASE ZK353.6 IN CHROMOSOME III (EC 3.4.11 .-).//2.40E-92// 
423aa//47%//P34629 
35 C-HEMBA1 003733 

C-HEMBA1 003742 

C-HEMBA1 003760//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INTERACTING PROTEIN) 

(MEMBER OF PAS PROTEIN 1) (MOP1) (HIF1 ALPHA).//3.70E-124//347aa//55%//Q16665 

C-HEMBA1 003803 
40 C-HEMBA1 003854 

C-HEMBA1 003926 

C-HEMBA1 003939 

C-HEMBA1 003987 

C-HEMBA1 004012 
45 C-HEMBA1 004015 

C-HEMBA1004193 

C-HEMBA1 004225 

C-HEMBA1 004241 

C-HEMBA1 004267 

50 C-HEMBA1004295//Homo sapiens NY-REN-25 antigen mRNA, partial cds.//9.40E-31//381bp//65%//AF155103 

C-HEMBA1 004354//CHL1 PROTEIN 7/9.90E-26//1 30aa//42%//P2251 6 

C-HEMBA1004356//H.sapiens MSSP-2 mRNA.//3.00E-243//573bp//98%//X77494 

C-HEMBA1 004396 

C-HEMBA1 004405 
55 C-HEMBA1 004433 

C-HEMBA1 004538 

C-HEMBA1 004542 

C-HEMBA1 004573 
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C-HEMBA1 004577 

C-HEMBA1 004604//Homo sapiens COP9 complex subunit 7a mRNA, complete cds7/0//1 61 2bp//99%//AF1 93844 

C-HEMBA1004617 

C-HEMBA1 004631 
5 C-HEMBA1 004705 

C-HEMBA1 004733 

C-HEMBA1 004748 

C-HEMBA1 004778 

C-HEMBA1 004803 
10 C-HEMBA1 004807 

C-HEMBA1 004820 

C-HEMBA1 004865 

C-HEMBA1 004880 

C-HEMBA1 004900 
15 C-HEMBA1 004909 

C-HEMBA1 004960 

C-HEMBA1 004978 

C-HEMBA1 004980 

C-HEMBA1 004983 
20 C-HEMBA1 004995 

C-HEMBA1 00501 9//Homo sapiens mRNA for KIAA0648 protein, partial cds7/0//2212bp//99%//AB0 14548 

C-HEMBA1005029//Homo sapiens CGI-13 protein mRNA, complete CdS.//0//1487bp//99%//AF 132947 

C-HEMBA1 005035 

C-HEMBA1 005039 

25 C-HEMBA1 005047//RAS- RELATED PROTEIN RAB-24 ( RAB- 16) 7/3.40 E-1 01//1 06aa//98%//P 35290 

C-HEMBA1 005050 

C-HEMBA1 005062 

C-HEMBA1 005066 

C-HEMBA1 005075 
30 C-HEMBA1 005079 

C-HEMBA1005101//Homo sapiens SYT interacting protein SIP mRNA, complete cds.//0//2762bp//99%// 

AF080561 

C-HEMBA1 005123 

C-HEMBA1 005149 
35 C-HEMBA1005152 

C-HEMBA1005201//Homo sapiens CGI-07 protein mRNA, complete cds.//0//l608bp//99%//AF1 32941 

C-HEMBA1005202//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68).//1 .90E-179//361 aa//95%// 

Q00004 

C-HEMBA1 005223 
40 C-HEMBA1 005232 

C-HEMBA1 005241 
C-HEMBA1 005275 
C-HEMBA1 005293 
C-HEMBA1 005311 

45 C-HEMBA1 005338//Homo sapiens mRNA for matrilin-4, partial.//3.90E-241//1 095bp//99%//AJ007581 

C-HEMBA1005359//ZINC FINGER PROTEIN 1 377/3. 90E-85//206aa//69%//P52743 

C-HEMBA1005367//Homo sapiens melastatin 1 (MLSN1) mRNA, complete cds7/9.00E-77//620bp//74%// 

AF071787 

C-HEMBA1 005374 
50 C-HEMBA1 005382 

C-HEMBA1 005411 

C-HEMBA1 005426 

C-HEMBA1 005443 

C-HEMBA1 005447 
55 C-HEMBA1 005497 

C-HEMBA1 005500 

C-HEMBA1 005506 

C-HEMBA1 005508 
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C-HEMBA1 005526 

C-HEMBA1005530//Honio sapiens anaphase-promoting complex subunit 7 (APC7) mRNA, complete cds7/0// 
1578bp//98%//AF191340 

C-HEMBA1 005548//Homo sapiens MAFB/Kreisler basic region/leucine zipper transcription factor (MAFB) mRNA, 
5 complete cds7/1 .00E-220//1O14bp//99%//AF134157 

C-HEMBA1 005552 

C-HEMBA1 005568 

C-HEMBA1 005588 

C-HEMBA1 005593 
10 C-HEMBA1 005606 

C-HEMBA1005616 

C-HEMBA1 005627 

C-HEMBA1 005670 

C-HEMBA1 005679 
15 C-HEMBA1 005699 

C-HEMBA1 005705 

C-HEMBA1005732//Hurnan mRNA for KIAA1293 gene, complete cds.//5.50E-102//317bp//98%//Dl4697 

C-HEMBA1 00581 5//CALPAIN, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (MU/M-TYPE)7/2.00E-36//342aa//33%//P00789 
20 C-HEMBA1 005852 

C-HEMBA1 005894 

C-HEMBA1 005921 

C-HEMBA1 006035 

C-HEMBA1 006036 
25 C-HEMBA1 006090 

C-HEMBA1 006138 

C-HEMBA1006173 

C-HEMBA1 006252 

C-HEMBA1006268//Homo sapiens HQ0024C mRNA, complete cds.//3.50E-157//845bp//92%//AF073836 
30 C-HEMBA1 006347//M ALES-ABSENT ON THE FIRST PROTEIN (EC 2.3.1 .-)7/1 ,60E-130//332aa//62%//002193 

C-HEMBA1006359//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//3.50E-105//381aa//54%//P28160 

C-HEMBA1 006380 

C-HEMBA1006416 

C-HEMBA1 006421 
35 C-HEMBA1 006424 

C-HEMBA1 006426 

C-HEMBA1 006446 

C-HEMBA1006485//PUROMYCIN-SENSITIVE AMINOPEPTIDASE (EC 3.4.11.-) (PSA).//1 .90E-81//153aa// 

97%//P55786 
40 C-HEMBA1 006486 

C-HEMBA1 006494 

C-HEMBA1 006546 

C-HEMBA1 006562 

C-HEMBA1 006595 
45 C-HEMBA1 006597 

C-HEMBA1 006631 

C-HEMBA1 006639 

C-HEMBA1006652//60S RIBOSOMAL PROTEIN L77/2.40E-44//206aa//47%//P14148 
C-HEMBA1 006659 
50 C-HEMBA1 006665 

C-HEMBA1 006676 
C-HEMBA1 006695 
C-HEMBA1 006709 

C-HEMBA1006758//Homo sapiens protocadherin beta 13 (PCDH-beta13) mRNA, complete cds.//0//1832bp// 
55 91 %//AF1 52492 

C-HEMBA1 006780 

C-HEMBA1006807//Homo sapiens mRNA for SPOP7/5.70E-125//1109bp//75%//AJ000644 
C-HEMBA1 006824 
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C-HEMBA1 006865 
C-HEMBA1 006921 
C-HEMBA1 006949 

C-HEMBA1006976//H.sapiens mRNA for Gal-beta(1-3/1-4)GlcNAc alpha-2.3-sialyltransferase.//1.90E-80// 
5 447bp//89%//X74570 

C-HEMBA1 007051 

C-H EM BA1 007052 

C-HEMBA1 007066 

C-HEMBA1 007073 
10 C-HEMBA1 007078 

C-HEMBA1 007085 

C-HEMBA1007113 

C-HEMBA1007121//Homo sapiens bisphosphate 3'-nucleotidase mRNA, complete cdsy/l.70E-252//H18bp// 
92%//AF1 25042 
15 C-HEMBA1 007129 

C-HEMBA1 007147 

C-HEMBA1007151//Homo sapiens synphilin 1 mRNA, complete cds.//0//1900bp//99%//AF076929 
C-HEMBA1007178 

C-HEMBA1007203//Homo sapiens mRNA for KIAA021 4 protein, complete cdsY/0//1212bp//98%//D86987 
20 C-HEMBA1007224//Homo sapiens SUMO-1 -specific protease (SSP1) mRNA, complete cds.//0//1590bp//99%// 

AF1 96304 

C-HEMBA1007243//Chinese hamster hprt mRNA, complete cds.//2.00E-58//650bp//70%//J00060 

C-HEMBA1 007251 

C-HEMBA1 007288 
25 C-HEMBA1 007322 

C-HEMBA1 007341 

C-HEMBB1 000050 

C-HEMBB1 000054 

C-HEMBB1 000059 
30 C-H EMBB1 000089 

C-HEMBB1000113 

C-HEMBB1 0001 44//G U AN Y LATE CYCLASE ACTIVATING PROTEIN 2 (GCAP 2) (RETINAL GUANYLYL CYCLA- 
SE ACTIVATOR PROTEIN P24)V/1 .40E-24//71aa//77%//P51177 
C-HEMBB1000173 
35 C-HEMBB1000175 
C-HEMBB1 000272 

C-HEMBB1 00031 7//RBULIN-1 , ISOFORM D PRECURSOR7/7.10E-62//458aa//35%//P37888 

C-HEMBB1000318 

C-HEMBB1 000336 
40 C-HEMBB1 000341 

C-HEMBB1 000343 

C-HEMBB1 000354 

C-HEMBB1 000374 

C-HEMBB1 000434 
45 C-HEMBB1 000441 

C-HEMBB1 000491 

C-HEMBB1 000493 

C-HEMBB1 000510 

C-HEMBB1 000652 
50 C-HEMBB1 000672 

C-HEMBB1 000684 

C-HEMBB1 000709 

C-HEMBB1 000726 

C-HEMBB1 000770 
55 C-H EMBB1 000827 

C-HEMBB1 000831 

C-HEMBB1 000883 

C-HEMBB1 000888 
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C-HEMBB1 000893 

C-HEMBB1 000913 

C-HEMBB1 000996 

C-HEMBB1 001004 
5 C-HEMBB1 001047 

C-HEMBB1 001060 

C-HEMBB1001114 

C-HEMBB1 001119 

C-HEMBB1 001133 
10 C-HEMBB1 001142 

C-HEMBB1001177 

C-HEMBB1 001208 

C-HEMBB1 001209 

C-HEMBB1001249 
15 C-HEMBB1001253 

C-HEMBB1 001254 

C-HEMBB1 001271 

C-HEMBB1 001304 

C-HEMBB1001317 
20 C-HEMBB1 001348 

C-HEMBB1 001394 

C-HEMBB1 001410 

C-HEMBB1 001424 

C-HEMBB1 001426 

25 C-HEMBB1 001429//Homo sapiens leucine aminopeptidase mRNA, complete cds.//0//1 933b p//99%//AF06 1738 

C-HEMBB1 001436 

C-HEMBB10014437/Rattus norvegicus pyruvate dehydrogenase phosphatase isoenzyme 1 mRNA, complete 

cds.//3.00E-130//553bp//86%//AF062740 

C-HEMBB1 001449 
30 C-HEMBB1 001458 

C-HEMBB1 001521 

C-HEMBB1 001531 

C-HEMBB1 001535 

C-HEMBB1001536 
35 C-HEMBB1001564 

C-HEMBB1001565 

C-HEMBB1001585 

C-HEMBB1001588 

C-HEMBB1001603 
40 C-HEMBB1001618 

C-HEMBB1001635 

C-HEMBB1001653 

C-HEMBB1 001668 

C-HEMBB1001673//Homo sapiens mRNA for KIAA0646 protein, complete cdsy/0//2035bp//99%//AB0 14546 
45 C-HEMBB1001685 
C-HEMBB1001695 
C-HEMBB1001707 
C-HEMBB1 001735 

C-HEMBB1 001 736//EUKARYOTIC TRANSLATION INITIATION FACTOR 3 SUBUNIT 9 (EIF3 P116) (EIF3 
50 P1 1 0).//4.60E-1 5//391 aa//25%//P55884 

C-HEMBB1001747 

C-HEMBB1 001 749/fTRANSCRIPTIONAL ACTIVATOR GCN57/1 .70E-1 6//84aa//47%//Q03330 
C-HEMBB1001753 
C-HEMBB1001756 
55 C-HEMBB1001760 
C-HEMBB1001785 
C-HEMBB1001797 

C-HEMBB1001802//Human desmin mRNA, complete CdS.//0//1523bp//98%//U59167 
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C-HEMBB1001816 

C-HEMBB1001831//Homo sapiens PAM COOH-terminal interactor protein 1 (PCIP1) mRNA complete cdsV/O// 
1514bp//99%//AF056209 

C-HEMBB1 001 839//GASTRULA ZINC FINGER PROTEIN XLCGF42.1 (FRAGMENT).//6.90E-11//87aa//35%// 
5 P 18720 

C-HEMBB1001850 

C-HEMBB1001863 

C-HEMBB1001868 

C-HEMBB1001874 
10 C-HEMBB1001880 

C-HEMBB1001899 

C-HEMBB1001906 

C-HEMBB1001910 

C-HEMBB1 001911 
15 C-HEMBB1 001921 

C-HEMBB1 001922 

C-HEMBB1 001930 

C-HEMBB1 001944 

C-HEMBB1 001945 
20 C-HEMBB1001947 

C-HEMBB1 001950//PROBABLE OXYGEN-INDEPENDENT COPROPORPHYRINOGEN 111 OXIDASE (EC 1. -.-.-) 

(COPROPORPHYRINOGENASE) (COPROGEN OXIDASE).//1 .60E-41//370aa//31%//P54304 

C-HEMBB1001952 

C-HEMBB1001957 
25 C-HEMBB1001962 

C-HEMBB1001983 

C-HEMBB1001990 

C-HEMBB1001996 

C-HEMBB1 002002 
30 C-HEMBB1 002005 

C-HEMBB1 002042//CYTO CHROME P450 4C1 (EC 1 .14.14.1 ) (C Y PI VC1) 7/2.70 E-49//139aa//55%//P29981 

C-HEMBB1 002043 

C-HEMBB1 002045 

C-HEMBB1 002049 
35 C-HEMBB1 002050 

C-HEMBB1 002068 

C-HEMBB1 002092 

C-HEMBB1 002139 

C-HEMBB1 002142 - - 
40 C-HEMBB1002190 

C-HEMBB1002193 

C-HEMBB1 00221 7//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//2.10E-132//399aa// 
44%//Q05481 
C-HEMBB1 002218 
45 C-HEMBB1 002232 

C-HEMBB1 002247 
C-HEMBB1 002249 

C-HEMBB1 002266//NEURONAL PROTEIN.//2.10E-46//121aa//76%//P41737 

C-HEMBB1 002327 
50 C-HEMBB1 002329 

C-HEMBB1002342//Homo sapiens mRNA for putative thioredoxin-like protein 7/1. l0E-274//1249bp//99%// 

AJ010841 

C-HEMBB1 002358 

C-HEMBB1 002371 
55 C-HEMBB1 002387 

C-HEMBB1 002409 

C-HEMBB1 002425 

C-HEMBB1002442//LIN-10 PROTEiNy/9.70E-14//121aa//31%//P34692 
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C-HEMBB1 002453 
C-HEMBB1 002458 

C-HEMBB1002477//Human Grb2-associated binder-1 mRNA, complete cds.//7.70E-258//774bp//99%//U43885 
C-HEMBB1 002489 

5 C-HEMBB1002510//GYP7PROTEIN7/3.10E-50//192aa//42%//P48365 

C-HEMBB1 002520 

C-HEMBB 1002522 

C-HEMBB1 002545 

C-HEMBB1 002579 
10 C-HEMBB1 002582 

C-HEMBB1 002596 

C-HEMBB1 002603 

C-HEMBB1 002610 

C-HEMBB1002613 
15 C-HEMBB1002617 

C-HEMBB1 002623 

C-HEMBB1 002635 

C-HEMBB1 002677 

C-HEMBB1 002683 
20 C-HEMBB1 002699 

C-HEMBB1 002702 

C-MAMMA1 000009 

C-MAMMA1 000043 

C-MAMMA1000045//ENV POLYPROTEIN [CONTAINS: SURFACE PROTEIN GP85; MEMBRANE PROTEIN 
25 GP37J.//1 .90E-07//249aa//27%//P03396 

C-MAMMA1 000057 

C-MAMMA1 000085//PUTATI VE CYSTEINYL-TRNA SYNTHETASE C29E6.06C (EC 6.1.1.16) (CYSTEINE-- 

TRNA LIGASE) (CYSRS).//2.10E-90//427aa//39%//Q09860 

C-MAMMA1 000092 
30 C-MAMMA1000103 

C-MAMMA1000117 

C-MAMMA1 000129 

C-MAMMA1 000133 

C-MAMMA1000155 
35 C-MAMMA1000175 

C-MAMMA1000198 

C-MAMMA1 000241 

C-MAMMA1 000251 

C-MAMMA1 000254 
40 C-MAMMA1 000287 

C-MAMMA1 000307 

C-MAMMA1 000331 

C-MAMMA1 000339 

C-MAMMA1 000340 
45 C-MAMMA1 000348 

C-MAMMA1 000356 

C-MAMMA1 000360 

C-MAMMA1 000402 

C-MAMMA1000414 
50 C-MAMMA1 000431 

C-MAMMA1 000444 

C-MAMMA1 000458 

C-MAMMA1 000500 

C-MAMMA1 000522 
55 C-MAMMA1 000576 

C-MAMMA1 000583 

C-MAMMA1 000594 

C-MAMMA1 000605 
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C-MAMMA1000616 
C-MAMMA1 000643 

C-MAMMA1000684//Homo sapiens 7-60 mRNA, complete cds7/0//2402bp//99%//AFl09134 

C-MAMMA1 000696 
5 C-MAMMA1 000707 

C-MAMMA1000714 

C-MAMMA1 000720 

C-MAMMA1 000744 

C-MAMMA1 000761 
W C-MAMMA1 000776 

C-MAMMA1 000798 

C-MAMMA1 000839 

C-MAMMA1 000851 

C-MAMMA1 000863 
15 C-MAMMA1 000867 

C-MAMMA1 000876 

C-MAMMA1 000880 

C-MAMMA1 000883 

C-MAMMA1 000921 
20 C-MAMMA1 000931 

C-MAMMA1 000941 

C-MAMMA1 000957 

C-MAMMA1 000962 

C-MAMMA1 000975 
25 C-MAMMA1 000987 

C-MAMMA1001003 

C-MAMMA1 001 030//LUTROPIN-CHORIOGONADOTROPIC HORMONE RECEPTOR (LH/CG-R) (LSH-R) 

(LUTEINIZING HOROMINE RECEPTOR) (FRAGMENT).//1.20E-26//276aa//28%//Q90674 

C-MAMMA1001038//MYOSIN LIGHT CHAIN KINASE, SMOOTH MUSCLE AND NON-MUSCLE ISOZYMES (EC 
30 2.7.1.117) (MLCK) [CONTAINS: TELOKIN]7/2.60E-107//190aa//95%//Q15746 

C-MAMMA1001082 

C-MAMMA1001162 

C-MAMMA1001186 

C-MAMMA1001191 
35 C-MAMMA1001206 

C-MAMMA1001220 

C-MAMMA1001243 

C-MAMMA1001249 

C-MAMMA1001256 
40 C-MAMMA1001268 

C-MAMMA1001271 

C-MAMMA1001274 

C-MAMMA1001292 

C-MAMMA1 001 305//RHO-GTPASE- ACTIVATING PROTEIN 1 (GTPASE-ACTIVATING PROTEIN RHOGAP) 
45 (RHO-RELATED SMALL GTPASE PROTEIN ACTIVATOR) (CDC42 GTPASE- ACTIVATING PROTEIN) 

(P50-RHOGAP).//2.20E-98//283aa//63%//Q07960 
C-MAMMA1001324 
C-MAMMA1001341 

C-MAMMA1 001 388//LEUCINE-RICH ALPHA-2-GLYCOPROTEIN (LRG).//1 .40E-165//312aa//99%//P02750 
50 C-MAMMA1001397 

C-MAMMA1001408 

C-MAMMA1001420 

C-MAMMA1001442 

C-MAMMA1001452 
55 C-MAMMA1001465 

C-MAMMA1001487 

C-MAMMA1001501//CALPAIN 1 , LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM-ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (MU-TYPE).//5.70E-55//86aa//97°/c//P07384 
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C-MAMMA1001547 
C-MAMMA1001551 
C-MAMMA1001575 
C-MAMMA1001590 
5 C-MAMMA1001600 
C-MAMMA1001606 

C-MAMMA1001627//Homo sapiens mRNA for transcription factor TBX6.//5.20E-189//871bp//99%//AJ007989 
C-MAMMA1001663 
C-MAMMA1001670 
10 C-MAMMA1001671 

C-MAMMA1 001 679//F-ACTIN CAPPING PROTEIN BETA SUBUNIT (CAPZ)7/0.00000058//29aa//100%//P47756 
C-MAMMA1001711 

C-MAMM A1 001 735//TUBULIN BETA-5 CHAIN (BETA-TUBULIN CLASS-V).//5.90E-240//445aa//97%//P09653 

C-MAMMA1001744 
15 C-MAMMA1001745 

C-MAMM A1 001 751//Homo sapiens tandem pore domain potassium channel TWIK-2 (KCNK6) mRNA, complete 

CdS.//0//2332bp//99%//AF1 1 7708 

C-MAMMA1001783 

C-MAMMA1001788 
20 C-MAMMA1001806 

C-MAMMA1001812 

C-MAMMA1001815 

C-MAMMA1001817 

C-MAMMA1001818 

25 C-MAMMA1001820//Rattus norvegicus mRNA for PAG608 gene.//1.30E-198//1157bp//80%//Yl3148 

C-MAMMA1001824 

C-MAMMA1001851 

C-MAMMA1001854 

C-MAMMA1001864 
30 C-MAMMA1001878 

C-MAMMA1001890 

C-MAMMA1001907 

C-MAMMA1001908 

C-MAMMA1001931 
35 C-MAMMA1001969 

C-MAMMA1 002011 

C-MAMMA1 002032 

C-MAMMA1 002041 

C-MAMMA1 002047 
40 C-MAMMA1 002056 

C-MAMMA1 002058 

C-MAMMA1 002078 

C-MAMMA1 002082 

C-MAMMA1 002084 
45 C-MAMMA1 002093 

C-MAMMA1 002094 

C-MAMMA1002118 

C-MAMMA1002125 

C-MAMMA1002132 
50 C-MAMMA1002140 

C-MAMMA1002143//Homo sapiens Cdc42 effector protein 4 mRNA, complete cds7/1.70E-252//H70bp//99%// 

AF099664 

C-MAMMA1002145 

C-MAMMA1002198//THIOREDOXIN PEROXIDASE 1 (THIOREDOXIN-DEPENDENT PEROXIDE REDUCTASE 
55 1 ) (THIOL-SPECIFIC ANTIOXIDANT PROTEIN) (TSA) (PRP) (NATURAL KILLER CELL ENHANCING FACTOR 

B) (NKEF-B)7/5.20E-61//60aa//90%//P32119 
C-MAMMA1 002230 
C-MAMMA1 002250 
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C-MAMMA1 002282 

C-MAMMA1 002293 

C-MAMMA1 002298 

C-MAMMA1 002299 
5 C-MAMMA1 002308 

C-MAMMA1 002310 

C-MAMMA1 002311 

C-MAMMA1 002322 

C-MAMMA1 002339 
10 C-MAMMA1 002352 

C-MAMMA1 002359 

C-MAMMA1 002360 

C-MAMMA1 002392 

C-MAMMA1 002411 
15 C-MAMMA1002413 

C-MAMMA1002417 

C-MAMMA1002428//LYSOSOME MEMBRANE PROTEIN II (LIMP II) (85 KD LYSOSOMAL MEMBRANE 

SIALOGLYCOPROTEIN) (LGP85) (CD36 ANTIGEN-LIKE 2)7/1 .10E-24//96aa//68%//Ql4108 

C-MAMMA1 002434 
20 C-MAMMA1 002446 

C-MAMMA1 002454 

C-MAMMA1 002461 

C-MAMMA1 002475 

C-MAMMA1 002556 
25 C-MAMMA1 002566 

C-MAMMA1002612 

C-MAMMA1002622//VlLLIN7/7.20E-35//53aa//64%//P02640 

C-MAMMA1002637//KINESIN LIGHT CHAIN (KLC).//1 .30E-1 98//550aa//70%//Q07866 

C-MAMMA1002650//MUS musculus ODA-8S protein mRNA, complete cds 7/5.40 E-57//480bp//68%//AF1 94030 
30 C-MAMMA1002699//Rattus norvegicus EH domain binding protein Epsin mRNA, complete cds7/4.3e-317// 

1942bp//85%//AF018261 

C-MAMMA1 002727 

C-MAMMA1 002748 

C-MAMMA1 002758 
35 C-MAMMA1 002780 

C-MAMMA1 002820 

C-MAMMA1 002833 

C-MAMMA1 002843 

C-MAMMA1 002895 

40 C-MAMMA1002937//ZINC FINGER PROTEIN 1357/8.30E-99//393aa//43%//P52742 

C-MAMMA1 003004 

C-MAMMA1003047//Homo sapiens protein inhibitor of activated STAT protein PIASy mRNA, complete cds7/0// 
1 533bp//99%//AF077952 

C-NT2RM1 000001//D.melanogaster sap47-2 mRNA 7/1 .50E-1 0//41 7bp//62%//X801 1 0 
45 C-NT2RM1 00001 8//Human mRNA for KIAA0066 gene, partial cds7/0//3376bp//99%//D31 886 

C-NT2RM1000037//Homo sapiens mRNA for KIAA0690 protein, partial cds7/0//3551bp//99%//AB014590 
C-NT2RM1000086//Homo sapiens mRNA for KIAA0661 protein, complete cds7/0//3035bp//96%//AB0 14561 
C-NT2RM1 000421 //Rl BON UCLEASE INHlBITOR7/4.40E-21//372aa//30%//P1 0775 C-NT2RM1 000499 
C-NT2RM1 001 059//NUCLEAR POLYADENYLATED RNA-BINDING PROTEIN NAB47/3.60E-11//1 80aa//28%// 
50 Q99383 

C-NT2RM1001092//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7)7/3.60E-115//332aa// 
52%//Q05481 

C-NT2RM2001592//Homo sapiens mRNA for KIAA1067 protein, partial cds7/0//3471bp//99%//AB028990 
C-NT2RM2001635//Homo sapiens mRNA for KIAA061 8 protein, complete cds7/0//1632bp//99%//AB014518 
55 C-NT2RM2001637 
C-NT2RM2001641 

C-NT2RM2001670//ZINC FINGER PROTEIN 29 (ZFP-29)7/6.50E-104//407aa//43%//Q07230 
C-NT2RM2001699 
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C-NT2RM2001706 
C-NT2RM2001718 

C-NT2RM2001727//Homo sapiens mRNA for KIAA0462 protein, partial cds.//0//2892bp//99%//AB007931 
C-NT2RM2001805 
5 C-NT2RM4000086 

C-NT2RM400021 5//MAK1 6 PROTEIN y/1.30E-68//295aa//49%//P1 0962 
C-NT2RM4000414 

C-NT2RM4000590//RING CANAL PROTEIN (KELCH PROTEIN).//1 .00E-59//595aa//28%//Q04652 
C-NT2RM4000634 

10 C-NT2RM4000657//Homo sapiens mRNA for KIAA1069 protein, partial cds.//0//1412bp//100%//AB028992 

C-NT2RM4000783 

C-NT2RM4000857//LEUCINE-RICH ALPHA-2-GLYCOPROTEIN (LRG)Y/6.70E-22//250aa//29%//P02750 
C-NT2RM4000971 

C-NT2RM4000996//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//8.00E-211//738aa// 
15 50%//Q05481 

C-NT2RM4001092//ZINC FINGER PROTEIN GLO3.//3.10E-24//265aa//33%//P38682 

C-NT2RM4001178//PROBABLE ATP-DEPENDENT RNA HELICASE HAS1 7/1 .1 0E-48//21 8aa//43%//Q 03532 
C-NT2RM4001569 

C-NT2RM4001819//Human p58/GTA (galactosyltransferase associated protein kinase) mRNA, complete cds.// 
20 8. 1 0E-300//1 395bp//98%//M3771 2 

C-NT2RM4001905 

C-NT2RM4001938//Homo sapiens mRNA for KIAA0898 protein, partial cds.//0//2234bp//99%//AB020705 
C-NT2RM4002062//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE--TRNA LIGASE) (ASPRS).// 
1 .90E-31//80aa//52%//P3641 9 

25 C-NT2RM4002073//Mus musculus fatty acid transport protein 3 mRNA, partial cds.//9.30E-293//1751bp//83%// 

AF072758 

C-NT2RM4002093//Homo sapiens neural polypyrimidine tract binding protein (PTB) mRNA, complete cdsY/0// 
2550bp//99%//AF1 76085 

C-NT2RM4002109//Homo sapiens kinesin superfamily motor KIF4 mRNA, complete cds.//0//2572bp//99%// 
30 AF071592 

C-NT2RM4002146//Homo sapiens MAGOH mRNA, complete CdS.//6.90E-70//454bp//85%//AF035940 
C-NT2RM4002194//Mus musculus semaphorin Via mRNA, complete cds7/5.20E-297//1753bp//87%//AF030430 
C-NT2RM4002390 
C-NT2RM4002398 
35 C-NT2RM4002420 
C-NT2RM4002534 

C-NT2RM4002565//MUS musculus Sec8 mRNA, complete cdsy/0//1915bp//87%//AF022962 
C-NT2RM4002571//H. sapiens mRNA for UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase (T2).// 
4.60E-78//921 bp//69%//X8501 9 
40 C-NT2RP1000358//Homo sapiens mRNA; cDNA DKFZp564C186 (from clone DKFZp564Cl86).//0//1938bp// 

88%//AL050019 

C-NT2RP1000522//UBIQUITIN CARBOXYL-TERM IN AL HYDROLASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB-1) (DEUBIQUITINATING EN- 
ZYME 1)7/8.20E-83//345aa//47%//Q61068 
45 C-NT2RP1000609//Homo sapiens mRNA; cDNA DKFZp586C201 (from clone DKFZp586C201).//0//2165bp// 

99%//AL050118 

C-NT2RP1000677//SODIUM-1NDEPENDENT ORGANIC ANION TRANSPORTER (ORGANIC ANION TRANS- 
PORTING POLYPEPTIDE).//1 .20E-78//483aa//31%//P46721 

C-NT2RP1000701//Homo sapiens phospholipase A2 activating protein (PLA2P) mRNA, complete cds7/0// 
50 1 687bp//99%//AF1 45020 

C-NT2RP1000834//Homo sapiens alpha-methylacyl-CoA racemase mRNA, complete cds.//l .80E-l76//829bp// 
98%//AF047020 

C-NT2RP1000860//Homo sapiens KL04P mRNA, complete cds7/0//1555bp//99%//AF064094 
C-NT2RP1000916 
55 C-NT2RP 1000944 

C-NT2RP1001079//Oryctolagus cuniculus sarcosine oxidase (SOX) mRNA, complete cds.//0//2085bp//99%// 
U82267 

C-NT2RP1001080//PROBABLE ATP-DEPENDENT RNA HELICASE DBP9.//2.30E-116//319aa//46%//Q06218 
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C-NT2RP1001113 

C-NT2RP1001173//Homo sapiens mRNA; cDNA DKFZp566D1146 (from clone DKFZp566D1146).//0//2333bp// 
99%//AL080222 

C-NT2RP1001177//Rattus norvegicus histone macroH2A1.2 mRNA, complete cds.//5.20E-108//1278bp//69%// 
5 U79139 

C-NT2RP10011 85//Human isovaleryl-coA dehydrogenase (IVD) mRNA, complete cdsV/1 .90E-158//729bp//99%// 
M34192 

C-NT2RP1001247//Homo sapiens TGF-beta type secreted signaling protein LEFTYA mRNA, complete cds7/0// 
2006bp//100%//AF081513 
10 C-NT2RP1 001311 

C-NT2RP1 001 31 3//Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds.//7.50E-l21//l394bp//69%// 
AF1 26799 

C-NT2RP2000001//Homo sapiens mRNA for KIAA1111 protein, partial cds.//0//3188bp//99%//AB029034 
C-NT2RP2000027 

15 C-NT2RP2000183//DIHYDROPYRIMIDINASE RELATED PROTEIN-2 (DRP-2) (NEURAL SPECIFIC PROTEIN 

NSP60)7/3.30E-1 6//1 1 4aa//44%//002675 
C-NT2RP2000198 

C-NT2RP2000523//APOLIPOPROTEIN B MRNA EDITING PROTEIN (HEPR) (APOBEC-1).//6.00E-16//124aa// 
34%//P41238 
20 C-NT2RP2000551 
C-NT2RP2000644 

C-NT2RP2000660//SAP1 PROTEIN7/5.20E-68//474aa//32%//P39955 

C-NT2RP2000678 

C-NT2RP2000715 

25 C-NT2RP2000842//Human lysophosphatidic acid receptor homolog mRNA, complete cds.//0//1562bp//99%// 

U80811 

C-NT2RP2000970 
C-NT2RP2001347 

C-NT2RP2001460//TRICHOHYALIN7/1 .00E-14//521aa//24%//P37709 

30 C-NT2RP2001 61 3//MITOCHONDRIAL IMPORT RECEPTOR SUBUN IT TOM40 (MOM38 PROTEIN) (TRANSLO- 

CASE OF OUTER MEMBRANE 40 KD SU3UNTD.//6.10E-12//184aa//31%//P24391 
C-NT2RP2001634//Homo sapiens alpha-catenin-like protein mRNA, complete cds.//0//2445bp//99%//U97067 
C-NT2RP2001 660//Homo sapiens putative 1 3 S Golgi transport complex 90kD subunit brain-specific isoform mR- 
NA, complete Cds.//0//1287bp//99%//AF058718 

35 C-NT2RP2001677 
C-NT2RP2001678 
C-NT2RP2001720 

C-NT2RP2001740//UBIQUITIN CARBOXYL-TERM INAL HYDROLASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB-1) (DEUBIQUITINATING EN- 
40 ZYME 1 ) Y/7.90E-52//220aa//44%//Q61 068 

C-NT2RP2001756//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/1.70E-49//411aa//32%// 
P51523 

C-NT2RP2001 839//SCY1 PROTElN.//5.40E-32//621aa//24%//P53009 
C-NT2RP2001861 

45 C-NT2RP2001869//ZINC FINGER PROTEIN 191 7/7. 10 E-26//1 26aa//52%//0 14754 

C-NT2RP2001 876//ALLOGRAFT INFLAMMATORY FACTOR-1 (AlF-1 ) (IONIZED CALCIUM BINDING ADAPTER 
MOLECULE 1 )Jh .20E-45//1 41 aa//65%//P55008 

C-NT2RP2001898//Human inositol polyphosphate 5-phosphatase (5ptase) mRNA, 3* end.//0//2518bp//98%// 

M74161 
50 C-NT2RP2001936 

C-NT2RP2001943 

C-NT2RP2001946 

C-NT2RP2002032 

C-NT2RP2002033 
55 C-NT2RP2002041 

C-NT2RP2002047 

C-NT2RP2002066//Rattus norvegicus transmembrane receptor Unc5H2 mRNA, complete cds7/1.60E-226// 
1301bp//88%//U87306 
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C-NT2RP2002124//Homo sapiens mRNA for KIAA1097 protein, partial cds.//0//1772bp//95%//AB029020 

C-NT2RP2002172 

C-NT2RP2002219 

C-NT2RP2002256//Homo sapiens retinoic acid hydroxylase mRNA, complete cdsV/0//1528bp//98%//AF0054l8 

C-NT2RP2002316 

C-NT2RP2002373 

C-NT2RP2002439 

C-NT2RP2002475 

C-NT2RP2002546 

C-NT2RP2002591//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//1 .20E-155//562aa//50%// 
P51523 

C-NT2RP2002606//Rattus norvegicus Rabin3 mRNA, complete cds.//9.20E-147//874bp//87%//U19181 
C-NT2RP2002643 

C-NT2RP2002727//Rattus norvegicus tulip 2 mRNA, complete cdS.//3.50E-74//727bp//72%//AF041107 

C-NT2RP2002736 

C-NT2RP2002740 

C-NT2RP2002741//Homo sapiens mRNA for Neuroblastoma, complete cds.//9.90E-54//964bp//64%//D890l6 

C-NT2RP2002752 

C-NT2RP2002753 

C-NT2RP2002857 

C-NT2RP2003000//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B1 2 PRO- 

TE I N) .//1 .90 E- 1 1 //1 32aa//38%//Q1 3829 

C-NT2RP2003073 

C-NT2RP2003164//Homo sapiens mRNA for protein kinase7/0//2313bp//99%//AJ 132545 
C-NT2RP2003206 

C-NT2RP2003228//H.sapiens P1-Cdc21 mRNA.//0//2870bp//98%//X74794 

C-NT2RP2003230//Rattus norvegicus endo-alpha-D-mannosidase (Enman) mRNA, complete cds.//2.60E-186// 

1551bp//77%//AF023657 

C-NT2RP2003237 

C-NT2RP2003272//Homo sapiens ubiquilin mRNA, complete cds.//0//1789bp//99%//AF 176069 

C-NT2RP2003280 

C-NT2RP2003293 

C-NT2RP2003394//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 7/5.50E-13//302aa//26%// 
P25386 

C-NT2RP2003401//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB-1) (DEUBIQUITINATING EN- 
ZYME 1)7/9.60E-78//346aa//43%//061068 
C-NT2RP2003456 

C-NT2RP2003517//Human c-sis/platelet-derived growth factor 2 (SIS/PDGF2) mRNA, complete cds.//0//1 746bp// 
95%//M 12783 

C-NT2RP2003522//Homo sapiens zinc finger DNA binding protein 99 (ZNF281 ) mRNA, complete cds.//0//1 764bp// 

99%//AF125158 

C-NT2RP2003559 

C-NT2RP2003564//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A)).// 

2. 1 0E-59//270aa//46%//P1 9474 

C-NT2RP2003581 

C-NT2RP2003643//Mus musculus mRNA for CMP-N-acetylneuraminic acid synthetase .//9.40E-243//1624bp// 
82%//AJ006215 

C-NT2RP2003702//Homo sapiens 1 7 beta-hydroxysteroid dehydrogenase type VII (HSD17B7) mRNA, complete 
CdS.//2. 1 e-31 3//978bp//99%//AF098786 

C-NT2RP2003704//Homo sapiens mRNA for ATP-dependent metal loprotease YME1 L.//1 .80E-72//350bp//1 00%// 

AJ 132637 

C-NT2RP2003727 

C-NT2RP2003751 

C-NT2RP2003781//HYPOTHETICAL36.7 KD PROTEIN AH6.2 IN CHROMOSOME ll.//5.50E-63//253aa//50%// 
Q09201 

C-NT2RP2003825 
C-NT2RP2003871 
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C-NT2RP2003885 

C-NT2RP2003912//SERINE/THREONINE-PROTEIN KINASE NEK1 (EC 2.7.1 .-) (NIMA-RELATED PROTEIN KI- 
NASE 1 ).//6. 1 0E-1 83//387aa//87%//P51 954 

C-NT2RP2003976//Homo sapiens mRNA for KIAA0447 protein, complete cds.//0//2866bp//98%//AB007916 
5 C-NT2RP2003988 

C-NT2RP2004013//TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTION FACTOR 3)7/ 
2.30E-53//141aa//78%//P20290 

C-NT2RP2004098//ADENYLATE CYCLASE (EC 4.6.1 .1 ) (ATP PYROPHOSPHATE-LYASE) (ADENYLYLCYCLA- 

SE).//5.40E-30//319aa//31%//Q01513 
10 C-NT2RP2004142 

C-NT2RP2004170//Homo sapiens mRNA for transducin (beta) like 1 protein.//1.10E-138//1236bp//74%//Y12781 

C-NT2RP2004194//Rattus norvegicus Golgi SNARE GS15 mRNA, complete cds.//3.80E-52//397bp//82%// 

AF003998 

C-NT2RP2004207 
15 C-NT2RP2004226 

C-NT2RP2004232//Homo sapiens EPK2 mRNA for serine/threonine kinase, complete cds.//0//2272bp//99%// 

AB015982 

C-NT2RP2004242//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 
9.90E-1 2//427aa//26%//P1 9246 
20 C-NT2RP2004270//PROTEIN PTM1 PRECURSOR.//1 .40E-1 6//334aa//24%//P32857 

C-NT2RP2004321 
C-NT2RP2004339 
C-NT2RP2004347 

C-NT2RP2004396//Homo sapiens mRNA for activator of S phase Kinase, complete cds.//5.40E-243//H08bp// 
25 99%//AB028069 
C-NT2RP2004399 
C-NT2RP2004400 
C-NT2RP2004412 

C-NT2RP2004425//Mus musculus axotrophin mRNA, complete cds.//0//2321bp//86%//AF 155739 
30 C-NT2RP2004490 
C-NT2RP2004523 

C-NT2RP2004538//Mus musculus kinesin-like protein KIF1B (Kiflb) mRNA, complete cds.//0//1 387bp//86%// 

AF090190 

C-NT2RP2004580 

35 C-NT2RP2004587//Homo sapiens mRNA for KIAA0888 protein, partial cds.//0//2886bp//1 00%//AB020695 

C-NT2RP2004594 
C-NT2RP2004681 
C-NT2RP2004709 

C-NT2RP2004710//Homo sapiens mRNA for KIAA1 01 4 protein, partial cds.//0//2587bp//100%//AB023231 
40 C-NT2RP2004732//Homo sapiens mRNA for KIAA0884 protein, partial cds.//0//1 774bp//99%//AB020691 

C-NT2RP2004767 
C-NT2RP2004775 

C-NT2RP2004961//Rattus norvegicus KRAB/zinc finger suppressor protein 1 (KS1) mRNA, complete cds.//1 .00E- 
228//1 666bp//75%//U56732 
45 C-NT2RP2004962 
C-NT2RP2004982 

C-NT2RP2005003//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A)).// 
1 .80E-99//376aa//43%//P19474 
C-NT2RP2005018 
50 C-NT2RP2005020 
C-NT2RP2005022 
C-NT2RP2005031 

C-NT2RP2005116//Homo sapiens mRNA for KIAA0664 protein, partial cds.//0//4069bp//99%//AB0 14564 
C-NT2RP2005139//2-5A-DEPENDENT RIBONUCLEASE (EC 3.1.26.-) (2-5A-DEPENDENT RNAASE) (RNASE 
55 L) (RIBONUCLEASE 4) (FRAGMENT).//0.000000022//139aa//35%//Q05921 

C-NT2RP2005168//Homo sapiens mRNA for E1B-55kDa-associated protein7/0//2769bp//98%//AJ007509 
C-NT2RP2005254 

C-NT2RP2005325//Homo sapiens LIM-homeodomain protein HLHX2 (LHX2) mRNA, complete cds.//0//l643bp// 
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99%//AF1 24735 

C-NT2RP2005336//TR!CHOHYALINy/5.40E-10//545aa//22%//P37709 

C-NT2RP2005344//PROBABLE CALCIUM-TRANSPORTING ATPASE 5 (EC 3.6.1 .38)7/2. 10E-124//636aa// 
38%//P32660 
5 C-NT2RP2005360 

C-NT2RP2005407//OXYSTEROL-BINDING PROTEIN.//5.30E-63//410aa//40%//P22059 
C-NT2RP2005454 

C-NT2RP2005457//Homo sapiens NADH-ubiquinone oxi do reductase subunit B14.5B homolog mRNA, complete 
CdS.//1.20E-130//608bp//99%//AF070652 
10 C-NT2RP2005476//Human p1 90-B (p!90-B) mRNA, complete Cds7/3.40E-1 08//668bp//88%//U1 7032 

C-NT2RP2005491//PARAMYOSIN (PMY) (ANTIGEN B).//0.00000015//279aa//26%//P35418 
C-NT2RP2005496//ZINC FINGER PROTEIN 1357/2.90E-146//398aa//59%//P52742 
C-NT2RP2005501 

C-NT2RP2005531//PROTEIN 4.1 (BAND 4.1) (P4. 1)7/5. 50E-70//393aa//39%//P11 171 
is C-NT2RP2005600//Homo sapiens mRNA for KIAA1 020 protein, partial cds.//0//2554bp//99%//AB028943 

C-NT2RP2005645 

C-NT2RP2005694//X-LINKED RETINITIS PIGMENTOSA GTPASE REGULATOR.//2.60E-10//175aa//27%// 
Q92834 

C-NT2RP2005701//ZINC-FINGER PROTEIN RFP (RET FINGER PROTEIN) 7/3.00E-63//323aa//39%//Q621 58 
20 C-NT2RP2005741 
C-NT2RP2005806 
C-NT2RP2005815 
C-NT2RP2005841 
C-NT2RP2005882 

25 C-NT2RP2005942//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 

FERASE)7/1.50E-67//388aa//44%//P25500 

C-NT2RP2006103 

C-NT2RP2006166 

C-NT2RP2006258 
30 C-NT2RP2006261 

C-NT2RP2006321 

C-NT2RP2006454 

C-NT2RP2006598//Homo sapiens retinoid x receptor interacting protein mRNA, complete cds7/3.10E-295// 
11 93bp//99%//AF1 13538 

35 C-NT2RP3000046//MITOCHONDRIAL GTPASE MSS1 PRECURSOR.//4.60E-78//421aa//37%//P32559 

C-NT2RP3000047//NPL4 PROTEIN7/1 .10E-85//526aa//36%//P33755 
C-NT2RP3000418 

C-NT2RP3000439//HYPOTHETICAL 46.4 KD PROTEIN IN FFH-GRPE INTERGENIC REGION7/2.90E- 
151131 9aa//26%//P37908 
40 C-NT2RP3000487 

C-NT2RP3000512//Human HOX2G mRNA from the Hox2 locus7/0//1934bp//99%//X16667 
C-NT2RP3000526 

C-NT2RP3000603//NEUROGENIC DIFFERENTIATION FACTOR 1 7/3.70 E-11//90aa//42%//Q 13562 
C-NT2RP3000605//MUS musculus mRNA for wizL, complete cds.//0//2232bp//82%//AB012265 
45 C-NT2RP3000628 

C-NT2RP3000739//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN) 7/1 .40 E-24// 
155aa//37%//Ql0149 

C-NT2RP3000845//PUTATIVE SERINE/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .).//8.30E-108//331 aa// 
50%//P27448 

50 C-NT2RP3000968//40S RIBOSOMAL PROTEIN S15A7/1 .90E-46//73aa//98%//P39027 

C-NT2RP3001057//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7)7/9.00E-201//584aa// 
54%//Q05481 

C-NT2RP30011 ^//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 .//2.90E-11//631aa//23%// 
P25386 

55 C-NT2RP3001 245//Homo sapiens mRNA for KIAA0923 protein, complete cdS.//0//2659bp//99%//AB023140 

C-NT2RP3001253//NUF1 PROTEIN (SPINDLE POLY BODY SPACER PROTEIN SPC110)7/1.70E-10//540aa// 

23%//P32380 

C-NT2RP3001356 
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C-NT2RP3001383 

C-NT2RP3001399//SSU72 PROTEIN.//1 .30E-16//84aa//52%//P53538 

C-NT2RP3001554//MICROTUBULE-ASSOCIATED PROTEIN 1B [CONTAINS: LIGHT CHAIN LC1J7/1 .40E-76// 
388aa//32%//P46821 

5 C-NT2RP3001712//Homo sapiens HP1-BP74 protein mRNA, complete cds7/0//l788bp//99%//AF1 13534 

C-NT2RP3001724//Homo sapiens chromodomain-helicase-DNA-binding protein mRNA, complete cds.//1.10E- 
240//902bp//99%//AF0541 77 

C-NT2RP3001727//Rattus norvegicus implantation-associated protein (IAG2) mRNA, partial Cds.//6.90E-132// 
774bp//88%//AF008554 

10 C-NT2RP3001730//SEPTIN 2 HOMOLOG (FRAGMENT).//7.10E-132//294aa//84%//Q14141 

C-NT2RP3001739 
C-NT2RP3001777 

C-NT2RP3001 857//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/1 .20E-14//242aa//24%//Q00808 
C-NT2RP3001 943//Homo sapiens mRNA for KIAA0675 protein, complete cds.//0//3747bp//99%//AB01 4575 
15 C-NT2RP3001944 
C-NT2RP3002033 
C-NT2RP3002054 

C-NT2RP3002063//Homo sapiens mRNA for KIAA1033 protein, partial cds.//0//2830bp//99%//AB028956 
C-NT2RP3002099 
20 C-NT2RP3002102 
C-NT2RP3002147 
C-NT2RP3002163 
C-NT2RP3002173 
C-NT2RP3002255 

25 C-NT2RP3002303//PROBABLE UNDECAPRENYL PYROPHOSPHATE SYNTH ETASE (EC 2.5. 1 .31 ) (UPP SYN- 

THETASE) (DI-TRANS-POLY-CIS-DECAPRENYLCISTRANSFERASE)7/8.60E-49//243aa//43%//Q58767 
C-NT2RP3002343 

C-NT2RP3002351//Human mRNA for NAD-dependent methylene tetrahydrofolate dehydrogenase cyclohydrolase 
(EC 1 .5.1 .15)7/4.20E-70//590bp//76%//X16396 
30 C-NT2RP3002399//DNA REPLICATION LICENSING FACTOR MCM4 (CDC21 HOMOLOG)(P1-CDC21).//8.60E- 

79//41 6aa//34%//P33991 

C-NT2RP3002455//Homo sapiens mRNA for KIAA0678 protein, partial cds.//0//3811bp//99%//A B0 14578 
C-NT2RP3002545//Homo sapiens mRNA; cDNA DKFZp586G0518 (from clone DKF2p586G0518).//0//2499bp// 
99%//AL050092 

35 C-NT2RP3002549//HYPOTHETICAL 26.6 KD PROTEIN T19C3.4 IN CHROMOSOME III.//5.80E-40//1 61 aa// 

52%//Q10010 

C-NT2RP3002602//PROBABLE PROTEIN DISULFIDE ISOMERASE ER-60 PRECURSOR (EC 5.3.4.1 ) (ERP60) 

(58 KD MICROSOMAL PROTEIN) (P58) (HIP-70) (Q-2).//2.90E-1 9/1 73aa//28%//P1 1598 

C-NT2RP3002603 

40 C-NT2RP3002628//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1 ).//2.50E-26// 

90aa//42%//P38660 
C-NT2RP3002659 
C-NT2RP3002660 

C-NT2RP3002682//Homo sapiens CGI-145 protein mRNA, complete cds.//0//1596bp//98%//AF15l903 
45 C-NT2RP3002687 

C-NT2RP3002688//Mouse mRNA for kinesin-like protein (Kifib), complete cds7/1 .10E-93//1205bp//69%//Dl 7577 
C-NT2RP3002701 

C-NT2RP3002785//LETHAL(2)DENTICLELESS PROTEIN (DTL83 PROTEIN).//2.50E-55//187aa//39%//Q24371 
C-NT2RP3002869//Mus musculus semaphorin Via mRNA, complete cds7/2.50E-232//1282bp//85%//AF030430 
50 C-NT2RP3002876 
C-NT2RP3002877 

C-NT2RP3002909//Homo sapiens mRNA for KIAA0771 protein, partial CdS.//0//2085bp//94%//AB0 183 14 
C-NT2RP3002969//Homo sapiens mRNA for Acyl-CoA synthetase 3, complete Cds7/0//2722bp//99%//D89053 
C-NT2RP3002972//Halocynthia roretzi mRNA for HrPET-1 , complete cds.//3.90E-52//899bp//64%//AB029333 
55 C-NT2RP3003032//Homo sapiens okadaic acid-inducible and cAMP-regulated phosphoprotein 1 9 (ARPP-1 9) mR- 

NA, complete cds.//0//2656bp//99%//AF084555 
C-NT2RP3003061//ANKYRIN.//1 .40 E-20//200aa//37%//Q 02357 

C-NT2RP3003071//NEUROGENIC PROTEIN BIG BRAIN.//1 .10E-05//258aa//24%//P23645 
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C-NT2RP3003078 
C-NT2RP3003139 

C-NT2RP3003145//Mus musculus metallocarboxypeptidase CPX-1 mRNA, complete cds.//0//2251bp//81%// 
AF07773 8 
5 C-NT2RP3003150 

C-NT2RP30031 97//HYPOTHETICAL 33.8 KD PROTEIN C5H10.01 IN CHROMOSOME l.//5.70E-09//169aa// 
31%//Q09674 

C-NT2RP3003203//Rattus norvegicus golgi stacking protein homolog GRASP55 mRNA, complete cds.//2.00E- 
21 0//1 851 bp//76%//AF1 1 0267 
10 C-NT2RP3003210 

C-NT2RP3003212//Rattus norvegicus lamina associated polypeptide 1C (LAP1C) mRNA, complete cds.//4.30E- 
1 87//1 750bp//75%//U20286 

C-NT2RP3003230//Homo sapiens mRNA for hCRNN4, complete cds.//0//2350bp//99%//AB030656 
C-NT2RP3003242//Homo sapiens stanniocalcin-related protein mRNA, complete cds.//0//2366bp//99%// 
15 AF098462 

C-NT2RP3003251//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A))(RO(SS-A))7/ 
4.20E-86//366aa//48%//P1 9474 

C-NT2RP3003301//MITOCHONDRIALLON PROTEASE HOMOLOG 1 PRECURSOR (EC 3.4.21 .-).//1 .10E-170// 

585aa//54%//064948 
20 C-NT2RP3003311 

C-NT2RP3003409//Human DHHC-domain-containing cysteine-rich protein mRNA, complete cds7/9.20E-45// 

782bp//65%//U90653 

C-NT2RP3003427 

C-NT2RP3003543 
25 C-NT2RP3003552 

C-NT2RP3003555//HYPOTHETICAL 32.6 KD PROTEIN IN MET30-PIG2 INTERGENIC REGION. //4.50E-30// 

191aa//40%//P40529 

C-NT2RP3003564 

C-NT2RP3003589//Homo sapiens ras-related GTP-binding protein mRNA, complete cds.//0//3l3lbp//94%// 
30 AF1 06681 

C-NT2RP3003621 
C-NT2RP3003625 
C-NT2RP3003656 

C-NT2RP3003659//HES1 PROTEIN.//5.90E-22//229aa//27%//P35843 
35 C-NT2RP3003686 

C-NT2RP3003701//F-SPONDIN PRECURSOR.//1 .80E-17//324aa//26%//P35446 
C-NT2RP3003716//SLIT PROTEIN PRECURSOR7/6.60E-10//150aa//34%//P24014 

C-NT2RP3003726//Homo sapiens spermatogenesis associated PD1 mRNA, complete cds.//0//2568bp//99%// 
U28164 
40 C-NT2RP3003795 
C-NT2RP3003805 

C-NT2RP3003809//SAV PROTEIN.//1 .10E-131//576aa//41%//Q07590 
C-NT2RP3003819 

C-NT2RP3003825//PHOSPHATIDYLCHOLINE TRANSFER PROTEIN (PC-TP).//9.60E-19//174aa//31%// 
45 P02720 

C-NT2RP3003831//Homo sapiens ENDOGL-1 (alias ENGL-a) mRNA for endonuclease G-likeprotein-1, complete 

CdS.//2.2e-31 6//1 436bp//99%//AB020523 

C-NT2RP3003833 

C-NT2RP3003842 

50 C-NT2RP3003846//Homo sapiens mRNA for putative phospholipase, complete cds.//4.80E-277//1 255bp//99%// 

AB019435 

C-NT2RP3003870//Homo sapiens mRNA for KIAA0800 protein, complete cds.//0//2557bp//99%//AB0 18343 
C-NT2RP3003876 

C-NT2RP3003914//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1.-) 
55 (DUGT)7/2.20E-20//76aa//64%//Q09332 

C-NT2RP3003918//Homo sapiens VAMP-associated protein B (VAP-B) mRNA, complete cds7/0//2191bp//99%// 

AF086628 

C-NT2RP3003989 
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C-NT2RP3004016//TRANSCRIPTION INTERMEDIARY FACTOR 1 -BETA (NUCLEAR COREPRESSOR KAP-1) 
(KRAB-ASSOCIATED PROTEIN 1)7/1 .50E-17//226aa//26%//Q 13263 
C-NT2RP3004070 
C-NT2RP3004145 
5 C-NT2RP3004215 
C-NT2RP3004253 

C-NT2RP3004282//Homo sapiens torsinA (DYT1) mRNA, complete CdS.//5.10E-24//597bp//61 %//AF007871 
C-NT2RP3004348//R.norvegicus mRNA for cytosolic resiniferatoxin-binding protein.//1.10E-185//1130bp//82%// 
X67877 

10 C-NT2RP3004490//Homo sapiens PAC clone 166H1 from 12q, complete sequence.//0//1778bp//99%//AC003982 

C-NT2RP3004503 

C-NT2RP3004566//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//1 .20E-95//434aa//43%// 
P51523 

C-NT2RP3004670//Homo sapiens GN6ST mRNA for N-acetylglucosamine-6-O-sulfotransferas e (GlcNAc6ST) t 
15 complete cds7/0//2393bp//99%//AB0l 4679 

C-NT2RP4000023 
C-NT2RP4000218 
C-NT2RP4000424 

C-NT2RP4001213//ZINC FINGER PROTEIN 184 (FRAGMENT). 115. 70 E- 141 115 11 aa//43%//Q99676 
20 C-NT2RP4001447 
C-NT2RP4001841 

C-NT2RP4001849//SH3-BINDING PROTEIN 3BP-1.//1 .40E-85//489aa//43%//P55194 

C-NT2RP4002047//GTP-BINDING PROTEIN LEPA.//1 .50E-168//601aa//52%//067618 

C-NT2RP4002075 
25 C-NT2RP4002083 

C-OVARC1000001/Homo sapiens mRNA for actin binding protein ABP620, complete cds.//7.00E-21 7//683bp// 

99%//AB029290 

C-OVARC1 000008 

C-OVARC1000017 
30 C-OVARC 1000058 

C-OVARC1 000068 

C-OVARC1000071//Homo sapiens NTF2-related export protein NXT1 (NXT1) mRNA, complete cds7/1.50E-47// 
727bp//67%//AF1 56957 

C-OVARC1000085//Human mRNA for proteasome subunit HC5.//1.00E-151//699bp//100%//D00761 
35 C-OVARC1000109 

C-OVARC1000114 

C-OVARC1000145 

C-OVARC1 000240 

C-OVARC 1000302 
40 C-OVARC 1000408 

C-OVARC1000414 

C-OVARC 1000440 

C-OVARC 1000442 

C-OVARC1 000496 

45 C-OVARC1000556//RIBOSOMAL PROTEIN S6 KINASE II ALPHA 2 (EC 2.7.1 .-) (S6KII-ALPHA 2) (P90-RSK 2) 

(RIBOSOMAL S6 KINASE 3) (RSK3) (PP90RSK3)//3.30E-67//132aa//95%//0 15349 
C-OVARC1 000557 
C-OVARC1 000578 
C-OVARC1 000622 

50 C-OVARC1000679//Homo sapiens myosin-IXa mRNA, complete cds.//0//808bp//99%//AF11 7888 

C-OVARC1 000681 
C-OVARC1 000700 
C-OVARC1 000724 

C-OVARC1000751//PROBABLE PROTEIN PHOSPHATASE 2C T23F11.1 (EC 3.1.3.16) (PP2C)y/5.60E-1 Ml 
55 74aa//37%//P49596 

C-OVARC1000800//MITOCHONDRIAL STRESS-70 PROTEIN PRECURSOR (75 KD GLUCOSE REGULATED 
PROTEIN) (GRP 75)7/3.90E-46//78aa//98%//035501 

C-OVARC 1 000885//OXI DO REDUCTASE UCPA (EC 1.-.-.-)V/1 .30E-32//1 70aa//34%//P37440 
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C-OVARC1000936//COAT PROTEIN GP37 (ENV PROTEIN GP37)7/0.0000054//135aa//28%//P03398 
C-OVARC 1000937//S-PHASE ENTRY CYCLIN 67/4.90E-10//61 aaaa//49%//P32943 
C-OVARC 1000960 
C-OVARC1 000971 

5 C-OVARC1000999//ANKYRIN HOMOLOG PRECURSOR7/4.10E-11//189aa//32%//Q06527 

C-OVARC1001000 
C-OVARC1001029 
C-OVARC1 001040 

C-OVARC 100 1051 //EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN 
10 EPS15) (AF-1 P PROTEIN) 7/1 .1 0E-08//21 6aa//23%//P42566 

C-OVARC1001113//Homo sapiens diaphanous 1 (HDIA1) mRNA, complete cds.//5.1e-310//1588bp//93%// 

AF051782 

C-OVARC1001118 

C-OVARC1001129 
15 C-OVARC1001169 

C-OVARC1 001240 

C-OVARC1 001261 

C-OVARC1001339 

C-OVARC1001342//40S RIBOSOMAL PROTEIN S8.//1 .40E-110//207aa//99%//P09058 
20 C-OVARC1001357 
C-OVARC1001442 
C-OVARC1001611 
C-OVARC1001813 

C-OVARC1002112//Homo sapiens histone macroH2A1 .2 mRNA, complete CdS.//0//1760bp//99%//AF054174 
25 C-OVARC1002143 

C-OVARC1002165//3-OXO-5-ALPHA-STEROID 4-DEHYDROGENASE 2 (EC 1.3.99.5) (STEROID 5-ALPHA- 
REDUCTASE 2) (SR TYPE 2)7/7.60 E-08//1 14aa//37%//P31213 

C-OVARC 1 0021 82//BETA-TRCP (BETA-TRANSDUCIN REPEAT-CONTAINING PROTEIN) (BTRCP).//1 .70E- 
09//207aa//30%//Q91 854 
30 C-PLACE1 000014 

C-PLACE1 000078 

C-PLACE1000492//Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds.//0//2041 bp//87%// 
U35245 

C-PLACE1000793//NEUROGEN1C PROTEIN BIG BRAIN7/1 .70E-07//251aa//24%//P23645 
35 C-PLACE1000814 

C-PLACE1000979//2INC FINGER PROTEIN 135.//2.50E-153//326aa//64%//P52742 
C-PLACE1001007 

C-PLACE1001054//Homo sapiens mRNA for RuvB-like DNA helicase TIP49b, complete cdsV/4.00E-300// 
1 355bp//1 00%//AB024301 
40 C-PLACE1001088 
C-PLACE1001136 
C-PLACE1001241 

C-PLACE1001377//Homo sapiens ADAM 10 (ADAM10) mRNA, complete cds.//5.90E-228//827bp//99%// 
AF009615 
45 C-PLACE1001395 
C-PLACE1001740 
C-PLACE1001746 

C- PLACE 1 001 983//HYPOTHETICAL 46.4 KD PROTEIN IN FFH-GRPE INTERGENIC REGION.//7.50E-16// 
319aa//26%//P37908 
50 C-PLACE 1002066 

C-PLACE1002115 
C-PLACE1002213 

C-PLACE1002342//Homo sapiens mRNA for KIAA0728 protein, partial cds.//0//1657bp//98%//AB0 18271 
C-PLACE1002450//Human zinc finger protein mRNA, complete cdsV/0//2565bp//99%//U 69274 
55 C-PLACE1002474//Mus musculus matrilin-2 precursor mRNA, complete cds.//0//2092bp//84%//U 69262 

C-PLACE1002499 
C-PLACE 1002578 
C-PLACE1002714 
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C-PLACE1 002772 

C-PLACE1 002775//PEREGRIN (BR1 40 PROTEIN)V/3.80E-1 3//272aa//28%//P55201 

C-PLACE1002834//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1 ).//5.50E-203//396aa//86%// 
P51522 
5 C-PLACE1002993 

C-PLACE1 003030//Homo sapiens snRNA activating protein complex 1 90kD subunit (SNAP1 90) mRNA, complete 
CdS.//8.50E-44//225bp//1 00%//AF032387 
C-PLACE1003205 
C-PLACE1 003249 

10 C-PLACE1003493//ENDOTHELIAL CELL MULTIMERIN PRECURSORS.//1 .70E-23//594aa//33%//P28481 

C-PLACE1003553 
C-PLACE1 003592 

C-PLACE1 003596//OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG.//2.60E-93//270aa//66%// 
P46975 

15 C-PLACE1003669//TRICHOHYALINy/5.60E-09//219aa//30%//P22793 

C-PLACE1003709//Homo sapiens mitotic checkpoint kinase Bub1 (BUB1) mRNA, complete cds7/6.20E-282// 
1 31 6bp//98%//AF053305 
C-PLACE1 003870 

C-PLACE1003885//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 
20 FERASE).//3.70E-222//651 aa//66%//P25500 

C-PLACE1 003892 

C-PLACE1 003900 

C-PLACE1 004336 

C-PLACE1 004384 
25 C-PLACE1 004425 

C-PLACE1004471//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//2.90E-56//276aa//41%// 

P51522 

C-PLACE1004506//Homo sapiens carboxyl terminal LIM domain protein (CLIM1) mRNA, complete Cds.//2.10E- 
1 6//402bp//62%//U90878 
30 C-PLACE1004518 

C-PLACE1004550//Homo sapiens CGI-20 protein mRNA, complete cds.//3.50E-274//1305bp//97%//AF1 32954 
C-PLACE1 004681 
C-PLACE1 004693 

C-PLACE1 00471 6//Homo sapiens HSPC038 protein mRNA, complete cds .//2. 70 E-103//586bp//91%//AF 125099 
35 C-PLACE1004815 
C-PLACE1 004836 
C-PLACE1 004838 
C-PLACE1 004840 

. C-PLACE1 004900 . ... . 

40 C-PLACE1 004985 

C-PLACE1 005085 

C-PLACE1 005086 

C-PLACE1005108 

C-PLACE1005146 
45 C-PLACE1 005409 

C-PLACE1 005453 

C-PLACE1 005477 

C-PLACE1005557//60S RIBOSOMAL PROTEIN L27.//1 .90E-11//60aa//48%//P46288 
C-PLACE1 005595 
50 C-PLACE1 005603 

C-PLACE1 005639 

C-PLACE1005727//Homo sapiens STRIN protein (STRIN) mRNA, complete cdS.//2.00E-118//378bp//98%// 
AF1 62680 
C-PLACE1 005799 

55 C-PLACE1 00581 3//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds.//0//2040bp//99%//AF065482 

C-PLACE1 005884 
C-PLACE1 005968 
C-PLACE1 006002 
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C-PLACE1006003//Homo sapiens CGI-94 protein mRNA, complete cds.//2.40E-177//829bp//99%//AF151852 

C-PLACE1006017 

C-PLACE1 006037 

C-PLACE1 006076 
5 C-PLACE1006143 

C-PLACE1006248//Homo sapiens mRNA for KIAA0648 protein, partial cds.//0//1489bp//100%//AB0 14548 

C-PLACE1 006288//VOLTAG E-DEPEN DENT AN ION-S ELECTIVE CHANNEL PROTEIN 1 (VDAC1) (PLASMA- 

LEMMAL PORIN) (OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN) (PORIN 31 HL) (PORIN 31 HM).// 

4.60E-1 1 7//1 47aa//80%//P21 796 
w C-PLACE1 00631 8//Mus musculus skm-BOP2 (Bop) mRNA, complete cds.//3.00E-07//376bp//59%//U76374 

C-PLACE1006368//HYALURONAN-MEDIATED MOTILITY RECEPTOR (HYALURONIC ACID RECEPTOR).// 

1 .30E-1 8//460aa//24%//Q00547 

C-PLACE1 006371 

C-PLACE1 006469//ACETYL-CO ENZYME A SYNTHETASE (EC 6.2.1 .1) (ACETATE--COA LIGASE) (ACYL- AC- 
15 TIVATING ENZYME).//1 .20E-83//313aa//49%//P27550 

C-PLACE1006506//Homo sapiens anaphase-promoting complex subunit 4 (APC4) mRNA, complete cdsV/0// 

2170bp//99%//AF191338 

C-PLACE1 006521 

C-PLACE1006534//Homo sapiens mRNA; cDNA DKFZp564G1964 (from Clone DKFZp564G1 964)7/1 .70E-1 92// 
20 883bp//99%//AL1 1 01 44 

C-PLACE1006617 
C-PLACE1 006640 

C-PLACE1006754//BILIARY GLYCOPROTEIN 1 PRECURSOR (BGP-1) (ANTIGEN CD66) (CD66A ANTIGEN).// 

6.20E-63//1 91 aa//43%//P1 3688 
25 C-PLACE1 006760 

C-PLACE1 006779 

C-PLACE1 006805 

C-PLACE1006815 

C-PLACE1006867 
30 C-PLACE 1007045 

C-PLACE 1007097 

C-PLACE 10071 11 

C-PLACE1007112 

C-PLACE 1 0071 40//Homo sapiens mRNA for KIAA1009 protein, complete cds.//0//3492bp//99%//AB023226 
35 C-PLACE1007218 
C-PLACE1 007454 
C-PLACE 1007478 
C-PLACE1 007677 

C-PLACE10077057/Mus musculus mRNA for Ndr1 related protein Ndr3, complete cds.//1.10E-184//1096bp// 
40 82%//AB033922 
C-PLACE1 007737 
C-PLACE 1007743 

C-PLACE1007852//Homo sapiens mRNA for KIAA0878 protein, complete cds.//1.00E-232//1174bp//94%// 
AB020685 
45 C-PLACE1 007877 

C-PLACE1 008045 

C-PLACE1008080//Homo sapiens mRNA for HEXIM1 protein, complete cds7/0//2152bp//99%//AB021179 
C-PLACE1008111//PROBABLE OXIDOREDUCTASE (EC 1 .-.-.-)y/3.00E-25//208aa//37%//Q03326 
C-PLACE1008201//Rattus rattus zinc finger protein, complete cds.//0//2265bp//83%//L23077 

50 C-PLACE1 008231 

C-PLACE1 008244//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//9.50E-21//148aa//38%//Q00808 
C-PLACE1008330//EOSINOPHIL LYSO P HO SPHO LIPASE (EC 3.1.1.5) (CHARCOT-LEYDEN CRYSTAL PRO- 
TEIN) (LYSOLECITHIN ACYLHYDROLASE) (CLC) (GALACTIN- 10).//2.20E-23//94aa//47%//Q05315 
C-PLACE1 008331 

55 C-PLACE1 008369 

C-PLACE1 008392 
C-PLACE1 008405 
C-PLACE1 008424 
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C-PLACE1 008584 
C-PLACE1 008625 
C-PLACE1 008630 

C-PLACE1008643//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H2 PRECURSOR (ITI HEAVY CHAIN 
5 H2).//5.20E-90//483aa//38%//002668 

C-PLACE1008715 

C-PLACE1 008748 

C-PLACE1 008757 

C-PLACE1 008798 
10 C-PLACE1 008851 

C-PLACE1 008947 

C-PLACE1 009039 

C-PLACE1 009048 

C-PLACE1 009050 

is C-PLACE10091137/Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds.// 

0//2529bp//99%//AF035586 
C-PLACE1009150 
C-PLACE1 009200 

C-PLACE1009246//POLLEN SPECIFIC PROTEIN SF3.//4.40E-16//82aa//43%//P29675 
20 C-PLACE1 009298//Homo sapiens vacuolar sorting protein 35 (VPS35) mRNA, complete cds.//0//2262bp//99%// 

AF191298 

C-PLACE1 009308//GLUCOSE REPRESSION MEDIATOR PROTEI N. //4. 00 E-06//439aa//23%//P 14922 
C-PLACE1009398//ZINC FINGER PROTEIN 135.//6.20E-97//361aa//51%//P52742 
C-PLACE1 009410 

25 C-PLACE1009477//Homo sapiens mRNA for KIAA0684 protein, partial cdS.//6.50E-148//592bp//99%//AB014584 

C-PLACE1 009493 

C-PLACE1 009539 

C-PLACE1 009595 

C-PLACE1 009637 
30 C-PLACE1 009639 

C-PLACE1 009798//RLR1 PROTEIN.//1 .60E-1 8//270aa//23%//P53552 

C- PLAC E 1 00986 1 //CATH E PS I N B-LIKE CYSTEINE PROTEINASE 6 PRECURSOR (EC 3.4.22.-).//6.50E-28// 

209aa//38%//P43510 

C-PLACE1 009888 

35 C-PLACE1009925//Homo sapiens RNA helicase (RIG-I) mRNA, complete cds.//0//1730bp//99%//AF038963 

C-PLACE1 009947 
C-PLACE1010069 

C-PLACE1010089//Homo sapiens mRNA for KIAA1097 protein, partial cds V/0//1 554bp//1 00%//AB02 9020 
C-PLACE1010231//CELL SURFACE GLYCOPROTEIN EMR1 PRECURSOR (EMR1 HORMONE RECEPTOR).// 
40 5. 1 0E-27//371 aa//28%//Q1 4246 

C-PLACE1010270 
C-PLACE1010562 

C-PLACE1010579//Homo sapiens PTB domain adaptor protein CED-6 mRNA, complete cds7/9.30E-299// 
1362bp//99%//AF200715 
45 C-PLACE1010624 

C-PLACE1010628//Homo sapiens S1 64 gene, partial cds; PS1 and hypothetical protein genes, complete cds; and 
S171 gene, partial cds 7/7.50 E-08//324bp//64%//AF1 09907 

C-PLACE1010662//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1.-) 
(DUGT) 7/1 .80E-222//808aa//52%//Q09332 
50 C-PLAC.E1010702//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//5.20E-151//427aa//55%//P28160 

C-PLACE1010761 

C-PLACE1 01 0802 C- PLAC E 1 0 1 0833//C ALTRACTI N (CENTRIN)7/0.0000001//1 54aa//28%//P41 209 
C-PLACE1010896//NUF1 PROTEIN (SPINDLE POLY BODY SPACER PROTEIN SPC110).//1.50E-25//583aa// 
23%//P35580 
55 C-PLACE1010916 
C-PLACE1010947 
C-PLACE1010965 
C-PLACE1011032 
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C-PLACE1 01 1 041//Homo sapiens mRNA for BAP2-alpha protein, complete cds.//0//1 701 bp//97%//AB0l 501 9 
C-PLACE1011056//HISTONE H1 , GONADAL7/6.80E-13//154aa//37%//P02256 

C-PLACE1011090//Homo sapiens mRNA; cDNA DKFZp586A0522 (from clone DKFZp586A0522).//0//880bp// 
99%//AL050159 

C-PLACE1011160//Homo sapiens HFB30 mRNA, complete cdS.//0//1691bp//99%//AB022663 
C-PLACE1011214 

C-PLACE1011 229//Homo sapiens ubiquitin-specific protease homolog (UPH) mRNA, complete cds7/2.30E-152// 

701 bp//99%//AF1 53604 

C-PLACE1011273 

C-PLACE1011291 

C-PLACE1011310//MYOSIN HEAVY CHAIN, GIZZARD SMOOTH M U SCLE 7/3. 50 E-20//496aa//25%//P 10587 
C-PLACE1 01 1 371//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H2 PRECURSOR (ITI HEAVY CHAIN 
H2).//1 .70E-78//383aa//39%//Q61 703 
C-PLACE1011503 

C- PLACE 1 01 l635//Homo sapiens heparan sulfate D-glucosaminyl 3-0-sulfotransferase-3B (30ST3B1) mRNA, 
complete Cds7/0//1 559bp//99%//AF1 05377 

C-PLACE1011646//Homo sapiens Clone 25059 mRNA sequence.//5.00E-223//1035bp//99%//AF131752 

C-PLACE1011650 

C-PLACE1011675 

C-PLACE1011725 

C-PLACE1011749 

C-PLACE1 01 1 922//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN, TYPE 
B) (NMMHC-B)7/1 .30E-15//409aa//27%//P35580 

C-PLACE1 01 2031//Homo sapiens mRNA for KIAA071 3 protein, partial cds.//0//1 1 63bp//1 00%//AB01 8256 
C-PLACE2000006 

C-PLACE2000007//Homo sapiens mRNA for KIAA0913 protein, partial cds.//0//1968bp//97%//AB020720 
C-PLACE2000034//LAR PROTEIN PRECURSOR (LEUKOCYTE ANTIGEN RELATED) (EC 3. 1 .3.48).//2.20E-29// 
212aa//35%//P10586 

C-PLACE2000039//Rattus norvegicus cytoplasmic dynein heavy chain (MAP 1C), mRNA, complete cds7/4.60E- 

291//1 1 67bp//89%//L08505 

C-PLACE2000061 

C-PLACE2000072//Homo sapiens ZNF202 beta (ZNF202) mRNA, complete Cds.//0//3174bp//99%//AF027219 

C-PLACE2000097 

C-PLACE2000103 

C-PLACE2000115 

C-PLACE2000124 

C-PLACE2000140 

C-PLACE20001 64//TIPD PROTEIN7/2.1 0E-59//481 aa//33%//01 5736 

C-PLACE2000176 

C-PLACE2000223 

C-PLACE2000235 

C-PLACE2000274//DYNEIN BETA CHAIN, CILIARY7/2.20E-167//880aa//37%//P23098 

C-PLACE2000302 

C-PLACE2000347 

C-PLACE2000359 

C-PLACE2000371//TENSIN7/2.90E-78//561aa//37%//Q04205 
C-PLACE2000379 

C-PLACE2000399//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (CD99) (MIC2 PRO- 
TEIN) (12E7)7/1 .60E-14//180aa//39%//P14209 

C-PLACE2000404//PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6.1.1.4) (LEUCINE--TRNA LIGASE) 

(LEURS)7/9.90E-229//821aa//54%//Q09996 

C-PLACE2000450 

C-PLACE2000455 

C-PLACE3000059//Mus musculus mRNA for ubiquitin conjugating enzyme7/0//1979bp//90%//Y17267 

C-PLACE3000070 

C-PLACE3000119 

C-PLACE3000121/A/ESICULAR TRAFFIC CONTROL PROTEIN SEC157/1 .90E-08//281 aa//22%//P22224 
C-PLACE3000136 
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C-PLACE3000147//Homo sapiens metalloproteinase with thrombospondin type 1 motifs ADAMTS1 (ADAMTS1) 

mRNA t complete cds.//0//2043bp//99%//AF 170084 

C-PLACE3000148 

C-PLACE3000155//Homo sapiens mRNA for KIAA0672 protein, complete cds.//2.10E-75//382bp//99%// 
5 AB014572 

C-PLACE3000160 

C-PLACE3000169//ZINC FINGER PROTEIN 135.//2.50E-90//358aa//47%//P52742 

C-PLACE3000194 

C-PLACE3000199 

io C-PLACE3000218//Homo sapiens putative protein O-mannosyltransferase (POMT2) mRNA, complete cds7/0// 

1 862bp//98%//AF1 05020 
C-PLACE3000230 

C-PLACE3000244//PROTEIN TSG24 (MEIOTIC CHECK POINT REGULATOR).//0//1435aay/92%//P53995 
C-PLACE3000254//Homo sapiens transcriptional activator SRCAP (SRCAP) mRNA, complete cds.//0//4583bp// 
15 83%//AF1 43946 

C-PLACE3000276 
C-PLACE3000310 
C-PLACE3000320 
C-PLACE3000331 

20 C-PLACE3000339//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) 7/9.60 E-08//359aa//23 %//P08640 
C-PLACE3000352 

C-PLACE3000353//Homo sapiens mRNA; cDNA DKFZp586H0623 (from clone DKFZp586H0623).//0//2456bp// 
99%//AL096739 
25 C-PLACE3000362 
C-PLACE3000365 
C-PLACE3000388 
C-PLACE3000413 
C-PLACE3000425 

30 C-PLACE4000009//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN, TYPE 

B) (NMMHC-B)7/2.90E-54//626aa//29%//P35580 

C-PLACE4000014//X-LINKED HELICASE II (X-LINKED NUCLEAR PROTEIN) (XNP)7/3.1 0E-1 11//348aa//41%// 
P46100 

C-PLACE4000052//Homo sapiens ATP cassette binding transporter 1 (ABC1 ) mRNA, complete cds.//0//466l bp// 
35 99%//AF1 65281 

C-PLACE4000089 

C-PLACE4000128//Mus musculus putative transcription factor mRNA, complete cds.//l.60E-86//l90aa//88%// 
AF091234 
C-PLACE4000129 
40 ' C-PLACE4000147 

C-PLACE4000192//ZINC FINGER PROTEIN 142 (KIAA0236) (HA4654)7/7.00E-22//369aa//25%//P52746 
C-PLACE4000211//Homo sapiens TTF-I interacting peptide 5 mRNA, partial cds.//1.70E-262//1217bp//98%// 
AF000422 
C-PLACE4000222 

45 C-PLACE4000269//Homo sapiens mRNA for KIAA1 067 protein, partial cds.//0//3787bp//99%//AB028990 

C-PLACE4000270 
C-PLACE4000300 
C-PLACE4000387 
C-PLACE4000392 

50 C-PLACE4000431//H.sapiens gene for U5 snRNP-specific 200kD proteiny/0//5142bp//90%//Z70200 

C-PLACE4000450//Homo sapiens TTF-I interacting peptide 5 mRNA, partial cds.//2.70E-261//1217b.p//98%// 

AF000422 

C-PLACE4000465 

C-PLACE4000489//PROTEIN GRAINY-HEAD (DNA-BINDING PROTEIN ELF-1) (ELEMENT l-BINDING ACTIV- 
55 ITY) (TRANSCRIPTION FACTOR NTF- 1)7/5. 70 E-60//254aa//44%//P 13002 

C-PLACE4000654//Mus musculus mRNA for ubiquitin conjugating enzyme7/0//6340bp//87%//Y 17267 
C-SKNMC1 00001 1//PUTATIVE IMPORTIN BETA-4 SUBUNIT (KARYOPHERIN BETA-4 SUBUNlT).//5.50E-35// 
43laa//29%//O60100 
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C-SKNMC1000046//Homo sapiens Iiprin-alpha3 mRNA, partial cds.//1.90E-162//749bp//99%//AF034800 
C-SKNMC1 000050//CALPAIN 2, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM-ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (M-TYPE).//3.20E-41//87aa//98%//P1 7655 
C-THYR01 000034//TRICHOHYALIN7/9.40E-1 0//1 76aa//30%//P37709 
5 C-THYR01 000070 

C-THYRO1000072//MYOSIN LIGHT CHAIN KINASE, SMOOTH MUSCLE AND NON-MUSCLE ISOZYMES (EC 
2.7.1.117) (MLCK) [CONTAINS: TELOKIN]7/3.40E-16//201aa//29%//P11799 
C-THYR01 000092 

C-THYR0 10001 21 //Homo sapiens mRNA for KIAA1116 protein, complete cds7/0//2159bp//99%//AB029039 
10 C-THYRO1000124 

C-THYR01000197//Homo sapiens mRNA for poiy(A)-specific ribonuclease.//0//2362bp//99%//AJ005698 
C-THYR01000199//Homo sapiens mRNA for KIAA0652 protein, complete cds7/0//1409bp//98%//AB0 14552 
C-THYR01 000206 

C-THYRO1000242//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//5.00E-118//239aa//66%// 
15 P51523 

C-THYR01 000253 
C-THYR0 1000270 

C-THYR01000288//Homo sapiens mRNA for Hs Ste24p, complete cds.//0//21 61 bp//99%//AB0 16068 
C-THYR01 000320 

20 C-THYRO1000358//SELENIUM-BINDING LIVER PROTEIN 7/2.30 E-229//237aa//79%//P1 7563 

C-THYR01 000368 
C-THYR01 000381 
C-THYR0 1000387 

C-THYRO1000394//Homo sapiens peroxisomal membrane protein PMP 24 mRNA, complete cds7/1.20E-299// 
25 1 325bp//99%//AF072864 

C-THYR01 0003957/Homo sapiens actin-binding protein (IPP) mRNA, complete cdsy/0//2092bp//99%//AF1 56857 
C-THYR01 000401 

C-THYRO1000488//Homo sapiens HFB30 mRNA, complete cdS.//0//2254bp//100%//AB022663 
C-THYRO1000501//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A))(RO(SS-A))Y/ 
30 4.20E-98//408aa//42%//P1 9474 

C-THYR01 000558 
C-THYR01 000570 

C-THYRO1000605//Homo sapiens histone acetyltransferase (HBOa) mRNA, complete cds.//0//3080bp//99%// 
AF 140360 
35 C-THYR01 000625 

C-THYR01 000637 
C-THYR01 000676 

C-THYR01000684//Homo sapiens mRNA for KIAA0872 protein, complete cdsy/0//2131bp//99%//AB020679 
_C-THYR01 000712, 
40 C-THYR01 000805 

C-THYRO1000815 
C-THYR01 000855 

C-THYRO1000934//PYRROLINE-5-CARBOXYLATE REDUCTASE (EC 1.5.1.2) (P5CR) (P5C REDUCTASE).// 
7.50E-57//31 5aa//43%//P32322 
45 C-THYR01 000988 

C-THYR01 001 033//TRANSFORMATION-SENSITIVE PROTEIN IEF SSP 3521 .//8.40E-1 2//1 67aa//29%//P31 948 
C-THYRO1001120//Mus musculus FX-induced thymoma transcript (FXI-T1) mRNA, complete cds7/l.90E-92// 
1479bp//66%//U38252 

C-THYR01001204//Homo sapiens cathepsin Z precursor (CTSZ) gene, exons 4, 5, and 6 and complete cds; and 
so TH1 gene partial sequence7/3.80E-100//478bp//99%//AFl36276 

C-THYRO1001262 
C-THYRO1001271 

C-THYR01 001 287//MANNOSYL-OLIGOSACCHARIDE ALPHA-1 ,2-MANNOSIDASE (EC 3.2.1.113) (MAN(9)- 
ALPHA-MANNOSIDASE) (FRAGMENT).//3.40E-51//429aa//33%//P45701 
55 C-THYR01001313//Homo sapiens sorting nexin 11 (SNX11) mRNA, complete cds.//0//2330bp//94%//AF12l86l 

C-THYRO1001347 

C-THYR01001363//Homo sapiens mRNA; cDNA DKFZp56400423 (from clone DKFZp56400423).//0//2173bp// 
99%//AL080120 
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C-THYRCM001374//Homo sapiens mRNA forKIAA0707 protein, partial cds 7/0// 1 700bp//99%//AB0 14607 
C-THYRO1001403 

C-THYRO10O1405//PLECTIN.//6.90E-19//450aa//27%//P30427 

C-THYR01001406//Homo sapiens steroid dehydrogenase homolog mRNA, complete cds.//0//l 676bp//98%// 
5 AF078850 

C-THYR01 001426 

C-THYRO1001458//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN, 

TYPE B) (NMMHC-B).//2.70E-171//559aa//59%//P35580 

C-THYRO1001480 
10 C-THYR01 001487 

C-THYRO1001584 

C-THYRO1001661 

C-THYRO1001746 

C-THYRO1001772 
15 C-THYRO10O1854 

C-Y79AA1 00001 3//Mus musculus RING finger protein A07 mRNA, complete cds7/8.90E-205//1435bp//81 %// 

AF171060 

C-Y79AA1000033//Homo sapiens CARD4 mRNA, complete cds 7/0//2929bp//96%//AF1 26484 
C-Y79AA1000231//Homo sapiens nucleolar protein NOP5/NOP58 mRNA, complete cds.//0//1515bp//99%// 
20 AF 123534 

C-Y79AA1000342//Homo sapiens Ciz1 mRNA, complete cds7/0//2644bp//81%//AB030835 
C-Y79AA1000349//M.musculus Spnr mRNA for RNA binding protein 7/0//2048bp//93%//X84692 
C-Y79AA1 000410 
C-Y79AA1 000539 

25 C-Y79AA1000589//Homo sapiens clone 614 unknown mRNA, complete sequence 7/1. 00 E-302//1 375bp//99%// 

AF091080 
C-Y79AA1 000802 
C-Y79AA1 000827 

C-Y79AA1000966//Homo sapiens COP9 complex subunit 4 mRNA, complete cds7/0//1 5 86bp//99%//AF 100757 
30 C-Y79AA1 000969 

C-Y79AA1000985//Human centrosomal protein kendrin mRNA, complete cds 7/4. 70E-151//985bp//87%//U 52962 

C-Y79AA1001061 

C-Y79AA1001068 

C-Y79AA1001216 

35 C-Y79AA1001299//Homo sapiens mRNA for integrase interactor 1 b protein (INI1B).//0//996bp//99%//AJ011738 

C-Y79AA1001511 

C-Y79AA1 001 594//HYALURO NAN-MEDIATED MOTILITY RECEPTOR (HYALURONIC ACID RECEPTOR).// 
2.50E-1 4//41 0aa//24%//Q00547 

C-Y79AA1001692//Mus musculus strain C57BL7J germ cell-less protein (Gel) mRNA, complete cds7/1.40E-78// 
40 2 27aa//40%//Q01820 

C-Y79AA1001866//Homo sapiens zinc finger protein ZNF180 (ZNF180) mRNA, complete cds.//0//2927bp//97%// 
AF1 92913 

C-Y79AA1001874//OX40L RECEPTOR PRECURSOR (ACT35 ANTIGEN) (TAX-TRANSCRIPTION ALLY ACTI- 
VATED GLYCOPROTEIN 1 RECEPTOR) (CD134 ANTIGEN).//4.50E-08//135aa//31%//P43489 
45 C-Y79AA1 0021 39//DNAJ PROTEIN HOMOLOG 1 (DROJ1 )7/9.00E-1 7//1 20aa//45%//Q241 33 

C-Y79AA1 00221 0/YTUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
TEIN). //0.000001 8//1 40aa7/25%//Q1 3829 

C-Y79AA1 00221 1//PHOSPHATIDYLETHANOLAMINE-BINDING PROTEIN HOMOLOG F40A3.37/1 .70E-17// 
146aa//35%//016264 
50 C-Y79AA1 002220 

C-Y79AA1002234//Homo sapiens mRNA for KIAA0692 protein, partial cds.//0//3l68bp//99%//AB014592 
C-Y79AA1002258//Homo sapiens mRNA for HIP1R, complete cds7/0//2106bp//99%//AB013384 
C-Y79AA1002361//Rattus norvegicus mRNA for protein phosphatase 1 (GL-subunit).//6.90E-140//966bp//82%// 
Y18208 

55 C-Y79AA1 002399//Homo sapiens mRNA for sperm protein. //0//1 1 63bp//95%//X91 879 

C-Y79AA1 00241 6//Mus musculus CTP synthetase homolog (CTPsH) mRNA, complete cds.//3.9e-3l7//l902bp// 
86%//U49385 

C-Y79AA1002431//TRANSDUC IN-LIKE ENHANCER PROTEIN 2 (ESG2)7/9.80E-62//318aa//35%//Q04725 
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C-Y79AA1002482//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//2.70E-137//340aa// 
51%//Q05481 

C-Y79AA1002487//Homo sapiens chromosome 5 F-box protein Fbx4 (FBX4) mRNA, complete cds.//7.3e-3l 0// 
1 444bp//98%//AF1 29534 
5 C-HEMBA1 000290 

C-HEMBA1 000459 
C-HEMBA1 000505 

C-HEMBA1001196//Human DNA topoisomerase II (top2) mRNA, complete cds.//1.6OE-268//12l3bp//lO0%// 
J04088 
10 C-HEMBA1 002503 

C-HEMBA1 002508 

C-HEMBA1 00251 3//Homo sapiens mRNA for histone deacetylase-like protein (JM21).//0//2432bp//99%// 

AJ011972 

C-HEMBA1 003480 

15 C-HEMBA1 003538//COMPLEMENT C1R COMPONENT PRECURSOR (EC 3.4.21 .41 ).//2.40E-110//242aa// 

58%//P00736 

C-HEMBA1 0036451 /TTPD PROTEIN.//2.40E-10//289aa//23%//0 15736 

C-HEMBA1 003646//Homo sapiens mRNA for KIAA1013 protein, partial cdsy/0//3049bp//99%//AB023230 
C-HEMBA1 003667 

20 C-HEMBA1 003679//SIALIDASE (EC 3.2.1 .18) (NEURAMINIDASE) (NA) (MAJOR SURFACE ANTIGEN).//1 .00E- 

09//61 1 aa//22%//P23253 

C-HEMBA1 003827 

C-HEMBA1 003838 

C-HEMBA1 004055 
25 C-HEMBA1 004056 

C-HEMBA1 004086 

C-HEMBA1 004335 

C-HEMBA1004353//C-MYC BINDING PROTEIN MM-1 V/3.00E-71//89aa//96%//Q99471 

C-HEMBA1 004479//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INTERACTING PRO- 
30 TEIN).//3.10E-51//152aa//40%//Q61221 

C-HEMBA1004499//Homo sapiens delta-tubulin mRNA, complete cds.//3.40E-92//483bp//95%//AF201333 
C-HEMBA1 004507 
C-HEMBA1 004638 

C-HEMBA1004669//SON PROTEIN (SON3)7/7.30E-17//288aa//36%//P18583 
35 C-HEMBA1 004709 

C-HEMBA1 004860 

C-HEMBA1 005206//Drosophila simulans anon73Bl gene and Su(P) gene.//1 .90E-H//376bp//63%//AJ250308 
C-HEMBA1 005472 

C-HEMBA1 00551 3//M ALES- ABSENT ON THE FIRST PROTEIN (EC 2.3.1 .-)7/1 .90E-129//332aa//61%//002193 
40 C-HEMBA1 005572 

C-HEMBA1 005780 

C-HEMBA1005990//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds.//0//237lbp//l00%// 
AF082516 

C-HEMBA1006038//LAMININ ALPHA-5 CHAIN (FRAGMENT)7/3.10E-33//81aa//64%//Q61001 
45 C-HEMBA1 006124 

C-HEMBA1 006461 

C-HEMBA1006521//3-OXOACYL-[ACYL-CARRIER PROTEIN] REDUCTASE (EC 1.1.1.100) (3-KETOACYL- 

ACYL CARRIER PROTEIN REDUCTASE)7/4.00E-33//177aa//42%//P25716 

C-HEMBA1006617 

50 C-HEMBA1 006650//ARP2/3 COMPLEX 20 KD SUBUNIT ( P20- ARC) J/9. 00 E-40//113aa//82%//0 15509 

C-HEMBA1 006779 
C-HEMBA1 006796 
C-HEMBA1006812 

C-HEMBA1 00691 4//Human anthracycline-associated resistance ARX mRNA, complete cds.//0//l837bp//99%// 
55 U35832 

C-HEMBA1007174//Homo sapiens mRNA for KIAA1065 protein, complete cdsy/0//1079bp//97%//AB028988 
C-HEMBB1 000240 

C-HEMBB1 000264//CHL1 P ROTE IN 7/9.50 E-1 9//1 04aa//45%//P2251 6 
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C-HEMBB1 000335 
C-HEMBB1 000337 
C-HEMBB1 000554 
C-HEMBB1 000573 
5 C-HEMBB1 000749 

C-HEMBB1 000774 
C-HEMBB1 000835 
C-HEMBB1 001197 
C-HEMBB1 001315 

10 C-HEMBB1001482//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//2.10E-57//941aa// 

27%//Q05481 
C-HEMBB1001500 

C-HEMBB1001562//CYLICIN II (MULTIPLE-BAND POLYPEPTIDE ll).//1 .40E-06//373aa//21%//Q28092 
C-HEMBB1 001619 
15 C-HEMBB1001630 
C-HEMBB1001665 

C-HEMBB1 001 684//Homo sapiens mRNA for KIAA1 1 08 protein, partial cds.//0//2348bp//99%//AB029031 
C-HEMBB1 001812 
C-HEMBB1 001834 
20 C-HEMBB1 001869 

C-HEMBB1 001 871 //BONE/CARTILAGE PROTEOGLYCAN I PRECURSOR (BIGLYCAN) (PG-S 1) 7/5.40 E-75// 
241aa//48%//P47853 

C-HEMBB1 001 872//CELL SURFACE GLYCOPROTEIN EMR1 PRECURSOR (EMR1 HORMONE RECEPTOR), 
(CELL SURFACE GLYCOPROTEIN F4/80)V/1.90E-22//210aa//27%//Q61549 
25 C-HEMBB1001905/yTRICHOHYALIN.//2.10E-10//268aa//27%//P37709 

C-HEMBB1001908//Human monocytic leukaemia zinc finger protein (MOZ) mRNA, complete cds.//1.60E-131// 
874bp//86%//U47742 

C-HEMBB1 001 91 5/AJBIQUITIN CARBOXYL-TE RM I N AL HYDROLASE 64E (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64E) (DEUBIQU ITINATING ENZYME 
30 64E).//6.90E-1 32//561 aa//50%//Q24574 

C-HEMBB1001925 

C-HEMBB1002044//Mus musculus mRNA for vascular cadherin-2.//0//3562bp//81%/A'08715 
C-HEMBB1 0021 34//ZINC- FINGER PROTEIN NEURO-D4.//8.10E-56//176aa//67%//P56163 
C-HEMBB1002152 
35 C-HEMBB1 002300 

C-HEMBB1 002381 
C-HEMBB1 002383 
C-HEMBB1 002534 
C-MAMMA1000143 

40 C-MAMMA1000183//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//3.40E-134//359aa//63%// 

P51523 

C-MAMMA1 000227 

C-MAMMA1 000257 

C-MAMMA1 000264 
45 C-MAMMA1 000270 

C-MAMMA1 000279 

C-MAMMA1 000372 

C-MAMMA1 000559 

C-MAMMA1 000752 
50 C-MAMMA1 000760 

C-MAMMA1 000778 

C-MAMMA1 000855 

C-MAMMA1 000859 

C-MAMMA1 000897//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H3 PRECURSOR (ITI HEAVY CHAIN 
55 H3) (SERUM-DERIVED HYALURONAN-ASSOCIATED PROTEIN) (SHAP).//1 .00E-1 41 //576aa//37%//Q 06033 

C-MAMMA1 000940 
C-MAMMA1001073 

C-MAMMA1001080//Homo sapiens SNC73 protein (SNC73) mRNA, complete cds.//1.6e-312//1596bp//94%// 
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AF067420 

C-MAMMA10011987/Homo sapiens eps15RmRNA, partial cdS.//0//2253bp//99%//AB0 15346 
C-MAMMA1001202 

C-MAMMA1001222//EBNA-2 NUCLEAR PROTEI N 7/6. 60 E-09//255aa//29%//P 12978 
5 C-MAMMA1 001252 

C-MAMMA1001296 
C-MAMMA1 001502 
C-MAMMA1001630 

C-MAMMA1001633//ZINC FINGER PROTEIN 1 657/6.30 E-39//1 60aa//55%//P499 10 
10 C-MAMMA1001683 
C-MAMMA1001715 

C-MAMMA1 001 730//Homo sapiens brain and nasopharyngeal carcinoma susceptibility protein NSG-x mRNA, par- 
tial cds7/0//1 603bp//99%//AF095687 

C-MAMMA1001760 
15 C-MAMMA1001769 

C-MAMMA1001785 

C-MAMMA1001848 

C-MAMMA1001874 

C-MAMMA1001956 
20 C-MAMMA1 002009 

C-MAMMA1 002033 

C-MAMMA1002155 

C-MAMMA1 002498 

C-MAMMA1 002545 
25 C-M AMMA1 002571 

C-M AMMA1 002573//GLUCOAM YLASE S1/S2 PRECURSOR (EC 3.2.1 .3)(GLUCAN 1,4-ALPHA- GLUCOSl- 

DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)7/2.60E-1 9//666aa//23%//P08640 

C-MAMMA1 002590 

C-MAMMA1 00261 7//2INC FINGER PROTEIN 1 357/7.60 E-89//252aa//57%//P52742 
30 C-MAMMA1002618 

C-MAMMA1 002636 

C-MAMMA1 002646 

C-MAMMA1 002665 

C-M AMMA1 002708 
35 C-MAMMA1 002728 

C-MAMMA1 002744 

C-MAMMA1 002764 

C-MAMMA1 002765 

C-M AMMA1 002830 

40 C-MAMM A1 002844//TRIOSE PHOSPHATE/PHOSPHATE TRANSLOCATOR, NON-GREEN PLASTID PRECUR- 

SOR (CTPT)7/4.90E-1 0//334aa//22%//P521 78 

C-MAMMA100285 8//RatcMGl mRNA7/3.70E-238//1147bp//92%//X52590 
C-MAMMA1 002880 
C-MAMMA1 002892 
45 C-MAMMA1 002909 

C-MAMMA1 002941 
C-MAMMA1 002947 

C-MAMMA1002972//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS27.//1 .1 0E-05//69aa//42%// 
P40343 
50 C-M AMMA1 002973 

C-M AMMA1 002987 
C-M AMMA1 003003 

C-MAMMA1003026//Homo sapiens HSPC057 mRNA, complete Cds7/0//1773bp//98%//AF161542 
C-M AMMA1 003031 
55 C-M AMMA1 003089 

C-NT2RM1 000092//MULTIDRUG RESISTANCE PROTEIN 2 (MULTIDRUG-EFFLUX TRANSPORTER 2)7/ 
1 .00E-07//362aa//23%//P39843 
C-NT2RM1 000272 
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C-NT2RM1 000341 

C-NT2RM1000539//Homo sapiens mRNA for Lsm5 protein.//3.00E-158//733bp//99%//AJ238097 
C-NT2RM1000553//Homo sapiens putative glycolipid transfer protein mRNA, complete cds.//3.40E-177//814bp// 
99%//AF1 03731 

C-NT2RM1 000623//RIBONUCLEASE INHIBlTOR7/4.40E-21//372aa//30%//Pl0775 

C-NT2RM1000702//PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-).//5.60E-08//187aa// 
27%//P49695 

C-NT2RM1000833//Homo sapiens sec61 homolog mRNA, complete cds.//0//3541bp//99%//AF084458 

C-NT2RM1000883//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds.//0//5l07bp//99%// 

AF082516 

C-NT2RM1001082 

C-NT2RM1001112 

C-NT2RM2001105//Drosophila melanogaster eyelid (eld) mRNA, complete cds.//1.20E-28//805bp//61%// 
AF053091 

C-NT2RM2001360//Homo sapiens clone C40 unknown mRNA.//1.00E-250//1136bp//100%//AF103798 
C-NT2RM2001797//Homo sapiens mRNA; cDNA DKFZp572C163 (from clone DKFZp572C163); partial cdsV/0// 
2300bp//1 00%//AL1 1 021 7 

C-NT2RM2001803//Homo sapiens IkappaB kinase cbmplex associated protein (IKAP) mRNA, complete cds.//0// 

2249bp//99%//AF044195 

C-NT2RM4002504 

C-NT2RP1 000409 

C-NT2RP1 000460//Homo sapiens mRNA for KIAA1 068 protein, partial cds.//0//31 99bp//99%//AB028991 
C-NT2RP1000746//Homo sapiens 60S acidic ribosomal protein PO mRNA, complete cds.//9.70E-196//901bp// 
99%//AF1 73378 
C-NT2RP1 000796 

C-NT2RP1001013//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1 ).//7.70E-253//425aa//98%// 
P51522 

C-NT2RP2001214 

C-NT2RP2001233//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//2.00E-128//409aa// 
45%//Q05481 

C-NT2RP2001440//Homo sapiens mRNA for 14-3-3gamma, complete cds.//0//3712bp//99%//AB024334 
C-NT2RP2002056 

C-NT2RP2002105//H.sapiens MSH-R gene for melanocyte stimulating hormone receptor.//0//1644bp//98%// 
X65634 

C-NT2RP2002333 

C-NT2RP2002677 

C-NT2RP2002755 

C-NT2RP2002843 

C-NT2RP2003101 - - 

C-NT2RP2003668 

C-NT2RP2003799 

C-NT2RP2004095 

C-NT2RP2004300 

C-NT2RP2004675 

C-NT2RP2004920//TRANSCRIPTIONAL REGULATOR ATRX (X-LINKED NUCLEAR PROTEIN) (HETERO- 
CHROMATIN PROTEIN 2) (HP1 ALPHA-INTERACTING PROTEIN) (HP1-BP38 PROTEIN).//4.20E-09//804aa// 
22%//Q61687 

C-NT2RP2005144//Homo sapiens tubby like protein 3 (TULP3) mRNA, complete cds.//2.1 0E-308//1437bp//98%// 
AF045583 

C-NT2RP2005719//GPI-ANCHORED PROTEIN P1377/4.00E-14//99aa//43%//Q 14444 
C-NT2RP2005726 

C-NT2RP2005776//POLY(A) POLYMERASE TYPE 2 (EC 2.7.7,19) (PAP) (POLYNUCLEOTIDE ADENYLYL- 

TRANSFERASE).//4.40E-55//358aa//42%//P51005 

C-NT2RP2005980 

C-NT2RP2006184//Homo sapiens mRNA for KIAA0918 protein, partial cds.//0//4235bp//99%//AB020725 
C-NT2RP2006534//5 , -AMP-ACTIVATED PROTEIN KINASE, CATALYTIC ALPHA- 1 CHAIN (EC 2.7.1.-) (AMPK 
ALP HA- 1 CHAIN) (FRAGMENT).//3.20E-11//32aa//96%//Q13131 
C-NT2RP2006554 
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C-NT2RP3000584 
C-NT2RP3001115 

C-NT2RP3001723//Homo sapiens cell recognition molecule Caspr2 (CASPR2) mRNA, complete cds7/1 .40E-58// 
1138bp//63%//AF193613 

5 C-NT2RP3001938//SPORULAT1ON-SPECIFIC PROTEIN 1 (EC 2.7.1. -)■//! .30E- 22//227aa//33%//P08458 

C-NT2RP3002330//Homo sapiens eRFS mRNA, complete cds7/0//2443bp//99%//U87791 
C-NT2RP3002402 

C-NT2RP3002484//Homo sapiens mRNA for KIAA0998 protein, partial cds7/1 .20E-124//597bp//98%//AB023215 
C-NT2RP3002512 
10 C-NT2RP3002713 

C-NT2RP3002770//MYELOID DIFFERENTIATION PRIMARY RESPONSE PROTEIN MYD1 167/1 .00E-07//70aa// 

41%//P17564 

C-NT2RP3002799 

C-NT2RP3002810//HISTIDLNE-RICH PROTEIN KE4.//2.20E-10//260aa//26%//Q31125 
15 C-NT2RP300281 8//INSERTION ELEMENT IS2A HYPOTHETICAL 48.2 KD PROTEIN7/5.70E-226//303aa//97%// 

P51026 

C-NT2RP3002955 
C-NT2RP3002985 

C-NT2RP3003059//Rattus norvegicus potassium channel regulator 1 mRNA, complete cds 7/3. 80 E-152//1007bp// 
20 82%//U78090 

C-NT2RP3003121 

C-NT2RP3003133//Homo sapiens ZK1 mRNA for Kruppel-type zinc fmger protein, complete cds.//0//1998bp// 
91%//AB011414 

C-NT2RP3003138//Homo sapiens kinesin superfamily motor KIF4 mRNA, complete cds.//0//2l59bp//98%// 
25 AF071592 

C-NT2RP3003155 
C-NT2RP3003157 

C-NT2RP3003185//TROPOMYOSIN 1, FUSION PROTEIN 337/2.80 E-06//402aa//23%//P49455 
C-NT2RP3003264 
30 C-NT2RP3003346 
C-NT2RP3003403 

C-NT2RP3003411//Mus musculus COP9 complex subunit 7b (COPS7b) mRNA, complete cds.//6.30E-270// 
743bp//90%//AF071317 

C-NT2RP3003500//SCY1 PROTEIN.//9.20E-27//601 aa//23%//P53009 
35 C-NT2RP3003572 
C-NT2RP3003576 

C-NT2RP3003665//Homo sapiens mRNA for beta-ureidopropionase, complete cds7/0//1690bp//99%//AB0 13885 
C-NT2RP3003672//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (CD99) (MIC2 PRO- 
TEIN) ( 1 2 E7) 7/2.20 E- 1 3//1 46aa//42%//P 1 4209 
40 C-NT2RP3003680//Homo sapiens mRNA; cDNA DKFZp434J1 54 (from clone DKFZp434J1 54); complete cds7/0// 

2047bp//95%//AL0801 55 

C-NT2RP3003799//Rattus norvegicus Srg1 (Sytrl) mRNA, complete cds 7/9. 00E-238//1 529bp//84%//U7 1294 
C-NT2RP3003800//Rattus norvegicus tyrosine protein kinase pp60-c-src mRNA, complete cds7/1.90E-163// 
924bp//89%//AF1 30457 
45 C-NT2RP3003828 
C-NT2RP3003932 

C-NT2RP3003992//Homo sapiens mRNA; cDNA DKFZp564C186 (from clone DKFZp564CI 86)7/0//2739bp// 
99%//AL050019 

C-NT2RP3004013//M.musculus Spnr mRNA for RNA binding protein 7/6.50E-240//1 21 5bp//94%//X84692 
50 C-NT2RP3004028 
C-NT2RP3004041 
C-NT2RP3004051 

C-NT2RP3004078//H.sapiens HRFX2 mRNA7/0//1806bp//99%//X76091 
C-NT2RP3004093 
55 C-NT2RP3004095 

C-NT2RP3004125//Mus musculus zinc finger protein splice variant FIZ1-B (Fizl) mRNA, complete cds.//4.60E- 
229//1 560bp//78%//AF1 26747 

C-NT2RP30041 48//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
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DASE) (1 ,4-ALPHA-D-GLUCAN GLUCO HYDRO LAS E) 7/7. 90 E-05//27laa//22%//P08640 

C-NT2RP3004155//Homo sapiens COQ7 protein mRNA, complete cds.//1.10E-179//823bp//100%//AF098948 

C-NT2RP30041 89/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 J/1 .30E-1 4//242aa//24%//Q00808 

C-NT2RP3004332 
5 C-NT2RP3004349 

C-NT2RP3004470 

C-NT2RP4000035 

C-NT2RP4000049 

C-NT2RP4000102 
10 C-NT2RP4000167 

C-NT2RP4000515 

C-NT2RP4000517 

C-NT2RP4000519 

C-NT2RP5003512//Homo sapiens mRNA for KIAA1291 protein, partial cds.//0//1980bp//99%//AB033117 
15 C-OVARC1 000092 

C-OVARC1 000533 
C-OVARC1 000678 

C-OVARC1000689//Homo sapiens mRNA; cDNA DKFZp434Cl415 (from clone DKFZp434C1415); partial cds.// 
0//2032bp//99%//AL1 3301 4 
20 C-OVARC1 000802 

C-OVARC1 000890 
C-OVARC1 000891 

C-OVARC1 000945//Rattus norvegicus mRNA for atypical PKC specific binding protein, complete cds.//0//1 961 bp// 
82%//AB005549 
25 C-OVARC1001072 
C-OVARC1001117 

C-OVARC1001200//MUS musculus mRNA for HS1 binding protein 3.//5.80E-88//658bp//80%//AJ132192 
C-OVARC1 001 244//H.sapiens mRNA for Drosophila female sterile homeotic (FSH) homotogue.//0//l 467bp//99%// 
X62083 
30 C-OVARC1001329 
C-OVARC1001341 
C-OVARC1001376 

C-OVARC1001496//Homo sapiens C-terminal binding protein 2 mRNA, complete cds.//0//1876bp//98%// 
AF0 16507 
35 C-OVARC1001873 

C-PLACE1000007//PROBABLE UBIQUITIN CARBOXYL-TERM IN AL HYDROLASE R10E11.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
ZYME)7/1 .60E-81//212aa//70V/P34547 

C-PLACE1000547//Homo sapiens GDP-mannose pyrophosphorylase B (GMPPB) mRNA, complete cds.//3.70E- 
40 241//1124bp//98%//AF135421 

C-PLACE1001036//Homo sapiens mRNA for KIAA1 01 7 protein, complete cds.//0//2117bp//99%//AB023234 
C-PLACE1001076 

C-PLACE1001118//ZINC FINGER PROTEIN 135V/5.40E-147//443aa//57%//P52742 
C-PLACE1001366 
45 C-PLACE1001545 
C-PLACE1001608 
C-PLACE1 002004 
C-PLACE1 002256 

C- P LAC E 1 002437//ATP-B I N D I N G CASSETTE TRANSPORTER 1 .//4. 50 E-76//1 80aa//83%//P4 1233 
50 C-PLACE1002591//CORONIN-LIKE PROTEIN P57.//4.40E-70//208aa//66%//P31146 

C-PLACE1002665//Mus musculus enhancer of polycomb (Epc1) mRNA, complete cds.//0//2462bp//89%// 
AF079765 
C-PLACE1 003383 
C-PLACE1 003864 

55 C- P LAC E1004793//RETRO VIRUS -RELATED ENV POLYPROTEIN.//5.20E-47//577aa//25%//P 10267 

C-PLACE1004913 
C-PLACE1 004979 

C-PLACE1005052//Homo sapiens CGI-16 protein mRNA, complete cds7/6.6e-313//l4l3bp//99%//AFl32950 
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C-PLACE1005055//Homo sapiens mRNA for KIAA0576 protein, partial cds.//0//2431bp//99%//AB011148 

C-PLACE1005128 

C-PLACE1005162 

C-PLACE1005176//Homo sapiens hypothalamus protein HT001 mRNA, complete cds.//3.90E-212//1040bp// 
5 96%//AF1 13539 

C-PLACE1005467//PENICILLIN-BINDING PROTEIN 4* (PBP 4*) (PBP 4A)7/1 .10E-09//93aa//31%//P32959 
C-PLACE1005549//Homo sapiens mRNA for Rho guanine nucleotide-exchange factor, splice variant NET1A.// 
7.60E-97//1 287bp//67%//AJ01 0046 

C-PLACE1 005584//TRANS- ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) (IER 2.9/ER2.6).// 
10 6.80E-09//267aa//30%//P291 28 

C-PLACE1 00561 1//Mus musculus mRNA for mDjIO, complete cds.//2.00E-33//379bp//66%//AB028860 

C-PLACE1 005802 

C-PLACE1 005850 

C-PLACE1 005898 
15 C-PLACE1 005932 

C-PLACE1006129//Homo sapiens HSPC057 mRNA, complete cds.//0//2849bp//98%//AF161542 

C-PLACE1 006360 

C-PLACE1 006795 

C-PLACE 1006878//TRNA-SPUCING ENDONUCLEASE SUBUNIT SEN2 (EC 3.1 .27.9) (TRNA-INTRON ENDO- 
20 NUCLEASE)7/1 .90E-08//1 22aa//36%//P1 6658 

C-PLACE 1007557 
C-PLACE1 007807 
C-PLACE1008181 

C-PLACE 1008426//Homo sapiens mRNA for KIAA1288 protein, partial cds.//0//3311bp//99%//AB033114 
25 C-PLACE 1008455 

C-PLACE1 008941 
C-PLACE1 009935 

C-PLACE1010310//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) ( FRAGMENT) 7/1 .20 E-18//467aa//30%//P46 804 
C-PLACE1011891 

30 C-PLACE1 011 8967/Mus musculus Wnt1 0a mRNA, complete CdS.//2.60E-287//1 820bp//85%//U61 969 

C-PLACE2000003 

C-PLACE2000132 

C-PLACE2000170 

C-PLACE2000335 
35 C-PLACE3000124 

C-PLACE3000158 

C-PLACE3000207 

C-PLACE3000221 

C-PLACE3000271 
40 C-PLACE3000304 

C-PLACE3000322 

C-PLACE3000341 

C-PLACE3000373 

C-PLACE3000399 
45 C-PLACE3000401 

C-PLACE3000402 

C-PLACE3000406 

C-PLACE3000475 

C-PLACE4000063//GLU CO AMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA- GLUCOSI- 
50 DASE) (1 ,4-ALPHA-D-GLUCAN GLU CO HYDROLASE) 7/1 .70E-15//740aa//23%//P08640 

C-PLACE4000093 

C-PLACE4000100//Homo sapiens hydroxypyruvate reductase (GRHPR) gene, complete cds.//0//4199bp//97%// 
AF1 46689 

C-PLACE4000131//Homo sapiens mRNA; cDNA DKFZp586J0917 (from clone DKFZp586J0917); partial cds7/0// 
55 1 61 2bp//97%//AL1 1 7455 

C-PLACE4000247 
C-PLACE4000250 
C-PLACE4000252 
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C-PLACE4000259//H.sapiens gene for U5 snRNP-specific 200kD proteiny/0//5143bp//90%//Z70200 
C-PLACE4000261//PEREGRIN (BR140 PROTEIN)7/9.50E-10//128aa//34%//P55201 
C-PLACE4000320 
C-PLACE4000344 
5 C-PLACE4000367 

C-PLACE4000401 //ACETYL-COENZYME A SYNTHETASE (EC 6.2.1 .1) (ACETATE--COA LIGASE) (ACYL- AC- 
TIVATING ENZYME).//7.20E-22//54aa//62%//Q01 576 

C-PLACE4000411//Homo sapiens mRNA; cDNA DKFZp586D0624 (from clone DKFZp586D0624); partial cds.// 
0//21 59bp//98%//AL1 1 7654 
10 C-PLACE4000487 
C-PLACE4000494 
C-PLACE4000521 

C-PLACE4000548//Homo sapiens mRNA for KIAA0947 protein, partial cds.//0//4864bp//99%//AB023164 
C-SKNMC1000013//Homo sapiens ATP-binding cassette protein M-ABC1 mRNA, nuclear gene encoding mito- 
15 chondrial protein, complete cds7/0//2384bp//99%//AF047690 

C-SKNMC1000091//Homo sapiens mRNA for leucine-zipper protein, complete cds.//6.10E-190//872bp//99%// 
AB021663 

C-THYRO1000343//Homo sapiens mRNA for KIAA0790 protein, partial cds.//0//3711bp//99%//AB0 18333 
C-THYRO1000569//Mus musculus hematopoietic zinc finger protein mRNA, complete cds.//0//1557bp//91%// 
20 AF1 18566 

C-THYRO1001142 

C-THYRO1001189//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .10E-200//546aa// 

62%//005481 

C-THYRO1001320 

25 C-THYR01001537//Homo sapiens mRNA; cDNA DKFZp586A0522 (from clone DKFZp586A0522); partial cds.// 

0//1 01 0bp//98%//AL0501 59 
C-THYRO1001602 

C-THYRO1001721//RING CANAL PROTEIN (KELCH PROTElN).//9.30E-34//220aa//38%//Q04652 
C-THYRO1001828 

30 C-Y79AA1 000346//Homo sapiens nonclathrin coat protein gamma2-COP mRNA, complete cds.//0//2520bp//99%// 

AF1 57833 
C-Y79AA1001167 

C-Y79AA1001384//Homo sapiens very large G-protein coupled receptor-1 (VLGR1) mRNA, complete cds.//0// 

4708bp//99%//AF055084 
35 C-Y79AA1 001 875//RAS- RELATED PROTEIN RAB-77/9.40E-1 2//34aa//97%//P51 1 49 

C-Y79AA1002103//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//3.00E-257//549aa//76%//P16415 

C-HEMBA1 006092 

C-HEMBA1 006406 

C-HEMBB1 000790 
40 C-HEMBB1000917 

C-HEMBB1 002280 

C-MAMMA1 000802 

C-MAMMA1001322//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD). //0. 0000000 1 7//46aa//60%// 
P20931 

45 C-MAMMA1 002597 

C-MAMMA1 002868 

C-NT2RP2003161 

C-NT2RP2003339 

C-NT2RP3001282 
50 C-PLACE1001761 

C-PLACE1 004491 

C-PLACE1 004686 

C-PLACE1 005574 

C-PLACE1 006382 
55 C-PLACE1 006792 

C-PLACE3000455 

C-PLACE4000230//Mus musculus semaphorin Via mRNA, complete cds7/0//2567bp//88%//AF030430 
C-THYRO1000916 



2393 



EP 1 074 617 A2 



C-HEMBA1 000327 
C-HEMBB1 000637 
C-HEMBB1001967 
C-MAMMA1 000266 
5 C-NT2RP2002979 
C-PLACE1 007866 

C-PLACE3000350//SERINE/THREONINE-PROTEIN KINASE PAK-GAMMA (EC 2.7.1.-) (GAMMA- PAK) 
(P21 -ACTIVATED KINASE 2) (PAK-2) (PAK65) (S6/H4 KINASE)7/9.80E-25//155aa//45%//Q13177 
C-PLACE4000156//Z1NC FINGER PROTEIN 132.//7.10E-151//476aa//46%//P52740 
10 C-THYRO1001637 
C-MAMMA1002215 
C-MAMMA1 002721 
C-NT2RP2002070 

is Homology search result 14. 

[0334] Data obtained by the homology search for full-length nucleotide sequences and deduced amino acid sequenc- 
es. In the result of the search shown below, both units, aa and bp, are used as length units for the sequences to be 
compared. Each data includes Clone name, Definition in matching data, P value, Length of sequence to be compared, 
20 Homology, and Accession number (No.) of matching data. These items are shown in this order, separated by a double- 
slash mark, //. 

C-HEMBA1000005//DNAJ PROTEIN HOMOLOG MTJ1 7/1 .90E-250//554aa//85%//061 71 2 
C-HEMBA1000012//PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6.1.1.4) (LEUCINE--TRNA LlGASE) 
25 (LEURS)7/6.40E-99//457aa//45%//Q09996 

C-HEMBA1 000020//Homo sapiens beta 2 gene.//7.50E-264//11 94bp//95%//X02344 

C-HEMBA1 000030//Homo sapiens ARF GTPase-activating protein GITI mRNA, complete cds.//0//1759bp//99%// 
AF1 24490 

C -H E M B A1 000 1 29//H Y POTH ETI C AL HEUCASE C8A4.08C IN CHROMOSOME I.//3.80E-25//1 66aa//36%// 
30 Q09884 

C-HEMBA1000141//Homo sapiens SUMO-1 -specific protease (SSP1) mRNA, complete cds7/0/1 1 35bp//1 00%// 
AF1 96304 

C-HEMBA1000150//Homo sapiens putative RNA helicase mRNA, complete cds.//5.20E-213//525bp//99%// 
AF085356 

35 C-HEMBA1 0001 56//N EURO FILAMENT TRIPLET M PROTEIN (160 KD NEUROFILAMENT PROTEIN) (NF-M).// 

1 .90E-12//368aa//24%//P08553 

C-HEMBA1 000158//HEPATOCYTE NUCLEAR FACTOR 3-GAMMA (HNF-3G).//5.00E-16//166aa//36%//P35584 
C-HEMBA1000168//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE D.//2.90E-14//303aa//25%//P35662 
C-HEMBA1 0001 85//RAS-RELATED PROTEIN RAL-A.//3.40E-12//125aa//31 %//P48555 
40 C-HEMBA1 000201//Homo sapiens mRNA for integrase interactor 1 b protein (INI1 B)7/0//1 612bp//99%//AJ01 1 738 

C-HEMBA1 00021 6//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INTERACTING PRO- 
TEIN) 7/1 . 0OE-86//1 46aa//56%//Q6 1 22 1 

C-HEMBA1000303//Mus musculus Plenty of SH3s (POSH) mRNA, complete cds.//7.10E-254//1440bp//87%// 
AF030131 

45 C-HEMBA1000304//Rattus norvegicus Ca2 + -dependent activator protein (CAPS) mRNA, complete cds.//5.10E- 

131//71 2bp//9 1 %//U 1 6802 

C-HEMBA1 000307//CARNITINE DEFICIENCY-ASSOCIATED PROTEIN EXPRESSED IN VENTRICLE 1//5.20E- 
49//1 07aa//91 %//035594 

C-HEMBA1000333//Homo sapiens F-box protein Fbx21 (FBX21) mRNA, complete cds.//0//1 866b p// 100%// 
50 AF1 74601 

C-HEMBA1 000369//Homo sapiens mRNA for PICK1 , complete cds.//0//1 949bp//98%//AB026491 
C-HEMBA1 00041 1//ANKYR1N.//5.70E-1 2//1 27aa//38%//Q02357 

C-HEMBA1000488//RING CANAL PROTEIN (KELCH PROTEIN).//3.30E-45//48laa//29%//Q04652 
C-HEMBA1000491//RAS-LIKE PROTEIN 27/2.00E-22//188aa//317<7/P22279 
55 C-HEMBA1000518//PECANEXPROTEIN7/2.10E-19//227aa//38%//P18490 

C-HEMBA1 000523//TESTIS-SPECIFIC PROTEIN PBS 137/2. 40 E-44//292aa//36%//Q01 755 
C-HEMBA1 000531//HEAT SHOCK 70 KD PROTEIN COGNATE 1 (HEAT SHOCK 70 KD PROTEIN 70C) (FRAG- 
MENTS) 7/2. 60 E-1 2//73aa//41 %//P02826 
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C-HEMBA1 000542//Rattus norvegicus mRNAfordipeptidyl peptidase III, complete cds.//2.20E-194//663bp//83%// 
D89340 

C-HEMBA1000555//Mus musculus Msx2 interacting nuclear target protein mRNA, complete cds7/7.90E-226// 
1 501 bp//83%//AF1 56529 

C-HEMBA1000561//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//3.40E-37//674aa// 
25 %//Q05481 

C-HEMBA1 000569//G PI- ANCHORED PROTEIN P137.//6.50E-19//265aabp//32%//Q60865 
C-HEMBA1000588//Mus musculus FLI-LRR associated protein-1 mRNA, complete cds.//2.10E-144//602bp// 
77%//AF045573 

C-HEMBA1 000591//PTB-ASSOCIATED SPLICING FACTOR (PSF)V/2.20E-17//198aa//40%//P23246 
C-HEMBA1000592//Homo sapiens sorting nexin 6 (SNX6) mRNA, complete cds.//0//1465bp//99%//AF121856 
C-HEMBA1 000608//HYPOTH ETICAL PROTEIN KIAA0411 (FRAGMENT) .//1 .80E-55//1 79aa//61%//043295 
C-HEMBA1000657//Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, com- 
plete Cds.//7.20E-1 56//1 366bp//76%//U35776 

C-HEMBA1000851//Homo sapiens DNA binding protein p96PIF mRNA, complete cds.//0//1 862bp//99%// 
AF1 73868 

C-HEMBA1 000852//ARYLSULFATASE D PRECURSOR (EC 3.1.6.-) (ASD).//1 .00E-78//119aa//87%//P51689 
C-HEMBA1 00091 0//MELANO MA- ASSOCIATED ANTIGEN B1 (MAGE-B1 ANTIGEN) (MAGE-XP ANTIGEN)// 
1 .60E-30//127aa//40%//P43366 

C-HEMBA1 00091 9//HYPOTH ETICAL 65.5 KD TRP-ASP REPEATS CONTAINING PROTEIN F02E8.5 IN CHRO- 
MOSOME X.//1 .00E-10//288aa//23%//Ql9124 

C-HEMBA1001019//CELL DIVISION CONTROL PROTEIN 2 HOMOLOG (EC 2.7.1.-) (P34 PROTEIN KINASE) 
(CYCLIN-DEPENDENT KINASE 1 ) (CDK1).//3.10E-10//70aa//58%//P06493 

C-HEMBA1001043//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN, NONERYTHROID)(FRAGMENT).// 
1 .40E-12//131aa//38%//Q01485 

C-HEMBA1001059//Human N-acetylgalactosamine 6-sulphatase (GALNS) gene, exon 14.//4.80E-l69//786bp// 
99%//U06088 

C-HEMBA1001071//PROCOLLAGEN ALPHA 1(111) CHAIN PRECURSOR7/1.50E-92//82aa//100%//P02461 
C-HEMBA1 001077//Homo sapiens transcriptional intermediary factor 1 gamma mRNA, complete cds.//2.00E-80// 
432bp//94%//AF1 19043 

C-HEMBA1001088//PINCH PROTEIN (PARTICULARY INTERESTING NEW CYS-HIS PROTEIN).//3.50E-50// 
176aa//57%//P48059 

C-HEMBA1001137//ZINC FINGER PROTEIN 33A (ZINC FINGER PROTEIN KOX31) (KIAA0065)(HA0946) 
(FRAGMENT)V/1 .50E-116//197aa//58%//Q06730 

C-HEMBA1001174//ADP-RIBOSYLATION FACTOR-LIKE PROTEIN 5.//6.80E-79//179aa//80%//P51646 
C-HEMBA1001197//Homo sapiens rap2 interacting protein x mRNA, complete cds7/0//1 511 bp//99%//AF1 12221 
C-HEMBA1001257//Homo sapiens mRNA 2-methylacyl-CoA racemase.//0//1672bp//99%//AJ 130733 
C-HEMBA1001286//COMPLEMENT DECAY-ACCELERATING FACTOR PRECURSOR.//0.00000002//198aa// 
29%//Q60401 - 

C-HEMBA1001302//Homo sapiens calcium binding protein precursor, mRNA, complete cds.//9.60E-258//682bp// 
94%//AF1 53686 

C-HEMBA1001351//Homo sapiens VAMP-associated protein of 33 kDa (VAP-33) mRNA, complete cds.//1.40E- 
1 33//61 4bp//99%//AF057358 

C-HEMBA1001387//GTP-BINDING PROTEIN TC 10. 112. 90 E-64//104aa//82%//P1 7081 

C-HEMBA1001405//Drosophila melanogaster eyelid (eld) mRNA, complete cds.//5.60E-25//863bp//60%// 
AF053091 

C-HEMBA1001446//Homo sapiens rap2 interacting protein x mRNA, complete cds.//9.20E-55//719bp//68%// 
AF1 12221 

C-HEMBA1 001 455//Mus musculus transposon-derived Buster2 transposase-like protein gene, partial cds.//4.20E- 
290//2008bp//81 %//AF205599 

C-HEMBA1001476//Human DNA topoisomerase II (top2) mRNA, complete cds.//l.60E-268//i2i3bp//i00%// 
J04088 

C-HEMBA1 001 51 0//CYCLIC-AMP-DEPENDENT TRANSCRIPTION FACTOR ATF-6 (FRAGMENT) .//1 .70E-16// 
63aa//61%//P 18850 

C-HEMBA1001526//PERIPLASMIC[FE] HYDROGENASE 1 (EC 1.18.99.1)7/4.90E-37//399aa//29%//P29166 
C-HEMBA1 001 569//SYNAPTOBREVIN 2 (VESICLE ASSOCIATED MEMBRANE PROTEIN 2) (VAMP-2).//2.30E- 
53//1 1 0aa//l 00%Z/P1 9065 

C-HEMBA1001579//Homo sapiens mRNA for NS1 -binding protein (NS1 -BP) .//0//808bp//97%//AJ0 12449 
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C-HEMBA1001595//SEPTIN 2 HOMOLOG (FRAGMENT)7/4.90E-156//348aa//83%//Q14141 

C-HEMBA1 001 620//MYO-INOSITOL-1 -PHOSPHATE SYNTHASE (EC 5.5.1.4) (IPS).//1 .60E-166//506aa//60%// 

P42803 

C-HEMBA1001635//TESTIS SPECIFIC PROTEIN A (ZINC FINGER PROTEIN TSGA).//1 .60E-10//155aa//28%// 
5 Q63679 

C-HEMBA1001651//CYTADHERENCE HIGH MOLECULAR WEIGHT PROTEIN 1 (CYTADHERENCE ACCES- 
SORY PROTEIN 1)7/6.20E-07//362aa//24%//Q50365 

C-HEMBA1 001 661//CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN).//4.60E-36// 
365aa//33%//P33450 

w C-HEMBA1001672//Homo sapiens methyl-CpG binding domain-containing protein MBD3 (MBD3) mRNA, com- 

plete CdS.//0//1 707bp//98%//AF072247 

C-HEMBA1 001 675//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS9.//5.40E-09//101aa//35%// 
P54787 

C-HEMBA1001714//Homo sapiens mRNA for ATPase inhibitor precursor, complete cds.//3.70E-78//200bp// 
15 100%//AB029042 

C-HEMBA1001723//Homo sapiens G protein beta subunit mRNA, partial cds.//3.10E-267//1212bp//99%// 
AF1 95883 

C-HEMBA1001734//CADHERIN-11 PRECURSOR (OSTEOBLAST-CADHERIN) (OBCADHERIN) (OSF-4).// 
1 . 1 0E-38//87aa//96%//P55288 
20 C-HEMBA1001744//SCY1 PROTEIN7/9.90E-32//481aa//25%//P53009 

C-HEMBA1001746//Homo sapiens squamous cell carcinoma antigen recognized by T cell (SART-2) mRNA, com- 
plete cds.//7.60E-59//998bp//64%//AF098066 

C-HEMBA1001804//Homo sapiens zinc finger DNA binding protein 99 (ZNF281) mRNA, complete cds7/0// 
1637bp//99%//AF125158 

25 C-HEMBA1001809//IMMEDIATE-EARLY PROTEIN IE180.//3.80E-11//206aa//36%//P11675 

C-HEMBA1001819//ZINC FINGER PROTEIN 1 84 (FRAGMENT) 7/2.90 E-135//459aa//52%//Q99676 
C-HEMBA1001822//Mus musculus Ese2L protein mRNA, complete cds7/1. 90 E-235//1329bp//89%//AF1 32479 
C-HEMBA1001824//Homo sapiens nuclear protein NP94 mRNA, complete cds.//1.40E-199//1180bp//89%// 
AF1 59025 

30 C-HEMBA1001847//ZINC FINGER PROTEIN 29 (ZF P-29) 7/7. 60 E-64//221aa//55%//Q 07230 

C-HEMBA1001866//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1.-) 
(DUGT)7/5.70E-51//234aa//41%//Q09332 

C-HEMBA1 001869//TRITHORAX PROTEIN.//9.60E-05//1 66aa//27%//P20659 

C-HEMBA1001896//DIMETHYLGLYCINE DEHYDROGENASE PRECURSOR (EC 1.5.99.2) (ME2GLYDH).// 
35 9.30E-36//395aa//26%//Q63342 

C-HEMBA1001913//GCN20 PROTEIN.//2.30E-81//158aa//50%//P43535 

C-HEMBA1001921//Homo sapiens germinal center kinase related protein kinase mRNA, complete cds7/0// 
1 850bp//99%//AF0001 45 

C-HEMBA1001967//Homo sapiens NY-REN-57 antigen mRNA, partial cds.//0//1721bp//99%//AF155114 
40 C-HEMBA1 002035//Homo sapiens BAZ1 A mRNA for bromodomain adjacent to zinc finger domain 1 A, complete 

cds.//0//21 49bp//99%//AB032252 

C-HEMBA1002092//Mus musculus Olf-1/EBF-like-3 transcription factor (O/E-3) mRNA, complete cds.//1.30E- 
271//1 583bp//88%//U92703 

C-HEMBA1 0021 02//ANKYRIN V/4.40E-1 0//1 06aa//35%//Q02357 
45 C-HEMBA1002139//L1M AND SH3 DOMAIN PROTEIN LASP-1 (MLN 50)7/7.1 0E-05//51aa//49%//Q 14847 

C-HEMBA1 0021 51//Rattus norvegicus p34 mRNA, complete cds.//1 .1 0E-1 53//1 059bp//82%//AF1 78669 
C-HEMBA1002161//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE BETA ISOFORM.//1 ,40E-51//180aa//56%// 
P79293 

C-HEMBA1 0021 77//TRANSCRIPTION FACTOR GATA-4 (GATA BINDING FACTOR-4).//6.00E-13//190aa//36%// 
50 P43694 

C-HEMBA1 00221 2//TYROSINE-PROTEIN KINASE-2 (EC 2.7.1.112) (FRAGMENT).//3.00E-17//267aa//29%// 
P18161 

C-HEMBA1 00221 5//TESTIN 2 (TES2) [CONTAINS: TESTIN 1 (TES1)]7/2.20E-199//392aa//89%//P47226 
C-HEMBA1002241//PROLIFERATING-CELL NUCLEOLAR ANTIGEN P120 (PROLIFERATION-ASSOCIATED 
55 NUCLEOLAR PROTEIN P120)7/3.70E-06//95aa//33%//P46087 

C-HEMBA1002267//SUS scrofa decorin mRNA, complete cds.//1 .10E-46//302bp//90%//AF1 25537 
C-HEMBA1002341//P53-BINDING PROTEIN 2 (53BP2) (FRAGMENT)7/3.80E-55//109aa//96%//Q62415 
C-HEMBA1002363//Homo sapiens chromosome-associated protein-E (hCAP-E) mRNA, complete cds7/0// 
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1847bp//99%//AF092563 

C-HEMBA1 00241 7/mGHT JUNCTION PROTEIN ZO-1 (TIGHT JUNCTION PROTEIN 1)7/1 .0OE-121//489aa// 
52%//P39447 

C-HEMBA1 00241 9//TR1CHOHYALIN7/1 .90E-09//299aa//24%//P22793 
5 C-HEMBA1002458//OVARIAN GRANULOSA CELL 13.0 KD PROTEIN HGR747/4.20E-24//109aa//55%//O00994 

C-HEMBA1002469//DXS8237E PROTEIN (FRAGMENT)7/3.50E-50//1 99aa//61%//P98175 
C-HEMBA1002475//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN)7/1 .10E-12//285aa// 
31%//P17437 

C-HEMBA1 002495//LIGHT-MEDIATED DEVELOPMENT PROTEIN DET1 7/6.80E-53//257aa//36%//P48732 
10 C-HEMBA1 00251 3//Homo sapiens mRNA for histone deacetylase-like protein (JM2l)7/0//2432bp//99%// 

AJ011972 

C-HEMBA1002547//Homo sapiens agrin precursor mRNA, partial cds7/0//1605bp//97%//AF0 16903 
C-HEMBA1 002555//Homo sapiens mSin3A associated polypeptide p30 mRNA, complete cds7/5.30E-51//768bp// 
68%//AF055993 

15 C-HEMBA1 002569//Homo sapiens protein associated with Myc mRNA, complete cds7/6.80E-305//951 bp//99%// 

AF075587 

C-HEMBA1002746//DNA POLYMERASE BETA (EC 2.7.7.7)7/5.00E-37//268aa//34%//P06746 
C-HEMBA1002768//Mus musculus formin binding protein 17 mRNA, partial cds7/7.80E-237//1522bp//85%// 
AB011126 

20 C-HEMBA1002770//Rattus norvegicus mRNA for TIP120, complete cds.//2.90E-l76//l024bp//88%//D87671 

C-HEMBA1002777//Fugu rubripes BAW (BAW) mRNA, complete CdsJ/3.40E-54//319bp//76%//AF 153879 
C-HEMBA1 00281 0//Homo sapiens formin binding protein 21 mRNA, complete cds.//8.2e-314//l437bp//99%// 
AF071185 

C-HEMBA1 00281 8//Homo sapiens mRNA for fibulin-47/2.00E-304//1383bp//99%//AJ132819 
25 C-HEMBA1 002876//HYPOTHETICAL 26.4 KD PROTEIN EEED8.8 IN CHROMOSOME n7/1.50E-44//188aa// 

52%//Q09297 

C-HEMBA1002935//2INC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7)7/1 .30E-15//371 aa// 
25%//Q05481 

C-HEMBA1 002939//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN)7/2.00E-34//300aa// 
30 34%//P16157 

C-HEMBA1002951//NUF1 PROTEIN (SPINDLE POLY BODY SPACER PROTEIN SPC11 0)7/4.40 E-06//324aa// 
24%//P32380 

C-HEMBA1 002973//CAMP-DE PEN DENT 3',5'-CYCLIC PHOSPHODIESTERASE 4B (EC 3.1.4.17) (DPDE4).// 
1 .20E-27//63aa//1 00%//P1 4646 
35 C-HEMBA1 002997//CENTROMERIC PROTEIN E (CENP-E PROTEIN) 7/3. 80 E-25//534aa//24%//Q 02224 

C-HEMBA1 002999//Rattus norvegicus lamina associated polypeptide 1 C (LAP1C) mRNA, complete Cds7/1 .40E- 
1 71//1 552bp//75%//U20286 

C-HEMBA1003046//Homo sapiens mitochondrial processing peptidase beta-subunit mRNA,//0//1558bp//99%// 
AF054182 

40 C-HEMBA1003071//INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN COMPLEX ACID LABILE CHAIN 

PRECURSOR (ALS)7/1 .30E-09//121aa//40%//P35858 

C-HEMBA1003077//SLIT PROTEIN PRECURSOR7/2.60E-15//199aa//31%//P24014 
C-HEMBA1003096//Mouse 19.5 mRNA, complete cds7/5.60E-117//1139bp//72%//M32486 
C-HEMBA1003098//Homo sapiens NY-REN-6 antigen mRNA, partial CdS.//6.20E-273//1253bp//99%//AF 155096 
45 C-HEMBA1 0031 36//MANNOSE-1 -PHOSPHATE GUANYLTRANSFERASE (EC 2.7.7.13) (ATP-MANNOSE- 

1 -PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE PYROPHOSPHORYLASE).//8.50E-51//221 aa// 
33%//P41940 

C-HEMBA1003148//Homo sapiens mRNA for dachshund protein 7/0//1 583bp//99%//AJ005670 
C-HEMBA1 0031 79//P ROB ABLE TRNA (5-METHYLAMINOMETHYL-2-THIOURIDYLATE)-METHYLTRANS- 
50 FERASE (EC 2.1 .1 .61)7/5.90E-74//134aa//53%//P44551 

C-HEMBA1003199//Homo sapiens chromosome 5 F-box protein Fbx4 (FBX4) mRNA, complete cds 7/8.50 E-87// 
285bp//90%//AF1 29534 

C-HEMBA1003235//TROPOMYOSIN7/2.30E-06//109aa//33%//Q02088 

C-HEMBA1003250//PROTEIN KINASE APK1A (EC 2.7.1.-)7/7.20E-41//245aa//42%//Q06548 
55 C-HEMBA1 003281//POLIOVIRUS RECEPTOR PRECURSOR7/6.00E-11//239aa//32%//P32506 

C-HEMBA1003286//Homo sapiens mRNA for beta- 1 ,4-galactosyltransf erase IV, complete cds7/5.40E-229// 
1 043bp//99%//AB024436 

C-HEMBA1003291//SNF1 -RELATED PROTEIN KINASE KIN10 (EC 2.7.1.-) (AKIN 1 0)7/6. 20E-28//126aa//51%// 
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Q38997 

C-HEMBA1 003369//CENTROMERIC PROTEIN E (CENP-E PROTEIN).//2.00E-08//248aa//23%//Q02224 
C-HEMBA1003408//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (VERSION 1)7/ 
7.80E-13//297aa//307o//P18616 
5 C-HEMBA1 00341 7//Homo sapiens BAG-family molecular chaperone regulator-2 mRNA, complete cds.//1.50E- 

255//1 1 79bp//99%//AF095192 

C-HEMBA1 00341 8//TRICHOHYALIN.//8.70E-1 9//281 aa//31 %//P37709 
C-HEMBA1003433//Homo sapiens gene for NBS1, complete cds.//0//511bp//94%//AB013139 
C-HEMBA1 003538//COMPLEMENT C1R COMPONENT PRECURSOR (EC 3.4.21 .41 ).//2.40E-110//242aa// 
10 58%//P00736 

C-HEMBA1003545//INSULIN GENE ENHANCER PROTEIN ISL-2 (TSLET-2)7/8.80E-189//360aa//96%//P50480 
C-HEMBA1003555//NUCLEOTIDE-BINDING PROTEIN (NBP).//2.1 0E-68//251aa//52%//P 53384 
C-HEMBA1 003560//GUANINE NUCLEOTIDE-BINDING PROTEIN G(l)/G(S)/G(0) GAMMA-2 SUBUN IT (G GAM- 
MA-I) 7/1 .20 E-3 1 //71 aa//1 00%//P 1 6874 
15 C-HEMBA1003568//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A))(RO(SS-A))7/ 

7.90E-49//279aa//32%//P1 9474 

C-HEMBA1003569//METASTASIS-ASSOCIATED PROTEIN MTA1 7/6. 90 E-206//445aa//74%//Q 13330 
C-HEMBA1003581//TALIN7/4.40E-45//52aa//98%//P26039 

C-HEMBA1 00359 1//CHLOROPLAST 28 KD RIBONUCLEOPROTEIN PRECURSOR (28RNP).//4.40E-10// 
20 118aa//35%//P 19682 

C-HEMBA1 00361 5//Homo sapiens ART-4 mRNA, complete cds7/0//1713bp//99%//AB026125 

C-HEMBA1 00361 7//Homo sapiens ubiquitin-like product Chap1/Dsk2 mRNA, complete cds.//6.90E-178//501bp// 

97%//AB0 15344 

C-HEMBA1 003645//TIPD PROTEIN7/2.40E-1 0//289aa//23%//O1 5736 
25 C-HEMBA1003662//TBX2 PROTEIN (T-BOX PROTEIN 2)7/1 .20E-75//1 51 aa//99%//Q 13207 

C-HEMBA1003679//SIALIDASE (EC 3.2.1 .18) (NEURAMINIDASE) (NA) (MAJOR SURFACE ANTIGEN)7/1 .00E- 
09//61 1 aa//22%//P23253 

C-HEMBA1 003680//PUTATIVE AMINOPEPTIDASE ZK353.6 IN CHROMOSOME III (EC 3.4.11 .-) 7/2. 40E-92// 
423aa//47%//P34629 

30 C-HEMBA1003684//ZINC FINGER PROTEIN 151 (MIZ-1 PROTEIN).//2.00E-73//526aa//32%//Ql3105 

C-HEMBA1003690//HISTONE DEACETYLASE HDA1 7/2.1 0E-59//249aa//47%//P53973 
C-HEMBA1 003742//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM1 ) mRNA, complete cds.// 
1 .70E-44//501bp//67%//AF037339 

C-HEMBA1003760//HYPOX1A-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INTERACTING PROTEIN) 
35 (MEMBER OF PAS PROTEIN 1) (MOP1) (HIF1 ALPHA)7/3.70E-124//347aa//55%//Q 16665 

C-HEMBA1003773//Mus musculus signal recognition particle receptor beta subunit mRNA, complete cds.//5.80E- 
81//511bp//86%//U17343 

C-HEMBA1003783//Mus musculus bromodomain-containing protein BP75 mRNA, complete cds7/1.10E-190// 
1 204bp//84%//AF084259 

40 C-HEMBA1003805//Mus musculus KH domain RNA binding protein QKI-5A mRNA, complete cds.//0//988bp// 

95%//AF090402 

C-HEMBA1003836//MOB1 PROTEIN (MPS1 BINDER 1).//8.10E-31//134aa//52%//P40484 
C-HEMBA1003866//Mus musculus semaphorin Via mRNA, complete cds7/1.20E-105//1192bp//70%//AF030430 
C-HEMBA1003953//ZINC FINGER PROTEIN MFG-1 (ZINC FINGER PROTEIN 58) (FRAGMENT)7/3.80E-16// 
45 89aa//46%//P16372 

C-HEMBA1 004097//Mus musculus putative transcription factor mRNA, complete cds.//8.50E-221//11 88bp//78%// 
AF091234 

C-HEMBA1004131//SEPTIN 2 HOMOLOG (FRAGMENT) 7/1 .60E-166//416aa//72%//Ql 41 41 
C-HEMBA1004168//Homo sapiens geminin mRNA, complete cds.//3.90E-208//951 bp//99%//AF067855 
50 C-HEMBA1 0041 99//HYPOTHETICAL HELICASE K12H4.8 IN CHROMOSOME IN.//8.40E-60//243aa//39%// 

P34529 

C-HEMBA1 004202//RAS- RELATED PROTEIN RAB-137/6.20E-30//208aa//37%//P511 53 
C-HEMBA1 004203//NUCLEOLAR PROTEIN NOP27/1 .50E-12//258aa//29%//P40991 

C-HEMBA1 004207//Homo sapiens leptin receptor short form (db) mRNA, complete cds7/0//1 892bp//99%//U50748 
55 C-HEMBA1 004227//Rattus norvegicus protein phosphatase 2C mRNA, complete cds.//5.70E-21 7//1 21 7bp//88%// 

AF095927 

C-HEMBA1 004248//INSULIN-INDUCED GROWTH RESPONSE PROTEIN CL-6 (IMMEDIATE-EARLY PROTEIN 
CL-6)7/2.00E-43//98aa//84%//Q08755 
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C-HEMBA1004275//Homo sapiens PHD-finger protein (GRC5) mRNA, complete cds.//1.10E-152//1403bp//69%// 
AF043725 

C-HEMBA1004276//Homo sapiens AP-4 adaptor complex beta4 subunit mRNA, complete cds7/4.80E-257// 
738bp//99%//AF092094 

5 C-HEMBA1004286//Homo sapiens TGF beta receptor associated protein-1 mRNA, complete cds.//0//1982bp// 

99%//AF022795 

C-HEMBA1004295//Homo sapiens NY-REN-25 antigen mRNA, partial cds.//9.40E-31//381bp//65%//AF155103 
C-HEMBA1004321//ZINC FINGER PROTEIN 1 84 (FRAGMENT)7/2.30E-93//357aa//42%//Q99676 
C-HEMBA1004353//C-MYC BINDING PROTEIN MM-1.//3.00E-71//89aa//96%//Q99471 
10 C-HEMBA1004354//CHL1 PROTEIN7/9.90E-26//130aa//42%//P2251 6 

C-HEMBA1004356//H.sapiens MSSP-2 mRNA7/3.00E-243//573bp//98%//X77494 

C-HEMBA1004389//Homo sapiens zinc finger DNA binding protein 99 (ZNF281) mRNA, complete cds7/0// 
1437bp//99%//AF125158 

C-HEMBA1 004408//PEPTIDYL-PROLYL CIS-TRANS ISOMERASE 1 0 (EC 5.2.1 .8) (PPIASE) (ROTAMASE) (CY- 
15 CLOPHILIN-10).//3.20E-32//148aa//52%//P52017 

C-HEMBA1004479//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INTERACTING PRO- 
TEIN) .//3. 10 E-51//152aa//40%//Q6 1221 

C-HEMBA1004499//Homo sapiens delta-tubulin mRNA, complete cds.//3.40E-92//483bp//95%//AF201333 
C-HEMBA1004509//UBIQUITIN CARBOXYL-TERM INAL HYDROLASE 4 (EC 3.1.2.15) (UBIQUITIN THI- 
20 OLESTERASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUITINATING ENZYME ,4) 

(UBIQUITOUS NUCLEAR PROTEIN HOMOLOG).//2.70E-12//200aa//28%//Q13107 

C-HEMBA1004534//Homo sapiens gamma-filamin (ABPL) mRNA, complete cds.//1.2e-316//1445bp//99%// 
AF089841 

C-HEMBA1004573//Homo sapiens mRNA for HELG protein 7/2. 00E-59//483bp//68%//AJ277291 
25 C-HEMBA1 004604//Homo sapiens COP9 complex subunit 7a mRNA, complete cds7/0//l 61 2bp//99%//AF1 93844 
C-HEMBA1004669//SON PROTEIN (SO N3) 7/7.30 E-17//288aa//36%//P 18583 

C-HEMBA1004697//MYOSIN HEAVY CHAIN, SMOOTH MUSCLE ISOFORM (SMMHC) (FRAGMENT)7/2.90E- 
05//303aa//21 %//P35749 

C-HEMBA1004734//UBIQUITIN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
30 LIGASE) (UBIQUTTIN CARRIER PROTEIN) (PM42).//9.90E-39//143aa//52%//P42743 

C-HEMBA1004752//Homo sapiens mRNA for LAK-4p, complete CdS.//4.60E-109//650bp//89%//AB002405 
C-HEMBA1004756//Human transporter protein (g17) mRNA, complete cds7/9.10E-34//515bp//66%//U49082 
C-HEMBA1004758//Homo sapiens transcription factor SL1 mRNA, complete cds.//2.60E-246//1249bp//94%// 
L39060 

35 C-HEMBA1004768//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//5.40E-111//314aa//58%//P08547 

C-HEMBA1004795//CDC4-UKE PROTEIN (FRAGMENT).//3.80E-69//198aa//66%//P50851 
C-HEMBA1004847//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68).//8.20E-154//31 7aa//94%// 
Q00004 

C-HEMBA1004889//Human C3f mRNA, complete cds.//6.70E-24//341aabp//26%//U72515 
40 C-HEMBA1 004929//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 V/2.50E-05//148aa//24%// 

P25386 

C-HEMBA1 004930//26S PROTEASOME SUBUNIT S5B (KIAA0072) (HA1 357) 7/3.30 E-27//65aa//100%//Q 16401 
C-HEMBA1 004972//N EURO FILAMENT TRIPLET H PROTEIN (200 KD NEURO FILAMENT PROTEIN) (NF-H).// 
0.00000096//286aa//23%//P12036 

45 C-HEMBA1004973//ZINC-BINDING PROTEIN A337/4.10E-08//121aa//33%//Q02084 

C-HEMBA1005009//Homo sapiens BAF53a (BAF53a) mRNA, complete cds.//0//1813bp//99%//AF041474 
C-HEMBA1005029//Homo sapiens CGI-13 protein mRNA, complete cds.//0//l487bp//99%//AFl 32947 
C-HEMBA1 005047//RAS- RELATED PROTEIN RAB-24 (RAB-1 6) 7/3.40 E-101//106aa//98%//P35290 
C-HEMBA1005101//Homo sapiens SYT interacting protein SIP mRNA, complete cds.//0//2762bp//99%// 

so AF080561 

C-HEMBA1005201//Homo sapiens CGI-07 protein mRNA, complete cds.//0//1 608bp//99%//AF 132941 
C-HEMBA1005202//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68)7/1 .90E-179//361aa//95%// 
Q00004 

C-HEMBA1005206//Drosophila simulans anon73BI gene and Su(P) gene.//1.90E-11//376bp//63%//AJ250308 
55 C-HEMBA1 00521 9//NUCLEAR PROTEIN SNF7.//5.30E-10//189aa//25%//P39929 

C-HEMBA1005338//Homo sapiens mRNA for matrilin-4 t partial.//3.90E-241//1095bp//99%//AJ007581 
C-HEMBA1005359//ZINC FINGER PROTEIN 1377/3.90E-85//206aa//69%//P52743 

C-HEMBA1005367//Homo sapiens melastatin 1 (MLSN1) mRNA, complete cds.//9.00E-77//620bp//74%// 
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AF071787 

C-HEMBA1005394//Mus musculus pantothenate kinase 1 beta (panKlbeta) mRNA, complete cds7/3.90E-126// 
1 097bp//75%//AF200357 

C-HEMBA1005423//Homo sapiens cyclin-dependent kinase inhibitor (CDKN2C) mRNA, complete cds.//2.00E- 
5 21 3//537bp//99%//AF041 248 

C-HEMBA1 00551 3//M ALES- ABSENT ON THE FIRST PROTEIN (EC 2.3.1 .-)7/1 .90E-129//332aa//61%//O02193 
C-HEMBA1 005528//CCR4-ASSOCIATED FACTOR 1 (CAF1).//3.10E-154//285aa//99%//Q60809 
C-HEMBA1005530//Homo sapiens anaphase-promoting complex subunit 7 (APC7) mRNA, complete cds7/0// 
1578bp//98%//AF191340 

10 C-HEMBA1 005548//Homo sapiens MAFB/Kreisler basic region/leucine zipper transcription factor (MAFB) mRNA, 

complete cds7/1 .00E-220//1014bp//99%//AF134157 

C-HEMBA1 005558//NUCLEAR PROTEIN SNF7.//6.40E-16//1 70aa//31%//P39929 
C-HEMBA1 005576//Mus musculus mRNA for plexin 2, complete cds.//1 .20E-122//870bp//82%//D86949 
C-HEMBA1005581//Horno sapiens SLIT2 (SLIL2) mRNA, complete cds7/0//1 721 bp//l00%//AFl 33270 
15 C-HEMBA1 005582/nTtOPOMYOSIN 1 , NON-MUSCLE ISOFORM (TROPOMYOSIN II) (CYTOSKELETAL TRO- 

POMYOSIN) J/0. 00000009//213aa//27%//P09492 

C-HEMBA1005595//DYNEIN HEAVY CHAIN, CYTOSOLIC (DYHC).//2.30E-54//562aa//29%//P34036 
C-HEMBA1005621//Homo sapiens Mad2-iike protein mRNA, complete cds.//8.00E-2H//962bp//99%//AF072933 
C-HEMBA1005666//Homo sapiens mRNA for DIPB protein.//8.60E-147//685bp//99%//AJ249128 
20 C-HEMBA1005699//EPHRIN-B3 PRECURSOR (EPH-RELATED RECEPTOR TYROSINE KINASE LIGAND 8) 

(LERK-8) (EPH-RELATED RECEPTOR TRANSMEMBRANE LIGAND ELK-L3).//2.10E-37//98aa//81 %//Q15768 
C-HEMBA1 005737//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT).// 
4.40E-1 7//1 67aa//34%//P25296 

C-HEMBA1 00581 5//CALPAIN, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM- ACTIVATED NEU- 
25 TRAL PROTEINASE) (CANP) (MU/M-TYPE).//2.00E-36//342aa//33%//P00789 

C-HEMBA1005931//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//5.60E-15//76aa//51%// 
P51522 

C-HEMBA1005990//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds.//0//237lbp//100%// 
AF082516 

30 C-HEMBA1 006031//Homo sapiens mRNA for putative phospholipase, complete cds.//0//1 41 3bp//99%//AB01 9435 

C-HEMBA1006038//LAMININ ALPHA-5 CHAIN (FRAGMENT)7/3.10E-33//81aa//64%//Q61001 
C-HEMBA1 006067//Homo sapiens squamous cell carcinoma antigen recognized by T cell (SART-2) mRNA, com- 
plete Cds.//8.20E-1 2//297bp//64%//AF098066 

C-HEMBA1006130//SEL-10 PROTEIN.//0.000000043//219aa//25 %//Q93794 
35 C-HEMBA1 006l58//Homo sapiens transcription factor forkhead-like 7 (FKHL7) gene, complete cds.//0//l55 Ibp// 
99%//AF048693 

C-HEMBA1006198//PROLINE-RICH PROTEIN MP-2 P R E C U RS O R 7/1 . 90 E- 1 9//2 1 5 aa//39%//P05 1 42 
C-HEMBA1006248//ZINC FINGER PROTEIN MFG-1 (ZINC FINGER PROTEIN 58) (FRAGMENT).//8.60E-23// 
151aa//37%//P16372 

40 C-HEMBA1006253//DNA-DAM AGE- RE PAIR/TOLERATION PROTEIN DRT111 PRECURSOR.//0. 00000002// 

62aa//53%//P42698 

C-HEMBA1006268//Homo sapiens HQ0024C mRNA, complete cdS.//3.50E-157//845bp//92%//AF073836 
C-HEMBA1006272//RETROVIRUS-RELATED PROTEASE (EC 3.4.23.-)7/1 .30E-123//200aa//73%//P 10265 
C-HEMBA1006278//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 
45 FERASE).//1 .00E-21 0//490aa//77%//P25500 

C-HEMBA1 006283//NUCLEAR POLYADENYLATED RNA-BINDING PROTEIN NAB2.//0.000000012//176aa// 
30%//P32505 

C-HEMBA1006291//2-ARYLPROPIONYL-COA EPIMERASE (EC 5.-.-.-)7/4.20E-12//215aa//23%//P70473 
C-HEMBA1006309//Homo sapiens aspartyl aminopeptidase mRNA, complete cds.//5.30E-169//774bp//100%// 
so AF005050 

C-HEMBA1 00631 0//Rattus norvegicus cytosolic sorting protein PACS-1 a (PACS-1 ) mRNA, complete cds.//3.70E- 
225//1 1 89bp//88%//AF0761 83 

C-HEMBA1 006344//RADIXIN7/1 .50E-31//333aa//28%//P26043 

C-HEMBA1 006347//M ALES- ABSENT ON THE FIRST PROTEIN (EC 2.3.1 .-)7/1 .60E-130//332aa//62%//O021 93 
55 C-HEMBA1006359//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//3.50E-105//381 aa//54%//P28160 

C-HEMBA1006398//Human L1 element L1.6 putative pi 50 gene, complete cds.//2.00E-277//l729bp//85%// 
U93563 

C-HEMBA1 006445//Homo sapiens putative tumor supressor NOEY2 mRNA, complete cds.//1 .40E-270//1 224bp// 
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100%//U96750 

C-HEMBA1006474//40 KD PROTEIN.//1 .40E-39//292aa//34%//Q01552 

C-HEMBA1 006485//PUROMYCIN-SENSITIVE AMINOPEPTIDASE (EC 3.4.11.-) (PSA)7/1.90E-81//153aa// 
97%//P55786 

5 C-HEMBA1 006507//DIAPHANOUS PROTEIN HOMOLOG 27/1 .40E-46//316aa//32%//O60879 

C-HEMBA1006521//3-OXOACYL-[ACYL-CARRIER PROTEIN] REDUCTASE (EC 1.1.1.100) (3-KETOACYL- 
ACYL CARRIER PROTEIN REDUCTASE)7/4.00E-33//177aa//42%//P25716 

C-HEMBA1006559//MUS musculus PRAJA1 (Prajal) mRNA, complete cdS.//2.80E-206//1107bp//83%//U06944 
C-HEMBA1006583//Drosophlla melanogaster Scribble (scrib) mRNA, complete cds.//1.70E-63//l002bp//65%// 
10 AF1 90774 

C-HEMBA1 006624//D N A/PAN TOTH EN ATE METABOLISM FLAVOPROTEIN HOMOLOG.//0.00000069//109aa// 
38%//Q58323 

C-HEMBA1006650//ARP2/3 COMPLEX 20 KD SUBUNIT (P20-ARC).//9.00E-40//113aa//82%//0 15509 
C-HEMBA1006652//60S RIBOSOMAL PROTEIN L77/2.40E-44//206aa//47%//P14148 
15 C-HEMBA1 006708//HYPOTH ETICAL 46.4 KD TRP-ASP REPEATS CONTAINING PROTEIN IN PMC1-TFG2 

INTERGENIC REGION7/3.30E-22//241aa//31%//P53196 

C-HEMBA1006737//ANKYRIN, BRAIN VARIANT 2 (ANKYRIN B) (ANKYRIN, NONERYTHROID) (FRAGMENT).// 
0.000000043//1 1 1 aa//40%//Q01 485 

C-HEMBA1006758//Homo sapiens protocadherin beta 13 (PCDH-betal3) mRNA, complete cds.//0//l 832bp// 
20 91 %//AF1 52492 

C-HEMBA1006807//Homo sapiens mRNA for SPOP7/5.70E-125//1109bp//75%//AJ000644 
C-HEMBA1006877//OXYSTEROL-BINDINGPROTEIN7/2.00E-59//378aa//39%//P16258 
C-HEMBA1006885//Homo sapiens gene for Proline synthetase associated, complete cds.//0//1467bp//96%// 
AB018566 

25 C-HEMBA1 00691 4//Hu man anthracycline-associated resistance ARX mRNA, complete cds.//0//1837bp//99%// 
U35832 

C-HEMBA1006941//Homo sapiens PKCq -interacting protein PICOT (PICOT) mRNA, complete cds7/2.10E-271// 
1234bp//99%//AF1 18649 

C-HEMBA1 006973//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds 7/5.60 E- 1 43//740bp//94%// 
30 AF004828 

C-HEMBA1006976//H.sapiens mRNA for Gal-beta(1-3/l-4)GlcNAc alpha-2.3-sialyltransferase.//1 .90E-80// 
447bp//89%//X74570 

C-HEMBA1 00701 8//DYNEIN LIGHT INTERMEDIATE CHAIN 1 , CYTOSOLIC (UC57/59) (DYNEIN LIGHT CHAIN 
A) (DLC-A)7/2.40E-1 88//391 aa//89%//Q 90828 
35 C-HEMBA1 007087//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD SUBUNIT (CPSF 

100 KD SUBUNIT)7/8.30E-27//253aa//30%//Q10568 

C-HEMBA1007121//Homo sapiens bisphosphate ^-nucleotidase mRNA, complete cds7/1.70E-252//1118bp// 
92%//AF1 25042 

C-HEMBA1 0071 51 //Homo sapiens synphilin 1 mRNA, complete cds.//0//1900bp//99%//AF076929 
40 C-HEMBA1 0071 74//Homo sapiens epsin 2b mRNA, complete cds7/3.80E-271//642bp//99%//AF062085 

C-HEMBA1007194//Homo sapiens origin recognition complex subunit 6 (ORC6) mRNA, complete cds7/0// 
1 588bp//99%//AF1 39658 

C-HEMBA1007224//Homo sapiens SUMO-1 -specific protease (SSP1) mRNA, complete cds.//0//l590bp//99%// 
AF1 96304 

45 C-HEMBA1 007243//Chinese hamster hprt mRNA, complete cds.//2.00E-58//650bp//70%//J00060 

C-HEMBA1007251//Homo sapiens F-bOX protein FBX29 (FBX29) mRNA, partial cds.//5.00E-58//330bp//95%// 
AF1 76707 

C-HEMBA1007300//Homo sapiens 3\5'-cyclic nucleotide phosphodiesterase 10A1 (PDE10A) mRNA, splice var- 
iant 1 , complete cds7/0//1 51 9bp//99%//AF1 27479 
50 C-HEMBA1 007301 //COLLAGEN ALPHA 1(111) CHAIN (FRAGMENT) 7/6.20 E-18//115aa//33%//P 13941 

C-HEMBB1000036//Homo sapiens CGI-51 protein mRNA, complete cds7/0//1665bp//99%//AF151809 
C-HEMBB1000037//Homo sapiens erythroblast macrophage protein EMP mRNA, complete Cds7/2.80E-187// 
1 582bp//80%//AF084928 

C-HEMBB1000083//MYOSIN LIGHT CHAIN KINASE, SMOOTH MUSCLE AND NON-MUSCLE ISOZYMES (EC 
55 2.7.1.117) (MLCK) [CONTAINS: TELOKI N] 7/1 .90E-22//426aa//25%//P1 1799 

C-HEMBB1 0001 1 9//Homo sapiens ASMTL gene.//0//1 891 bp//99%//Y1 5521 

C-HEMBB1 0001 44//GUANYLATE CYCLASE ACTIVATING PROTEIN 2 (GCAP 2) (RETINAL GUANYLYL CYCLA- 
SE ACTIVATOR PROTEIN P24)7/1.40E-24//71aa//77%//P51177 
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C-HEMBB1 00021 7//Homo sapiens SUMO-1 -activating enzyme E1 N subunit (SUM) mRNA, complete cdsy/0// 
1038bp//99%//AF090385 

C-HEMBB1 000226//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELICASE EEEDB.5.// 
2.70E-1 2//1 1 2aa//47%//Q09530 
5 C-HEMBB1000264//CHL1 PROTEIN7/9.50E-19//104aa//45%//P22516 

C-HEMBB1 000266//HYPOTHETICAL 54.5 KD TRP-ASP REPEATS CONTAINING PROTEIN ZC302.2 IN CHRO- 
MOSOME V.//6. 1 0E-09//242aa//26%//Q23256 

C-HEMBB1 00031 7//FIBULIN-1 , ISOFORM D PRECURSOR.//7.10E-62//458aa//35%//P37888 
C-HEMBB1 000593//Homo sapiens transferrin receptor 2 alpha (TFR2) mRNA, complete cds.//1 .30E-1 07//503bp// 
10 99%//AF067864 

C-HEMBB1000631//LONGEVITY-ASSURANCE PROTEIN 1 (LONGEVITY ASSURANCE FACTOR 1),//4.10E- 
1 9//232aa//28%//P78970 

C-HEMBB1 000632//GUANINE NUCLEOTIDE RELEASING PROTEIN (GNRP).//2.20E-28//273aa//31°/«//P27671 
C-HEMBB1000693//Homo sapiens neuroam mRNA, complete cds.//0//2952bp//94%//AF040723 
15 C-HEMBB1 000725//Rattus norvegicus GTPase Rab8b (Rab8b) mRNA, complete cds.//6.20E-130//692bp//93%// 
U53475 

C-HEMBB1000763//Homo sapiens CGI-89 protein mRNA, complete cds.//0//1676bp//96%//AF151847 
C-HEMBB1 00078l//Homo sapiens mitogen-activated protein kinase kinase kinase MEKK2 mRNA, complete cds.// 
1 .20E-1 26//61 3bp//97%//AF1 1 11 05 
20 C-HEMBB1 000789//PUTATIVE 90.2 KD ZINC FINGER PROTEIN IN CCA1-ADK2 INTERGENIC REGION.// 

5.1 0E-54//232aa//43%//P39956 

C-HEMBB1000831//Homo sapiens breast cancer nuclear receptor-binding auxiliary protein (BRX) mRNA, com- 
plete cds.//5.80E-60//301bp//99%//AF1 26008 

C-HEMBB1 00091 5//SUBTILISIN-LIKE PROTEASE PACE4 PRECURSOR (EC 3.4.21 .-).//1 .10E-08//129aa// 
25 31%//P29122 

C-HEMBB1000927//Homo sapiens A-type potassium channel modulatory protein 2 (KCHIP2) mRNA, complete 
CdS.//1.30E-126//592bp//99%//AF1 99598 

C-HEMBB1000947//Homo sapiens clone HAW100 putative ribonuclease III mRNA, complete cds.//0//2292bp// 
99%//AF1 16910 

30 C-HEMBB1 000973//Mus musculus schlafen3 (Slfn3) mRNA, complete cds.//3.40E-120//580bp//67%//AF099974 

C-HEMBB1000985//MIPP PROTEIN (MURINE IAP-PROMOTED PLACENTA-EXPRESSED PROTEIN).//8.60E- 
18//178aa//30%//P28575 

C-HEMBB1001011//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//1 .40E-73//230aa//45%// 
P51523 

35 C-HEMBB1 001 056//PROLIFERATING-CELL NUCLEOLAR ANTIGEN P120 (PROLIFERATION-ASSOCIATED 

NUCLEOLAR PROTEIN P120)7/2.90E-19//264aa//34%//P46087 

C-HEMBB1001058//Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds//3.60E-52//331bp// 
80%//AF010144 

C-HEMBB1001068//Homo sapiens Iiprin-beta2 mRNA, partial cds.//2.40E-307//1447bp//97%//AF034803 
40 C-HEMBB1001112//Homo sapiens sec61 homolog mRNA, complete cds.//6.00E-145//961 bp//83 %//AF077032 

C-HEMBB1 001 1 37//Homo sapiens mRNA for putative phospholipase, complete cds.//0//3069bp//99%//AB01 9435 
C-HEMBB1001151//Rattus norvegicus gotgi stacking protein homolog GRASP55 mRNA, complete cds.//4.20E- 
21 0//1 835bp//76%//AF1 1 0267 

C-HEMBB1001175//ANKYRIN7/7.00E-11//169aa//31%//Q02357 
45 C-HEMBB1001234//65 KD YES-ASSOCIATED PROTEIN (YAP65) 7/5.40 E-93//1 96aa//54%//P46938 

C-HEMBB1001242//Homo sapiens topoisomerase-related function protein (TRF4-2) mRNA, partial cds.//1.80E- 
284//71 3bp//1 00%//AF089897 

C-HEMBB1 001 282//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN).//7.00E-43//394aa// 
34%//P16157 

50 C-HEMBB1001288//COPPER HOMEOSTASIS PROTEIN CUTC.//7.80E-46//163aa//51%//P46719 

C-HEMBB1 001 294//G TP-BIN DING PROTEIN TC 10. //1 .20 E-79//1 96aa//80%//P 17081 

C-HEMBB1001314//Mus musculus Olf-1/EBF-like-3 transcription factor (O/E-3) mRNA, complete cds.//1.30E- 
1 29//724bp//86%//U92703 

C-HEMBB1001331//Mus musculus mRNA for hepatoma-derived growth factor, complete cds, strain:BALB/c.// 
55 2. 1 0E-65//458bp//79%//D63850 

C-HEMBB1001339//DXS8237E PROTEIN (FRAGMENT).//4.60E-06//124aa//37%//P98175 
C-HEMBB1001346//Homo sapiens phenyialanine-tRNA synthetase (FARS1) mRNA, nuclear gene encoding mi- 
tochondrial protein, complete cds.//1.10E-58//292bp//99%//AF097441 
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C-HEMBB1001384//Homo sapiens COP9 complex subunit 4 mRNA, complete cds7/0//1586bp//99%//AF1 00757 
C-HEMBB1001429//Homo sapiens leucine aminopeptidase mRNA, complete cds.//0//1933bp//99%//AF061738 
C-HEMBB1001443//Rattus norvegicus pyruvate dehydrogenase phosphatase isoenzyme 1 mRNA, complete 
cds.//3.00E-1 30//553bp//86%//AF062740 
5 C-HEMBB1001482//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//2.10E-57//941 aa// 

27%//Q05481 

C-HEMBB1001562//CYLICIN II (MULTIPLE-BAND POLYPEPTIDE 11)7/1 ,40E-06//373aa//21%//Q28092 
C-HEMBB1001564//VACUOLAR ATP SYNTHASE SUBUNIT H (EC 3.6.1.34) (V-ATPASE H SUBUNIT) (V-AT- 
PASE M9.2 SUBUNIT) (9.2 KD MEMBRANE ACCESSORY PROTEIN).//9.60E-32//80aa//78%//O15342 
10 C-HEMBB1001673//Homo sapiens gene for new zinc finger protein, complete cds.//0//1919bp//99%//AB012770 

C-HEMBB1 001 736//EUKARYOTIC TRANSLATION INITIATION FACTOR 3 SUBUNIT 9 (EIF3 P116) (EIF3 
P1 1 0).//4.60E-1 5//391 aa//25%//P55884 

C-HEMBB1 001 749//TRANSCRIPTIONAL ACTIVATOR GCN57/1 .70E-16//84aa//47%//Q03330 
C-HEMBB1001802//Human desmin mRNA, complete cds.//0//1523bp//98%//U59167 
is C-HEMBB1001831//Homo sapiens PAM COOH-terminal interactor protein 1 (PCIP1) mRNA, complete cds7/0// 

1 51 4bp//99%//AF056209 

C-HEMBB1 001 839//GASTRULA ZINC FINGER PROTEIN XLCGF42.1 (FRAGMENT).//6.90E-11//87aa//35%// 
P18720 

C-HEMBB1001871//BONE/CARTILAGE PROTEOGLYCAN I PRECURSOR (BIGLYCAN) (PG-S1)7/5.40E~75// 
20 241 aa//48%//P47853 

C-HEMBB1 001 872//CELL SURFACE GLYCOPROTEIN EMR1 PRECURSOR (EMR1 HORMONE RECEPTOR) 
(CELL SURFACE GLYCOPROTEIN F4/80)7/1.90E-22//210aa//277o//Q61549 
C-HEMBB1 001 905//TRICHOHYALIN.//2.1 0E-1 0//268aa//27%//P37709 

C-HEMBB1001908//Human monocytic leukaemia zinc finger protein (MOZ) mRNA, complete cdsY/1 .60E-131// 
25 874bp//86%//U47742 

C-HEMBB1 001 91 5//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 64E (EC 3.1.2.15) (UBIQUITIN THl- 
OLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64E) (DEUBIQUITINATING ENZYME 
64E).//6.90E-1 32//561 aa//50%//Q24574 

C-HEMBB1 001 950//PROBABLE OXYGEN-INDEPENDENT COPROPORPHYRINOGEN III OXIDASE (EC 1 .-.-.-) 
30 (COPROPORPHYRINOGENASE) (COPROGEN OXIDASE).//1 .60E-41//370aa//31%//P54304 

C-HEMBB1 002042//CYTOCH ROM E P450 4C1 (EC 1 .14.14.1) (CYPIVCl)7/2.70E-49//139aa//55%//P29981 
C-HEMBB1002044//Mus musculus mRNA for vascular cadherin-2V/0//3562bp//81 %//Y0871 5 
C-HEMBB1 0021 34//ZINC-FINGER PROTEIN NEURO-D47/8.1 0E-56//1 76aa//67%//P561 63 
C-HEMBB1 0021 93//TYROSINE-PROTEIN KINASE RECEPTOR TYR03 PRECURSOR (TYROSINE-PROTEIN 
35 KINASE RSE) (TYROSINE-PROTEIN KINASE DTK) (TK 19-2)7/8. 70 E-61//77aa//74%//P55 144 

C-HEMBB1 00221 7//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7)7/2.10E-132//399aa// 
44%//Q05481 

C-HEMBB1002266//NEURONALPROTEIN.//2.10E-46//121aa//76%//P41737 

C-HEMBB1002342//Homo sapiens PKCq-interacting protein PICOT (PICOT) mRNA, complete cds7/1,50E-229// 
40 1045bp//99%//AF1 18649 

C-HEMBB1002442//LIN-10 PROTEIN 7/9.70E-14//1 21 aa//31%//P34692 

C-HEMBB1002477//Human Grb2-associated binder-1 mRNA, complete cds.//7.70E-258//774bp//99%//U43885 
C-HEMBB1 00251 0//GYP7 PROTEIN7/3.10E-50//192aa//42%//P48365 
C-HEMBB1 002550//HYPOTHETICAL UOG-1 PROTEIN.//5.00E-28//266aa//33%//P27544 
45 C-HEMBB1002600//Homo sapiens tetraspan NET-5 mRNA, complete cds7/0//1417bp//99%//AF089749 

C-HEMBB1002607//Homo sapiens vitamin D3 receptor interacting protein (DRIP80) mRNA, complete cds.//2.00E- 
1 36//660bp//98%//AF1 05421 

C-HEMBB1002705//Homo sapiens CGI-27 protein mRNA, complete cds7/7.80E-285//841bp//96%//AF1 32961 
C-MAMMA1000020//H.sapiens mRNA for flavin-containing monooxygenase 5 (FMO5).//8.20E-198//868bp//99%// 
50 Z47553 

C-MAMMA1000045//ENV POLYPROTEIN [CONTAINS: SURFACE PROTEIN GP85; MEMBRANE PROTEIN 
GP37]7/1 .90E-07//249aa//27%//P03396 

C-MAMMA1000055//TESTIN 2 (TES2) [CONTAINS: TESTIN 1 (TESl)]7/1.50E-90//323aa//48%//P47226 
C-MAMMA1 000085//PUTATI VE CYSTEINYL-TRNA SYNTHETASE C29E6.06C (EC 6.1.1.16) (CYSTEINE- 
55 TRNA LIGASE) (CYSRS)7/2.1 0E-90//427aa//39%//Q09860 

C-MAMMA1000173//Homo sapiens src homology 3 domain-containing protein HIP-55 mRNA, complete cds.// 
2.60E- 1 64//1 044bp//87%//AF1 97060 

C-MAMMA1000183//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/3.40E-134//359aa//63%// 
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P51523 

C-MAMMA1000284//P.walti mRNA for rnp associated protein 55.//2.20E-109//864bp//76%//X99836 
C-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquitous Kruppel like factor, complete cds.//0//1466bp// 
99%//AB0 15132 

5 C-MAMMA1 00041 6//HYPOTHETICAL 32.0 KD PROTEIN C09F5.2 IN CHROMOSOME 1 1I.//2.00E-30//1 1 9aa// 

53%//Q09232 

C-MAMMA1 00061 2//Homo sapiens G protein beta subunit mRNA, partial cds.//8.30E-178//1992bp//84%// 
AF1 95883 

C-MAMMA1000625//GYP7 PROTEIN7/2.10E-41//198aa//40%//P48365 
10 C-MAMMA1 000672//VITELLOGENIC CARBOXY PEPTIDASE PRECURSOR (EC 3.4.16.).//4.40E-33//250aa// 

33%//P42660 

C-MAMMA1000684//Homo sapiens opioid growth factor receptor mRNA, complete cds.//0//2391bp//99%// 
AF1 72451 

C-MAMMA1000713//L-RBULOKINASE(EC 2.7.1 .16) 7/7.70 E-1 7//246aa//29%//P94524 
15 C-MAMMA1000731//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 1 (CHD-1 )7/1 .00E-77//395aa// 

45%//014646 

C-MAMMA1000734//Homo sapiens mRNA for SEC63 protein7/0//1587bp//99%//AJ011779 
C-MAMMA1 000738//HYPOTHETICAL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME I7/9.00E-299// 
1033aa//55%//P87115 
20 C-MAMMA1000824//ACTIN7/6.20E-20//284aa//28%//P53500 

C-MAMMA1 000841 //PUTATIVE AMIDASE (EC 3.5.1 .4)7/7. 80 E-40//1 01 aa//54%//O27540 

C-MAMMA1000897//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H3 PRECURSOR (TTI HEAVY CHAIN 
H3) (SERUM-DERIVED HYALURONAN-ASSOCIATED PROTEIN) (SHAP).//1 .00E-141//576aa//37%//Q06033 
C-MAMMA1000956//Homo sapiens CLDN8 gene for claudin-87/0//1767bp//99%//AJ250711 
25 C-MAMMA1001008//Homo sapiens aspartic-like protease mRNA, complete cds.//2.50E-276//1263bp//99%// 

AF1 17892 

C-MAMMA1 001 030//LUTROPIN-CHORIOGONADOTROPIC HORMONE RECEPTOR (LH/CG-R) (LSH-R) 
(LUTEINIZING HOROMINE RECEPTOR) (FRAGMENT)7/1 .20E-26//276aa//28%//Q90674 
C-MAMMA1001038//MYOSIN LIGHT CHAIN KINASE, SMOOTH MUSCLE AND NON-MUSCLE ISOZYMES (EC 
30 2.7.1.117) (MLCK) [CONTAINS: TELOKIN]//2.60E-107//190aa//95%//Ql5746 

C-MAMMA1001041//SPECTRIN BETA CHAIN, BRAIN (SPECTRIN, NON-ERYTHROID BETA CHAIN) (FODRIN 
BETA CHAIN) (SPTBN 1)7/1 .60E-1 6//1 1 3aa//41%//Q01 082 

C-MAMMA1001059//Homo sapiens mRNA for DEAD Box Protein 5.//0//1 440bp//99%//AJ237946 
C-MAMMA1001075//Homo sapiens CGI-72 protein mRNA, complete cds7/1 .30E-181//397bp//98%//AF151830 
35 C-MAMMA1001080//Homo sapiens SNC73 protein (SNC73) mRNA, complete cds 7/1 .6e-312//1 596b p//94%// 

AF067420 

C-MAMMA1001105//OVO PROTEIN (SHAVEN BABY PROTEIN).//4.00E-49//125aa//68%//P51521 
C-MAMMA1001139//SRE-2 PROTEIN 7/5. 80E-35//239aa//38%//Q09273 

C-MAMMA1001181//ABC1 PROTEIN HOMOLOG PRECURSOR.//1 .30E-07//81 aa//45%//Q92338 
40 C-M AMM A1 001 1 98//Homo sapiens eps1 5R mRNA, partial Cds 7/0//2253bp//99%//AB01 5346 

C-MAMMA1001222//EBNA-2 NUCLEAR PROTEIN7/6.60E-09//255aa//29%//P12978 

C-MAMMA1001259//Mus musculus F-bOx protein FBX18 mRNA, partial cds.//2.30E-271//1414bp//89%// 
AF1 84275 

C-M AMM A1 001 260//HYPOTHETICAL 97.1 KD PROTEIN R05D3.4 IN CHROMOSOME lll.//2.10E-52//630aa// 
45 30%//P34537 

C-M AMM A1 001 305//RHO-GTPASE-ACTIVATING PROTEIN 1 (GTPASE-ACTIVATING PROTEIN RHOGAP) 
(RHO-RELATED SMALL GTPASE PROTEIN ACTIVATOR) (CDC42 GTPASE- ACTIVATING PROTEIN) 
(P50-RHOGAP)7/2.20E-98//283aa//63%//Q07960 

C-MAMMA1001322//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD) 7/0. 0000000 1 7//46aa//60%// 
50 P20931 

C-MAMMA1001388//LEUCINE-RICH ALPHA-2-GLYCOPROTEIN (LRG)7/1.40E-165//312aa//99%//P02750 
C-MAMMA1001476//URIDINE KINASE (EC 2.7.1.48) (URIDINE MONOPHOSPHOKINASE) (FRAGMENT).// 
6.50E- 1 29//260aa//92%//P52623 

C-M AMM A1 001 501//CALPAIN 1, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM-ACTIVATED NEU- 
55 TRAL PROTEINASE) (CANP) (MU-TYPE).//5.70E-55//86aa//97%//P07384 

C-MAMMA1001576//Human gamma-tubulin mRNA, complete cds.//7.50E-276//1561bp//90%//M61764 
C-MAMMA1001627//Homo sapiens mRNA for transcription factor TBX6 7/5. 20 E-189//871bp//99%//AJ007989 
C-MAMMA1001633//ZINC FINGER PROTEIN 1657/6.30E-39//160aa//55%//P49910 
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C-MAMMA1001679//F-ACTIN CAPPING PROTEIN BETASUBUNIT (CAPZ)Y/0.00000058//29aa//100%//P47756 
C-MAMMA1 001 730//Homo sapiens brain and nasopharyngeal carcinoma susceptibility protein NSG-x mRNA, par- 
tial cds.//0//1 603bp//99%//AF095687 

C-MAMMA1001735/TUBUL1N BETA-5 CHAIN (BETA-TUBULIN CLASS -V).//5. 90 E-240//445aa//97%//P09653 
5 C-MAMMA1001743//Y BOX BINDING PROTEIN-1 (Y-BOX TRANSCRIPTION FACTOR).//8.50E-32//17laa// 

36%//P21573 

C-MAMMA1001751//Homo sapiens tandem pore domain potassium channel TWIK-2 (KCNK6) mRNA, complete 
CdS.//0//2332bp//99%//AF1 1 7708 

C-MAMMA1001754//Homo sapiens Vacuolar proton pump subunit SFD alpha isoform mRNA complete cds7/0// 
10 1 987bp//99%//AF1 1 2204 

C-MAMMA1001768//CELL DIVISION CYCLE PROTEIN 48 HOMOLOG MJ1 1567/3. 80 E-45//351aa//38%// 
Q58556 

C-MAMMA1001771//M.musculus mRNA for semaphorin B.//2.60E-200//1272bp//79%//X85991 
C-MAMMA1001820//Rattus norvegicus mRNA for PAG608 gene.//1 .30E-198//1157bp//80%//Y13148 
is C-MAMMA1 001 837//ZINC FINGER PROTEIN 29 (ZFP-2 9)7/2. 60 E-77//507aa//38%//Q07230 

C-MAMMA1 001 868//TRICHOHYALIN.//2.70E-1 9//359aa//25%//P22793 

C-MAMMA1002143//Homo sapiens Cdc42 effector protein 4 mRNA, complete cds.//1,70E-252//1l70bp//99%// 
AF099664 

C-MAMMA1002170//40S RIBOSOMAL PROTEIN S2 (S4) (LLREP3 PROTEIN).//6.00E-66//157aa//70%//P15880 
20 C-MAMMA1002198//THIOREDOXIN PEROXIDASE 1 (THIOREDOXIN-DEPENDENT PEROXIDE REDUCTASE 

1) (THIOL-SPECIFIC ANTIOXIDANT PROTEIN) (TSA) (PRP) (NATURAL KILLER CELL ENHANCING FACTOR 
B) (NKEF-B).//5.20E-61//60aa//90%//P321 1 9 

C-MAMMA1 00221 9//Rattus norvegicus rexo70 mRNA, complete Cds.//1 .30E-181//861bp//98%//AF032667 
C-MAMM A1 002236//TRANSLATION INITIATION FACTOR EIF-2B GAMMA SUBUNIT (EIF-2B GDP-GTP EX- 
25 CHANGE FACTOR)7/8.80E-217//310aa//86%//PP70541 

C-MAMMA1002268//Mus musculus sphingosine kinase (SPHKIa) mRNA, partial cds.//1 .00E-190//1624bp//76%// 
AF068748 

C-MAMMA1002297//Homo sapiens mRNA for Rab6 GTPase activating protein.//1.10E-214//881bp//97%// 
AJ011679 

30 C-MAMMA1002329//M. musculus mRNA for semaphorin B.//3.80E-45//332bp//84%//X85991 

C-MAMMA1002351//MUS musculus dynactin subunit p25 (p25) mRNA, complete CdS.//4.30E-119//773bp//86%// 
AF1 90795 

C-MAMMA1002385//RIBONUCLEOPROTEIN RB97D7/1 .50E-07//206aa//29%//Q02926 

C-MAMMA1002428//LYSOSOME MEMBRANE PROTEIN II (LIMP II) (85 KD LYSOSOMAL MEMBRANE 
35 SIALOGLYCOPROTEIN) (LGP85) (CD36 ANTIGEN-LIKE 2)Y/1.10E-24//96aa//68%//Q14108 

C-MAMMA1 002470//P ROB ABLE NH(3)-DEPENDENT NAD( + ) SYNTHETASE (EC 6.3.5. 1)7/1 ,00E-11//128aa// 
36%//P47623 

C-MAMMA1002485//Homo sapiens stanniocalcin-related protein mRNA, complete cds.//0//1822bp//99%// 
AF098462 

40 C-M AMMA1 002524//HYPOTHETICAL 117.8 KD PROTEIN IN STE2-FRS2 INTERGENIC REGION.//1 .20E-34// 

337aa//31%//P43571 

C-MAMMA1002530//Homo sapiens cytosolic phospholipase A2 gamma (cPLA2 gamma) mRNA, complete cds.// 
0//1 91 0bp//99%//AF06521 4 

C-MAMMA1 002573//GLU CO AMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
45 DASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)7/2.60E-19//666aa//23%//P08640 

C-MAMMA1 00261 7//ZINC FINGER PROTEIN 135.//7.60E-89//252aa7/57%//P52742 

C-MAMMA1 00261 9//PROBABLE UBIQUTTIN CARBOXYL-TERMINAL HYDROLASE K02C4.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUTTIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUTTINATING 
ENZYME)7/9.50E-16//159aa//37%//Q09931 

50 C-MAMMA1002622/A/ILLIN.//7.20E-35//53aa//64%//P02640 

C-MAMMA1002637//KINESIN LIGHT CHAIN (KLC)V/1 .30E-198//550aa//70%//Q07866 
C-MAMMA1002650//Mus musculus ODA-8S protein mRNA, complete cds.//5.40E-57//480bp//68%//AF1 94030 
C-MAMMA1002655//Homo sapiens mRNA for ganglioside sialidase, complete cds7/0//1 515bp//99%//AB008185 
C-MAMMA1002671//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1 .1) (ACETATE-COA LIGASE) (ACYL- AC- 

55 TIVATING ENZYME)7/1 . 1 0E-45//61 8aa//26%//P27550 

C-MAMMA1002699//Rattus norvegicus EH domain binding protein Epsin mRNA, complete cds7/4.3e-317// 
1942bp//85%//AF018261 

C-MAMMA1002769//Homo sapiens cell cycle progression restoration 8 protein (CPR8) mRNA, complete cds7/ 
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2.20E-25//330bp//77%//AF01 1 794 

C-MAMMA1 002842//Mus musculus c-Cbl associated protein CAP mRNA, complete cds.//2.60E-58//373bp//81 %// 
U58883 

C-MAMMA1002844//TRIOSE PHOSPHATE/PHOSPHATE TRANSLOCATOR, NON-GREEN PLASTID PRECUR- 
5 SOR (CTPT)7/4.90E-1 0//334aa//22%//P521 78 

C-MAMMA1 002858//Rat cMGl mRNA7/3.70E-238//1 1 47bp//92%//X52590 

C-MAMMA1002869//PINCH PROTEIN (PARTICULARY INTERESTING NEWCYS-HIS PROTEIN)7/1.40E-160// 
305aa//85%//P48059 

C-MAMMA1002881//GLIOMA PATHOGEN ESIS-RELATED PROTEIN (RTVP-1 PROTE IN) 7/5.70 E-30//214aa// 
10 35%//P48060 

C-MAMMA1002937//ZINC FINGER PROTEIN 135.//8.30E-99//393aa//43%//P52742 

C-MAMM A1 002972//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS27.//1 .10E-05//69aa//42%// 
P40343 

C-MAMMA1003011//HISTONE MACRO-H2A.1 .//2.70E-123//370aa//66%//Q02874 
15 C-MAMMA1003013//DNA POLYMERASE BETA (EC 2.7.7.7)7/7.40E-46//332aa//36%//P06746 

C-MAMMA1003035//RIBOSOMAL LARGE SUBUNIT PSEUDOURIDINE SYNTHASE C (EC 4.2.1.70) (PSEU- 

DOURIDYLATE SYNTHASE) (URACIL HYDROLYASE).//1 .90E-1 3//1 08aa//33%//P23851 

C-MAMM A1003047//Homo sapiens protein inhibitor of activated STAT protein PIASy mRNA, complete cds7/0// 

1 533bp//99%//AF077952 
20 C-MAMMA1 003057//MD6 PROTEIN.//3.1 0E-225//41 9aa//97%//Q60584 

C-MAMMA1003113//Mus musculus COP9 complex subunit 7a (COPS7a) mRNA, complete cds.//1.10E-234// 

1178bp//86%//AF071316 

C-MAMMA1003127//MYOSIN I ALPHA (MMI-ALPHA).//2.20E-105//217aa//89%//P46735 
C-MAMMA1003146//Homo sapiens mRNA forGalT3 protein.//4.30E-218//996bp//99%//Y15062 
25 C-MAMM A1 0031 50//HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC REGION PRECUR- 

SOR.//5.00E-13//592aa//24%//P471 79 

C-MAMMA1003166//Homo sapiens MLL septin-like fusion protein (MSF) mRNA, complete cds7/3.10E-158// 
592bp//97%//AF1 23052 

C-NT2RM1000001//D.melanogastersap47-2 mRNA.//1.50E-10//417bp//62%//X80110 
30 C-NT2RM1000039//HYPOTHETICAL 41.4 KD PROTEIN IN SRLQ-HYPF INTERGENIC REGION (EC 1.18.1.-) . 

(0RF4) (ORF2).//2.90E-14//299aa//25%//P37596 

C-NT2RM1000055//Rattus norvegicus mRNA forTIP120, complete cds.//0//3106bp//89%//D87671 
C-NT2RM1 000080//UNC-1 PROTEIN.//5.90E-25//21 1 aa//31 %//Q21 1 90 

C-NT2RM1000086//HYPOTHETICAL 97.1 KD PROTEIN R05D3.4 IN CHROMOSOME lll.//8.40E-52//364aa// 
35 32%//P34537 

C-NT2RM1000092//MULTIDRUG RESISTANCE PROTEIN 2 (MULTIDRUG-EFFLUX TRANSPORTER 2)7/ 
1 .00E-07//362aa//23%//P39843 

C-NT2RM1 00011 8//CALCINEURINB SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT) (CAL- 
CINEURIN REGULATORY SUBUNIT)7/1 . 20 E-10//150aa//28°/<7/P 87072 
40 C-NT2RM1000132//Homo sapiens NADH:ubiquinone oxidoreductase NDUFS6 subunit mRNA, nuclear gene en- 

coding mitochondrial protein, complete cds7/7.80E-H0//5l6bp//99%//AF044959 

C-NT2RM1000153//CYTOSOLIC PURINE 5'-NUCLEOTIDASE (EC 3.1 .3.5)7/3.30E-38//469aa//27%//P49902 
C-NT2RM1000186//CALCINEURINBSUBUNIT(PROTEINPHOSPHATASE2B REGULATORY SUBUNIT) (CAL- 
CINEURIN REGULATORY SUBUNIT)7/1 .20E-10//150aa//28%//P87072 
45 C-NT2RM1000187//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELICASE 

SPAC1 0F6.02C7/1 .1 0E-1 0//94aa//47%//O42643 

C-NT2RM1000199//Homo sapiens mRNA for type I transmembrane receptor (psk-1 gene).//0//2476bp//99%// 
AJ245820 

C-NT2RM1000244//Homo sapiens TRAF4 associated factor 1 mRNA, partial cds.//2.00E-126//592bp//99%// 
so U81002 

C-NT2RM1000252//H.sapiens E-MAP-115 mRNA7/9.70E-35//569bp//64%//X73882 

C-NT2RM1 000256//Homo sapiens mRNA for G!utamine:fructose-6-phosphate amidotransferase, complete cds.// 
0//301 2bp//99%//AB01 6789 

C-NT2RM1000257//MAGO NASHI PROTEIN7/7.90E-69//143aa//91%//P49028 
55 C-NT2RM1000260//Homo sapiens thyroid hormone receptor-associated protein complex component TRAP100 

mRNA, complete Cds7/0//2766bp//99%//AF055995 

C-NT2RM1000280//VACUOLAR ATP SYNTHASE SUBUNIT D (EC 3.6.1.34) (V-ATPASE D SUBUNIT) (V- AT- 
PASE 28 KD ACCESSORY PROTEIN)7/1.50E-106//118aa//97%//P39942 
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C-NT2RM1000354//Xenopus laevis chromosome condensation protein XCAP-G mRNA, complete cdsV/7.40E- 
245//2 1 0 1 bp//68%//AF1 1 1 423 

C-NT2RM1000355//Homo sapiens transmembrane protein BRI (BRI) mRNA, complete cds.7/0//1599bp//99%// 
AF1 52462 

5 C-NT2RM1 000377//Homo sapiens dual specificity phosphatase MKP5 (MKP5) mRNA, complete cds7/3.20E-1 96// 

1016bp//94%//AF179212 

C-NT2RM1 000388//HYPOTHETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC REGION.// 
0.00000001 9//67aa//31%//P5391 5 

C-NT2RM1 000421//RIBONUCLEASE INHIBITOR.//4.40E-21//372aa//30%//P10775 
10 C-NT2RM1000430//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cdsV/1.40E-185// 

1 486bp//81 %//AF084928 

C-NT2RM1000499//Caenorhabditis elegans mRNA for centaurin gamma 1 A 7/3.00 E-1 7//927bp//58%//AJ1 32700 
C-NT2RM1000539//Homo sapiens mRNA for Lsm5 protein.//3.00E-158//733bp//99%//AJ238097 
C-NT2RM1000553//Homo sapiens putative glycolipid transfer protein mRNA, complete cds.//3.40E-177//814bp// 
15 99%//AF1 03731 

C-NT2RM1 000555//UNR P ROTE IN //0//678aa//98%//P 1 8395 

C-NT2RM1000563//TRANSMISSION-BLOCKINGTARGETANTIGENS230PRECURSOR.//0.0000068//199aa// 
30%//Q08372 

C-NT2RM1000623//RIBONUCLEASE INHIBITOR.//4.40E-21//372aa//30%//P10775 
20 C-NT2RM1000648//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-)7/8.50E-75//301aa//39%//P43636 

C-NT2RM1000661//Homo sapiens translation initiation factor 4e mRNA, complete cds.//5.70E-210//960bp//99%// 
AF038957 

C-NT2RM1000666//DNA-BINDING PROTEIN A7/2.20E-09//165aa//34%//P 16989 
C-NT2RM1000691//Homo sapiens mRNA for PLU-1 p rote in7/0//3104bp//99%//A J 132440 
25 C-NT2RM1000702//PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-),//5.60E-08//187aa// 

27%//P49695 

C-NT2RM1000742//Homo sapiens AC133 antigen mRNA, complete cds.//0//3524bp//99%//AF027208 
C-NT2RM1000746//Homo sapiens polyamine modulated factor- 1 (PMF1) mRNA, complete cds7/6.70E-227// 
1 043bp//99%//AF1 41310 
30 C-NT2RM1000770//DXS6673E PROTEIN.//1.40E-39//194aa//48%//Q 14202 

C-NT2RM 1 000772//VEG ETATABLE INCOMPATIBILITY PROTEIN HET-E-1 .//7.30E-1 5//280aa//27%//Q00808 
C-NT2RM1000800//Mus musculus partial mRNA for B-IND1 protein (B-indl gene).//1 .10E-98//571bp//89%// 
Z97207 

C-NT2RM1 00081 1//Homo sapiens AC133 antigen mRNA, complete cds.//0//3524bp//99%//AF027208 
35 C-NT2RM1000826//UNR P ROTE I Ny/0//678aa//98%//P 18395 

C-NT2RM1000833//Homo sapiens sec61 homolog mRNA, complete cds.//0//3541 bp//99%//AF08445 8 
C-NT2RM1000850//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN).//9.70E-42//333aa// 
36%//P16157 

C-NT2RM1000852//Homo sapiens putative ATP-dependent RNA helicase ROK1 mRNA, complete cds7/0// 
40 2206bp//99%//AF077033 

C*NT2RM1000874//Homo sapiens death effector domain-containing testicular molecule mRNA, complete cds.// 
1 .40E-244//1 1 1 3bp//99%//AF043733 

C-NT2RM1 000882//Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds.//4.30E-122//1394bp//69%// 
AF1 26799 

45 C-NT2RM1000883//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds.//0//5l07bp//99%// 

AF082516 

C-NT2RM1 000885//HYPOTHETICAL 97.1 KD PROTEIN R05D3.4 IN CHROMOSOME III.//1 .80E-56//630aa// 
30%//P34537 

C-NT2RM1000894//DNA-DIRECTED RNA POLYMERASE 1135 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 
50 POLYMERASE I SUBUNIT 2) (RPA135)7/0//1020aa//89%//P70700 

C-NT2RM1000898//ACTIN, CYTOPLASMIC (ACTIN, MICRONUCLEAR)7/8.90E-26//229aa//29%//P02583 
C-NT2RM1 000924//HYPOTHETICAL 39.7 KD PROTEIN C34E10.2 IN CHROMOSOME III.//1 .00E-15//266aa// 
26%//P46577 

C-NT2RM1001003//Homo sapiens alpha-catenin-like protein (CTNNAL1) mRNA, complete cds.//0//2230bp// 
55 99%//AF030233 

C-NT2RM1 001 008//H YPOTH ETIC AL 72.5 KD PROTEIN C2F7.1 0 IN CHROMOSOME 17/1 .60E-13//1 1 9aa//36%// 
Q09701 

C-NT2RM1 001 059//NUCLEAR POLYADENYLATED RNA-BINDING PROTEIN NAB4.//3.60E-11//1 80aa//28%// 
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Q99383 

C-NT2RM1 001 072//1 -PHOSPHATIDYLINOSITOL-4.5-BISPHOSPHATE PHOSPHODEESTERASE GAMMA 1 
(EC 3.1.4.11) (PLC-GAMMA-1) (PHOSPHOLIPASE C-GAMMA-1) (PLC-II) (PLC-148).//8.30E-47//259aa//35%// 
P08487 

5 C-NT2RM1001092//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//3.60E-115//332aa// 

52%//Q05481 

C-NT2RM1001102//Human HEM45 mRNA, complete cds.//2.30E-27//482bp//63%//U88964 
C-NT2RM1 001 1 1 5//ENDOCHITINASE 2 PRECURSOR (EC 3.2.1 .14) 7/5.60 E-06//239aa//27%//P54 197 
C-NT2RM2000013//DNA-DIRECTED RNA POLYMERASE III 128 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 
W POLYMERASE III SUBUNIT 2).//2.20E-144//362aa//71%//P25167 

C-NT2RM2000030//DYNEIN INTERMEDIATE CHAIN, CYTOSOLIC (DH IC) (CYTOPLASMIC DYNEIN INTER- 
MEDIATE CHAIN).//0.00000043//136aa//31%//P54703 

C-NT2RM2000092//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 8 (EC 3.1.2.15) (UBIQUTTIN THI- 
OLESTERASE 8) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 8) (DEUBIQUITINATING ENZYME 8).// 
15 1 .30E-36//1 60aa//40%//P501 02 

C-NT2RM2000191//Homo sapiens cGMP phosphodiesterase A1 (PDE9A) mRNA, complete cds.//0//1574bp// 
99%//AF067223 

C-NT2RM2000260//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN).//3.60E-19//181aa//34%// 
P14918 

20 C-NT2RM2000322//SPERMIDINE SYNTHASE (EC 2.5.1.16) (PUTRESCINE AMINOPROPYLTRANSFERASE) 

(AMINOPROPYLTRANSFERASE).//8.10E-06//167aa//29%//O48660 

C-NT2RM2000363//BREAKPOINT CLUSTER REGION PROTEIN.//1 .80E-14//245aa//29%//P11274 
C-NT2RM2000368//Homo sapiens protein kinase C-binding protein RACK7 mRNA, partial cds.//0//1506bp//99%// 
U48251 

25 C-NT2RM2000371//POLYRIBONUCLEOTIDE NUCLEOTIDYLTRANSFERASE (EC 2.7.7.8) (POLYNUCLE- 

OTIDE/^ .70E-68//41 9aa//36%//P50849 

C-NT2RM2000402//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT)^ .60E-54//344aa//33 %//P32802 
30 C-NT2RM2000407//Mus musculus semaphorin Via mRNA, complete cds7/9.70E-201//826bp//847c//AF030430 

C-NT2RM2000422//SODIUM- AND CHLORIDE-DEPENDENT TRANSPORTER NTT73.//1 .00E-222//237aa// 
89%//Q08469 

C-NT2RM2000452//H YPOTH ETiC AL 63.6 KD PROTEIN IN YPT52-GCN3 INTERGENIC REGION.//1 .00E-07// 
157aa//28%//P36113 

35 C-NT2RM2000469//NITROGEN PERMEASE REACTIVATOR PROTEIN (EC 2.7.1 .-) 7/8. 90 E-06//377aa//24%// 

P22211 

C-NT2 RM2000490//S YN APTOTAG M I N (P65)7/1 .80E-13//166aa//34%//P41823 
C-NT2RM2000502//Rattus norvegicus W307 mRNA, complete CdsV/1 .70 E-58//381bp//86%//U 78304 
C-NT2RM2000504//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds7/0//1673bp//99%//AF061243 
40 C-NT2RM2000522//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//1 .30E-12//282aa// 

32%//P17437 

C-NT2RM2000566//Homo sapiens integrin alpha-7 mRNA, complete cds.//0//25l9bp//96%//AF032l08 
C-NT2RM2000577//ISOLEUCYL-TRNA SYNTHETASE (EC 6.1.1.5) (ISOLEUCINE--TRNA LIGASE) (ILERS).// 
1 .70E-1 87//741 aa//46%//P73505 
45 C-NT2RM2000588//HISTONE DEACETYLASE HDA1 7/2.80E-60//384aa//40%//P53973 

C-NT2RM2000594//Homo sapiens DNA cytosine-5 methyltransferase 3 beta 3 (DNMT3B) mRNA, complete cds.// 
0//2712bp//99%//AF1 56487 

C-NT2RM2000599//Homo sapiens F-box protein Lilina (LILINA) mRNA, complete cds.//4.90E-70//838bp//69%// 
AF1 79221 

so C-NT2RM2000609//Homo sapiens CTL1 gene.//0//1 559bp//99%//AJ245620 

C-NT2RM2000612//Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, com- 
plete Cds.//2.60E-1 06//1 069bp//74%//U35776 

C-NT2RM2000624//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 
S R P75) 7/4.40 E-32//3 1 9aa//35%//Q08 1 70 
55 C-NT2RM2000691//ACTIN-LIKE PROTEIN 3 (ACTIN-2).//3.70E-142//285aa//90%//P32391 

C-NT2RM2000714//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1 ) 7/3.80 E-23//1 84aa// 
36%//Ql5404 

C-NT2RM2000718//Homo sapiens endocrine regulator mRNA, complete cds.//0//1 731bp//99%//AF121141 
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C-NT2RM2000735//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6)7/2.90E-103//249aa//73%//P28160 
C-NT2RM2000740//POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L//5.70E-53//266aa//43%// 
P41877 

C-NT2RM2000821//COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 7/9.50 E-279//545aa// 
5 98%//P23514 

C-NT2RM2000951//Homo sapiens XYLB mRNA for xylulokinase, complete cds.//1 .70E-200//927bp//99%// 
AB015046 

C-NT2RM2001 035//CCR4-ASSOCIATED FACTOR 1 (CAF1).//8.20E-154//285aa//99%//Q60809 
C-NT2RM2001065//Homo sapiens COP9 complex subunit 4 mRNA, complete cds7/0//1554bp//99%//AFl 00757 
W C-NT2RM2001100//HYPOTHETICAL 39.7 KD PROTEIN C34E10.2 IN CHROMOSOME IH7/2.40E-15//266aa// 

26%//P46577 

C-NT2RM2001105//Drosophila melanogaster eyelid (eld) mRNA, complete cds.//1 .20E-28//805bp//61%// 
AF053091 

C-NT2RM2001196//PROLINE-RICH PROTEIN MP-3 ( FRAGMENT). //1 .30 E-20//267aa//35%//P05 143 
15 C-NT2RM2001201//EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5)7/1 .50E-07//95aa//35%// 

P48724 

C-NT2RM2001221//KALIRIN (PAM COOH-TERMINAL INTERACTOR PROTEIN 10) (P-CIP10)7/3.60E-10// 
177aa//32%//P97924 

C-NT2RM2001238//GLUTAMINASE, KIDNEY ISOFORM PRECURSOR (EC 3.5.1 .2) (GLS) (L-GLUTAMINE AMI- 
20 DOHYDROLASE)7/1 .30E-180//328aa//99%//P 13264 

C-NT2RM2001256//PROTEIN TSG24 (MEIOTIC CHECK POINT REGULATOR) 7/1 .60E-166//312aa//98%// 
P53995 

C-NT2RM2001324//ZYXlN7/6.80E-55//200aa//41%//Q04584 

C-NT2RM2001 345//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/2.90E-08//334aa//22%//Q00808 
25 C-NT2RM2001 424//Homo sapiens mRNA for EIB-55kDa-associated protein 7/0// 1 621 bp//99%//AJ007509 

C-NT2RM2001499//LOW-AFFINITY CATIONIC AMINO ACID TRANS PORTER -2 (CAT-2) (CAT2)7/7.40E-121// 
437aa//57%//P52569 

C-NT2RM2001547//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1 ).//6.90E-27// 
90aa//42%//P38660 

30 C-NT2RM2001575//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A)).// 

4.30E-61//31 2aa//44°/c//P1 9474 

C-NT2RM2001592//Rattus norvegicus rexo70 mRNA, complete cds.//3,10E-156//909bp//88%//AF032667 
C-NT2RM2001605//Homo sapiens mRNA for PLU-1 protei n 7/0//3 1 1 4bp//99%//A J 1 32440 
C-NT2RM2001613//Homo sapiens sec61 homolog mRNA, complete Cds.//0//2601 bp//99%//AF084458 
35 C-NT2RM2001 632//KES1 PROTEIN7/1 .40E-31//342aa//34%//P35844 

C-NT2RM2001 635//NUCLEAR ENVELOPE PORE MEMBRANE PROTEIN POM 121 (PORE MEMBRANE PRO- 
TEIN OF 121 KD) (P145).//1.20E-142//566aa//56%//P52591 

C-NT2RM2001648//Homo sapiens sec61 homolog mRNA, complete cds.//0//242l bp//99%//AF084458 
C-NT2RM2001 652//Homo sapiens guanine nucleotide exchange factor mRNA, complete cds.//0//2608bp//99%// 
40 AF111162 

C-NT2RM2001659//ZINC/CADMIUM RESISTANCE PROTEIN7/3.40E-39//161aa//34%//P20107 
C-NT2RM2001664//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA complete cds7/0// 
2471 bp//99%//AF0441 95 

C-NT2RM2001 668//Homo sapiens putative WHSC1 protein (WHSC1 ) mRNA, alternative splice product ending in 
45 mtron 1 1 , complete cds7/6.20E-1 6//464bp//62%//AFQ 83391 

C-NT2RM2001670//ZINC FINGER PROTEIN 29 (ZFP-29)7/6.50E-104//407aa//43%//Q07230 
C-NT2RM2001671//Oryctolagus cuniculus sarcolemmal associated protein (SLAP1) mRNA, complete cds7/0// 
1843bp//94%//U21155 

C-NT2RM2001 688//HYPOTHETICAL 33.8 KD PROTEIN C5H10.01 IN CHROMOSOME l.//4.60E-20//253aa// 
50 30%//Q09674 

C-NT2RM2001698//Homo sapiens XGalT-1 mRNA for galactosy transferase I, complete cds7/6.20E-253// 
1 1 70bp//99%//AB028600 

C-NT2RM2001700//ACYL-COA DEHYDROGENASE, VERY-LONG-CHAIN SPECIFIC (EC 1.3.99.-) (VLCAD) 
(FRAGMENT)7/5.70E-130//536aa//49%//P50544 
55 C-NT2RM2001 71 6//Homo sapiens BPTF mRNA for bromodomain PHD finger transcription factor, complete cds.// 

0//1 774bp//98%//AB032251 

C-NT2RM2001730//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE K02C4.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
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ZYME)7/7.20E-1 6//381 aa//27%//Q09931 

C-NT2RM2001743//Homo sapiens cell cycle progression 2 protein (CPR2) mRNA, complete cds.//0//1498bp// 
99%//AF011792 

C-NT2RM2001 753//HYPOTHETICAL PROTEIN KIAA02107/8.80E-11//119aa//36%//Q92609 
5 C-NT2RM2001 760//Horno sapiens sec61 homolog mRNA, complete cds.//0//2379bp//99%//AF084458 

C-NT2RM2001771//ZINC FINGER PROTEIN 1 357/6. 40 E- 1 54//394aa//64%//P52742 

C-NT2RM2001782//Homo sapiens GDP-mannose pyrophosphorylase A (GMPPA) mRNA, complete cds7/0// 
1 470bp//99%//AF1 35422 

C-NT2RM2001 785//Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds.//0//2150bp//99%// 
10 AF1 26799 

C-NT2RM2001803//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds7/0// 
2249bp//99%//AF0441 95 

C-NT2RM2001823//CHD1 PROTEIN7/1 .80E-106//631aa7/39%//P32657 

C-NT2RM2001839//Homo sapiens calumein (Calu) mRNA, complete cds.//0//2415bp//97%//AF0 13759 
15 C-NT2RM2001 886//PAB-DEPENDENT POLY(A)-SPECIFIC RIBONUCLEASE SUBUNIT PAN2 (EC 3.1.13.4) 

(PAB1 P-DEPENDENT POLY(A)-NUCLEASE).//3.00E-54//337aa//39%//P53010 
C-NT2RM2001896//CELL DIVISION PROTEIN FTSJ.//5.10E-26//204aa//34%//P28692 
C-NT2RM2001930//M.musculus mRNA for semaphorin G7/5.20E-135//894bp//83%//X97818 
C-NT2RM2001935//Homo sapiens single-strand selective monofunctional uracil DNA glycosylase mRNA, com- 
20 plete cds.//0//1 454bp//99%//AF1 251 82 

C-NT2RM2001936//32.3 KD PROTEIN IN CWP1-MBR1 INTERGENIC REGION.//2.70E-27//216aa//34%// 
P28320 

C-NT2RM2001 950//HYPOTHETICAL 105.9 KD PROTEIN IN AAC3-RFC5 INTERGENIC REGION7/0.0000001// 
212aa//23%//P38250 

25 C-NT2RM2001 983//Homo sapiens RGS-GAIP interacting protein GIPC mRNA, complete cds.//0//1658bp//98%// 

AF089816 

C-NT2RM2001 989//NUCLEOLAR PROTEIN NOP4 (NUCLEOLAR PROTEIN NOP77)7/1 ,90E-39//253aa//35%// 
P37838 

C-NT2RM2001997//PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4. 1)7/1. 30E-10//232aa// 
30 28%//Q12730 

C-NT2RM2001 998//HYPOTHETICAL 85.7 KD PROTEIN C13G6.03 IN CHROMOSOME L7/3.1 0E-12//206aa// 
30%//Q09782 

C-NT2RM2002004//LA PROTEIN HOMOLOG (LA RIBONUCLEOPROTEIN) (LA AUTOANTIGEN HOMOLOG)7/ 
2.90E-08//83aa//44%//P40796 

35 C-NT2RM200201 4//HYPOTHETICAL 81.4 KD PROTEIN IN GREB-FEOA INTERGENIC REGION7/1 .10E-89// 

425aa//41%//P46837 

C-NT2RM2002030//Homo sapiens mRNA for Glutamine:fructose-6-phosphate amidotransferase, complete cds.// 
0//1 959bp//99%//AB01 6789 

C-NT2RM2002055//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS 1 37/0. 00000099//338aa// 
40 24%//Q07878 

C-NT2RM2002088//PUTATIVE HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN X (HNRNP X) (CBP).// 
5.00E-62//1 04aa//57%//Q61 990 

C-NT2RM2002091//Drosophila melanogaster eyelid (eld) mRNA, complete cds.//7.l0E-29//805bp//61 %// 
AF053091 

45 C-NT2RM20021 00//Homo sapiens mRNA for ATP-dependent RNA helicase, partial7/0//1 807bp//99%//AJ01 0840 

C-NT2RM2002109//Homo sapiens glioma amplified on chromosome 1 protein (GAC1) mRNA, complete cds7/0// 
1 868bp//99%//AF030435 

C-NT2RM2002128//PUTATIVE SERINE/THREONINE-PROTEIN KINASE PKWA (EC 2.7.1 .-)7/4.90E-13// 
487aa7/26%//P49695 

50 C-NT2RM2002142//GASTRULATION SPECIFIC PROTEIN G127/8.00E-31//1 05aa//47%//P47805 

C-NT2RM2002145//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds7/8.50E-191// 
1524bp//81%//AF084928 

C-NT2RM4000024//DNA-DIRECTED RNA POLYMERASE III 128 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 
POLYMERASE 111 SUBUNIT 2)7/7. 10E-155//381aa//72%//P251 67 
55 C-NT2RM4000030//LAS1 PROTEIN7/5.60E-12//184aa//32%//P36146 

C-NT2RM4000046//GOLIATH PROTEIN (G1 PROTEIN)7/0.000008//112aa//31%//Q06003 
C-NT2RM4000104//ZINC FINGER PROTEIN 1357/1 .50E-81//251aa//53%//P52742 
C-NT2RM4000139//R.norvegicus trg mRNA7/2.30E-114//1161bp//72%//X68101 
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C-NT2RM40001 55//THREONYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1.3) (THREONINE--TRNA 
LIGASE) (THRRS)7/1 .20E-1 57//321 aa//61 V/P26639 

C-NT2RM4000156//H.sapiensHPBRII-7 gene.//3.60E-21//785bp//60%//X67336 
C-NT2RM4000167//Homo sapiens mRNA for Chromokinesin (KIF 4 gene).//0//1946bp//99%//AJ271784 
5 C-NT2RM4000169//INTRACELLULAR PROTEIN TRANSPORT PROTEIN USO1.//4.80E-13//686aa//23%// 

P25386 

C-NT2RM4000191//PUTATIVE ATP-DEPENDENT RNA HELICASE P L1 07/9. 20 E-75//439aa//41%//P 16381 
C-NT2RM4000202//ZINC FINGER PROTEIN MOK-2 (HOK-2)7/4.90E-32//170aa//41%//Q 16600 
C-NT2RM4000215//MAK1 6 PROTEIN 7/1 .30E-68//295aa//49%//P1 0962 
10 C-NT2RM4000229//Gallus gallus actin filament-associated protein (AFAP-110) mRNA, complete cds7/1 .10E-27// 

633bp//64%//L20303 

C-NT2RM4000233//Mus musculus semaphorin Via mRNA, complete cds7/3.40E-231//1395bp//86%//AF030430 
C-NT2RM4000290//Human transducin-Iike enhancer protein (TLE3) mRNA, complete cds.//2.20E-276//1124bp// 
97%//M99438 

15 C-NT2RM4000344//Homo sapiens mRNA for ATP-dependent metalloprotease YME1L.//0//2030bp//99%// 

AJ 132637 

C-NT2RM4000354//LETHAL(2)DENT!CLELESS PROTEIN (DTL83 PROTElN)7/1.50E-21//208aa//35%//Q24371 
C-NT2RM4000356//RAS-R ELATED PROTEIN RAB-17.//5.90E-80//213aa//75%//P35292 
C-NT2RM4000386//Mus musculus ODZ3 (Odz3) mRNA, partial CdS.//0//2156bp//87%//AF195418 
20 C-NT2RM4000421//Homo sapiens mRNA for nuclear transport receptor//0//1 730bp//99%//AJ1 33769 

C-NT2RM4000433//Mus musculus retinoic acid- responsive protein (Stra6) mRNA, complete cds7/4.10E-271// 
2085bp//77%//AF062476 

C-NT2RM4000457//HYPOTHETICAL 111 .9 KD PROTEIN C22H10.03C IN CHROMOSOME l.//8.00E-20//393aa// 
24%//Q 10297 

25 C-NT2RM4000471//Homo sapiens cysteine desulfurase (nifS) mRNA, complete cds7/0//2092bp//99%//AF097025 

C-NT2RM4000486//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3, CP4 AND CP5) [CON- 
TAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H].//4.80E-11//242aa//31%//P04280 
C-NT2RM4000496//SAP1 PROTE!N.//8.30E-53//434aa//29%//P39955 

C-NT2RM4000515//NEUROF1LAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H) 
30 (FRAGMENT)7/1 .10E-11//394aa//24%//P16884 

C-NT2RM4000531//ZINC FINGER PROTEIN 29 (2FP-29)7/2.40E-89//389aa//43%//Q07230 
C-NT2RM4000590//RING CANAL PROTEIN (KELCH PROTEIN).//1 .00E-59//595aa//28%//Q04652 
C-NT2RM4000595//PUTATIVE ADENYLATE CYCLASE REGULATORY PROTEIN.//8.70E-15//403aa//30%// 
P26337 

35 C-NT2RM400061 1//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//2.90E-09//108aa//31%//Q00808 

C-NT2RM400061 6//ACETYL-CO ENZYME A SYNTHETASE (EC 6.2.1 .1 ) (ACETATE-COA LIGASE) (ACYL- AC- 
TIVATING ENZYME) .//2.70E-146//420aa//60%//P27550 

C-NT2RM4000657//1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE DELTA 1 (EC 
3.1 .4.1-1) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLC-lll).//3.00E-68//297aa//40%//P511 78 
40 C-NT2RM4000674//HYPOTHETICAL SYMPORTER SLL1 3747/1 .20E-28//1 80aa//30%//P741 68 

C-NT2RM4000712//Homo sapiens ubiquitin hydrotyzing enzyme I (UBH1) mRNA, partial cds.//1 .00E-136// 
1 1 04bp//77%//AF022789 

C-NT2RM4000733//TRANSCRIPT1ON TERMINATION FACTOR RHO 7/0. 0000004 1//207aa//29%//P52 154 
C-NT2RM4000734//Homo sapiens Smad- and Olf-interacting zinc finger protein mRNA, partial cds.//0//207l bp// 

45 99%//AF221712 

C-NT2RM4000741//Homo sapiens hSGT1 mRNA for hSgtlp, complete cds.//0//2184bp//99%//D88208 
C-NT2RM4000751//ZINC FINGER PROTEIN 184 (FRAGMENT)7/3.90E-125//301aa//53%//Q99676 
C-NT2RM4000798//Homo sapiens brefeldin A-inhibited guanine nucleottde-exchange protein 2 mRNA, complete 
CdS.//0//2603bp//99%//AF084521 

50 C-NT2RM4000820//VACUOLAR ATP SYNTHASE SUBUNIT AC45 PRECURSOR (EC 3.6.1.34) (V-ATPASE 

AC45 SUBUNIT).//1 .1 0E-24//1 38aa//44%//P40682 

C-NT2RM4000857//LEUCINE-R1CH ALPHA-2 -GLYCOPROTEIN (LRG)7/6.70E-22//250aa//29%//P02750 
C-NT2RM4000996//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//8.00E-211//738aa// 
50%//Q05481 

55 C-NT2RM4001 047//MO25 PROTEIN7/8.00E-140//333aa//80%//Q06138 

C-NT2RM4001054//Homo sapiens sec61 homolog mRNA, complete cds.//3.10E-190//1315bp//81%//AF077032 
C-NT2RM4001 084//HYPOTHETICAL 105.6 KD PROTEIN C16C9.06C IN CHROMOSOME 1 7/0.000000032// 
165aa//33%//Q09820 
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C-NT2RM4001092//ZINC FINGER PROTEIN GLO37/3.10E-24//265aa//33%//P38682 

C-NT2RM4001 1 1 6//HYPOTHETICAL 216.3 KD PROTEIN R06F6.8 IN CHROMOSOME ll.//5.90E-86//292aa// 
48%//Q09417 

C-NT2RM4001140//HOMEOBOX PROTEIN MSH-D.//1.00E-11//103aa//38%//Q01704 
5 C-NT2RM4001155//AD RENAL MEDULLA 50 KD PROTEIN7/4.10E-1 97//445aa//78%//Q27969 

C-NT2RM4001178//PROBABLE ATP-DEPENDENT RNA HELICASE HAS 1 7/1 .1 0E-48//21 8aa//43%//Q03532 
C-NT2RM4001200//ZINC FINGER PROTEIN 1357/9.50E-135//375aa//60%//P52742 

C-NT2RM4001203//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds.//0//2310bp//99%// 
AF004828 

10 C-NT2RM4001217//Mus musculus actin-binding protein (ENC-1) mRNA, complete cds.//3.10E-148//1445bp// 
72%//U65079 

C-NT2RM4001256//Xenopus laevis putative Zic3 binding protein mRNA, complete cds.//4.30E-55//289bp//77%// 
AF129131 

C-NT2RM4001313//PHOSPHATIDYUNOS1TOL 3-KINASE VPS34-UKE (EC 2.7.1.137) (PI3-KINASE) (PTDINS- 
15 3-KINASE) (PI3K)y/3.50E-35//1 24aa//65%//P54676 

C-NT2RM4001316//ACYL-COA DEHYDROGENASE, MEDIUM-CHAIN SPECIFIC PRECURSOR (EC 1.3.99.3) 
(MCAD)7/2.30E-31//334aa//30%//P08503 

C-NT2RM4001320//Homo sapiens mRNA for Neuroblastoma, complete cds.//1 .80E-39//728bp//64%//D890l6 
C-NT2RM4001340//UTR4 PROTEIN (UNKNOWN TRANSCRIPT 4 PROTEIN) 7/1 .00 E-28//1 71 aa//37%//P32626 
20 C-NT2RM4001344//HYPOTHETICAL GTP-BINDING PROTEIN IN POP2-HOL1 INTERGENIC REGION 7/8.10E- 

30//265aa//33%//P53742 

C-NT2RM4001347//Homo sapiens NY-REN-25 antigen mRNA, partial CdS.//0//2300bp//99%//AF155103 
C-NT2RM4001371//Homo sapiens IDN3 mRNA, partial cds.//0//2524bp//99%//AB0 19494 
C-NT2RM4001382//Homo sapiens RanBP7/importin 7 mRNA, complete cds.//2.20E-237//1079bp//99%// 
25 AF098799 

C-NT2RM4001411//Mus musculus Pro-rich, PH, SH2 domain-containing signaling mediator (PSM) mRNA, com- 
plete CdS.//0//1 962bp//87%//AF020526 

C-NT2RM4001412//Homo sapiens nGAP mRNA, complete cds.//0//1918bp//99%//AF047711 
C-NT2RM4001 444//IS0LEUCYL-TRNA SYNTHETASE (EC 6.1.1.5) (ISOLEUCINE-TRNA LIGASE) (ILERS).// 
30 1 .40E- 1 1 8//444aa//46%//P73505 

C-NT2RM4001483//ZINC FINGER PROTEIN 136.//5.10E-106//357aa//55%//P52737 
C-NT2RM4001566//NECDIN.//9.80E-44//227aa//41%//P25233 

C-NT2RM4001582//Mus musculus COP9 complex subunit 7b (COPS7b) mRNA, complete cds7/1 .50E-284// 
1 082bp//90%//AF071 31 7 

35 C-NT2RM4001 592//HYPOTHETICAL 128.5 KD HELICASE IN ATS1-TPD3 INTERGENIC REGION.//7.60E-56// 

213aa//49%//P31380 

C-NT2RM4001597//M. musculus red-1 gene./12.10E-171//1414bp//78%//X92750 

C-NT2RM4001611//SIS2 PROTEIN (HALOTOLERANCE PROTEIN HAL3)J/2.60E-32//203aa//39%//Q 12600 
C-NT2RM4001629//MAGUK P55 SUBFAMILY MEMBER 3 (MPP3 PROTEIN) (DISCS, LARGE HOMOLOG 3).// 
40 1 .50E-93//278aa//38%//Ql 3368 

C-NT2RM4001 666//HYPOTHETICAL 48.6 KD PROTEIN IN ALPA-GABP INTERGENIC REGION.//2.70E-84// 
410aa//42%//P37339 

C-NT2RM4001714//SEPTIN 2 HOMOLOG (FRAGMENT).//8.90E-141//354aa//72%//Ql4141 
C-NT2RM4001731//Homo sapiens F-box protein Lilina (LILINA) mRNA, complete cds.//0//1 922bp//1 00%// 
45 AF1 79221 

C-NT2RM4001758//PUTATIVE SERINE/THREONINE-PROTE1N KINASE EMK (EC 2.7.).//4.10E-186//639aa// 
58%//Q05512 

C-NT2RM4001783//ZINC FINGER PROTEIN HRX (ALL-1).//7.90E-66//311aa//35%//Q03164 
C-NT2RM4001 81 0//AGGRECAN CORE PROTEIN PRECURSOR (CARTILAGE-SPECIFIC PROTEOGLYCAN 
50 CORE PROTEIN) (CSPCP) (CHONDROITIN SULFATE PROTEOGLYCAN CORE PROTEIN 1)7/5.1 0E-07// 

263aa//30%//P16112 

C-NT2RM4001 81 3//LECTIN BRA-27/0.00000048//1 14aa//30%//P1 7346 

C-NT2RM4001819//Human p58/GTA (galactosyltransferase associated protein kinase) mRNA, complete cds.// 
8. 1 0E-300//1 395bp//98%//M3771 2 
55 C-NT2RM4001823//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6)7/2.90E-55//325aa//37%//P28160 

C-NT2RM4001828//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//5.90E-161//481aa//56%// 
P51523 

C-NT2RM4001858//T-BOX CONTAINING PROTEIN TBX6L (FRAGMENT) 7/6.50 E-22//1 26aa//46%//P79779 
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C-NT2RM4001865//Homo sapiens mRNA for atopy related autoantigen CALC 7/4.30 E-244//1248bp//94%// 
Y17711 

C-NT2RM4001876//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1).//6.50E-23//184aa// 
36%//Q15404 

5 C-NT2RM4001 880//PUTATIVE DNA HELICASE II HOMOLOG (EC 3.6.1 .-).//5.90E-09//268aa//26%//P47486 

C-NT2RM4001 930//Homo sapiens dolichyl-P-Glc:Man9GlcNAc2-PP-dolichyl g I ucosy transferase (ALG6) mRNA, 
complete cds7/0//1 930bp//99%//AF1 02851 

C-NT2RM4001940//Homo sapiens timeless homoiog mRNA, complete cds.//0//2087bp//99%//AF098162 
C-NT2RM4001969//R.norvegicus mRNA for IP63 protein.//2.60E-261//1563bp//84%//X99330 
10 C-NT2RM4001979//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/1 .80E-112//457aa//47%// 

P51523 

C-NT2RM4001987//NEURAL CELL ADHESION MOLECULE 1, LARGE ISOFORM PRECURSOR (N-CAM 180) 
[CONTAINS: N-CAM 140]7/3.20E-17//281aa//30%//P16170 

C-NT2RM400201 3//HYPOTHETICAL 89.4 KD TRP-ASP REPEATS CONTAINING PROTEIN IN PMT6-PCT1 
15 INTERGENIC REGION7/6.90E-94//589aa//35%//P42935 

C-NT2RM4002034//Homo sapiens hiwi mRNA, partial Cds.//1 .90E-53//1585bp//60%//AF1 04260 
C-NT2RM4002062//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE--TRNA LIGASE) (ASPRS).// 
1 .90E-31//80aa//52%//P3641 9 

C-NT2RM4002063//Oryctolagus cuniculus sarcosine oxidase (SOX) mRNA, complete cds.//0//1865bp//99%// 
20 U82267 

C-NT2RM4002066//Homo sapiens thyroid hormone receptor-associated protein complex component TRAP230 
mRNA, complete cds7/1.50E-211//1123bp//71 %//AF117755 

C-NT2RM4002073//Mus musculus fatty acid transport protein 3 mRNA, partial cds.//9.30E-293//1751bp//83%// 
AF072758 

25 C-NT2RM4002075//RING CANAL PROTEIN (KELCH PROTEIN)7/2.80E-105//556aa//41 %//Q04652 

C-NT2RM4002093//Homo sapiens neural polypyrimidine tract binding protein (PTB) mRNA, complete cds7/0// 
2550bp//99%//AF1 76085 

C-NT2RM4002109//Homo sapiens mRNA for Chromokinesin (KIF 4 gene) 7/0//2572bp//99%//AJ271 784 
C-NT2RM4002145//SLIT PROTEIN PRECURSOR7/1.40E-09//127aa//33%//P24014 
30 C-NT2RM40021 46//Homo sapiens MAGOH mRNA, complete cds.//6.90E-70//454bp//85%//AF035940 

C-NT2RM4002161//Homo sapiens laforin (EPM2A) mRNA, complete cds7/0//2671 bp//99%//AF084535 
C-NT2RM4002174//MRPPROTEIN.//9.10E-68//264aa//51%//P21590 

C-NT2RM4002189//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCO HYDROLASE) 7/6. 20 E-33//688aa//27%//P08640 
35 C-NT2RM40021 94//MUS musculus semaphorin Via mRNA, complete Cds7/5.20E-297//1 753bp//87%//AF030430 

C-NT2RM4002205//ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G).//3.00E-37//122aa// 
72%//Q07803 

C-NT2RM4002213//Homo sapiens protein phosphatase methylesterase-1 (PME-1) mRNA, complete cds7/0// 
2452bp//1 00%//AF1 57028 

40 C-NT2RM4002226//GTPASE ACTIVATING PROTEIN ROTUND7/3.70E-19//147aa//41%//P40809 

C-NT2RM4002251//ALPHA-1 ,3-MANNOSYL-GLYCOPROTEIN BETA-1 ,2-N-ACETYLGLUCOSAMINYLTRANS- 
FERASE (EC 2.4.1.101) (N-GLYCOSYLOLIGOSACCHARIDE-GLYCOPROTEIN N-ACETYLGLUCOSAMINYL- 
TRANSFERASE I) (GNT- 1) (GLCNAC-T 1)7/2.20 E-36//320aa//38%//P27808 
C-NT2RM4002323//ANTIGEN GOR (FRAGMENT) 7/0.000000001 //1 54aa//33%//P48778 

45 C-NT2RM4002409//AC ETYL-CO E NZYM E A SYNTHETASE (EC 6.2.1 .1 ) (ACETATE-COA LIGASE) (ACYL- AC- 

TIVATING ENZYME)7/1 .30E-29//275aa//30%//P27095 

C-NT2RM4002438//Xenopus laevis putative Zic3 binding protein mRNA, complete cds.//1 .1 0E-49//61 1 bp//70%// 
AF129131 

C-NT2RM4002460//ENV POLYPROTEIN (COAT POLYPROTEIN) [CONTAINS: COAT PROTEINS GP70, 
50 GP20]7/0.000001 6//226aa//24%//P51 51 5 

C-NT2RM4002527//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/8.90 E-15//366aa//27%//Q00808 
C-NT2RM4002532//PROTEIN HOM1 7/2.00E-16//276aa//28%//P55137 

C-NT2RM4002558//Homo sapiens fatty acid transport protein (FATP) mRNA, complete cds.//0//1797bp//99%// 
AF055899 

55 C-NT2RM4002565//MUS musculus Sec8 mRNA, complete Cds7/0//1 91 5bp//87%//AF022962 

C-NT2RM4002571//H.sapiens mRNA for UDP-GaINAc:polypeptide N-acetylgalactosaminyltransferase (T2).// 
4.60E-78//921bp//69%//X8501 9 

C-NT2RM4002594//MSP1 PROTEIN HOMOLOG7/2.70E-68//236aa//58%//P54815 
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C-NT2RM4002623//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE--TRNA UGASE) (ASPRS).// 
2.30E-1 01//488aa//45%//O32038 

C-NT2RP1 00001 8//Homo sapiens mRNA for NIK, partial cds.//0//1 747b p//99%//AB0 13385 
C-NT2RP1000035//Homo sapiens mRNA for NS1 -binding protein (NS1-BP).//0//1652bp//99%//AJ0 12449 
5 C-NT2RP1000040//Mus musculus donson protein (Donson) mRNA, partial cds.//5.90E-150//1025bp//82%// 

AF1 93608 

C-NT2RP1000086//H. sapiens mRNA for zinc finger protein, Hsa12.//0//H 62bp//99%//X98834 
C-NT2RP1000111//COP1 REGULATORY P ROTE IN 7/4.00 E-1 1 6//296aa//5 1 %//P 93471 
C-NT2RP1 0001 30//HEPATOMA-DE RIVED GROWTH FACTOR (HDGF).//4,50E-50//181aa//60%//P51859 
10 C-NT2RP1000163//Homo sapiens cell cycle progression 2 protein (CPR2) mRNA, complete cds 7/3.40 E -270// 

951 bp//98%//AF01 1792 

C-NT2RP1 000202//ANKYRIN.//1 .00 E-25//302aa//34%//Q 02357 

C-NT2RP1000272//Mus musculus mRNA for neural specific sr protein NSSR 2, complete cds7/1.40E-267// 
1155bp//87%//AB015895 

15 C-NT2RP1000326//Homo sapiens metaxin 2 (MTX2) mRNA, nuclear gene encoding mitochondrial protein, com- 

plete Cds.//1 .30E-275//1249bp//99%//AF053551 

C-NT2RP1000333//ANTI-SILENCING PROTEIN 1 7/8.70E-47//155aa//58%//P32447 

C-NT2RP1000348//REDUCED VIABILITY UPON STARVATION PROTEIN 161.//1 .70E-15//162aa//30%//P25343 
C-NT2RP1000363//R.norvegicus LL5 mRNA7/7.90E-262//1175bp//83%//X74226 
20 C-NT2RP1000376//Homo sapiens Ca2 + -independent phospholipase A2 long isoform (iPLA2) mRNA, complete 

CdS.//0//2252bp//96%//AF1 02989 

C-NT2RP1 00041 3//MEMBRANE-ASSOCIATED PROTEIN HEM-2 (NAP1 PROTEIN).//1 .90E-153//230aa//99%// 
P55161 

C-NT2RP1000439//Xenopus laevis chromosome condensation protein XCAP-G mRNA, complete cds.//1.80E- 
25 94//1 0 1 9bp//63%//AF 1 1 1 423 

C-NT2RP1000443//QUINONE OX I DO REDUCTASE (EC 1.6.5.5) (NADPH:QUINONE REDUCTASE) (ZETA- 
CRYSTALLIN)7/2.40E-10//227aa//25%//Q08257 

C-NT2RP1 000460//NUCLEAR MOVEMENT PROTEIN NUDC.//3.80E-19//149aa//36%//P17624 
C-NT2RP1000470//PUTATIVE ATP-DEPENDENT RNA HELICASE T26G10.1 IN CHROMOSOME I II7/2.60E-94// 
30 254aa//47%//P34580 

C-NT2RP1000478//TUBULIN BETA-5 CHAIN (CLASS-V).//4.50E-240//445aa//97%//P09653 
C-NT2RP1000481//Homo sapiens antigen NY-CO-3 (NY-CO-3) mRNA, partial cds.//7.5e-315//1445bp//99%// 
AF039688 

C-NT2RP1000493//POSSIBLE DNA-REPAIR PROTEIN XP-E (POSSIBLE XERODERMA PIGMENTOSUM 
35 GROUP E PROTEIN) (UV-DAMAGED DNA-BINDING PROTEIN) (UV-DDB).//3.60E-30//534aa//23%//P331 94 

C-NT2RP1 00051 3//Human NifU-like protein (hNifU) mRNA, partial cds7/6.50E-171//516bp//99%//U47101 
C-NT2RP1000522//UBIQUTIN CARBOXYL-TERM IN AL HYDROLASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB-1) (DEUBIQUITINATING EN- 
ZYM E 1 ) 7/8.20E-83//345aa//47%//Q61 068 
40 C-NT2RP1 000547//COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT) 7/1 .10E- 

27//1 93aa//35%//P49020 

C-NT2RP1000574//HOMEOBOX PROTEIN MEIS2 (MEIS1 -RELATED PROTEIN 1)7/3.50E-75//151aa//94%// 
P97367 

C-NT2RP1000630//NECDIN7/2.40E-44//227aa//41%//P25233 
45 C-NT2RP1000677//SODIUM-INDEPENDENT ORGANIC ANION TRANSPORTER (ORGANIC ANION TRANS- 

PORTING POLYPEPTIDES .20E-78//483aa//31%//P46721 

C-NT2RP1000701//Homo sapiens phospholipase A2 activating protein (PLA2P) mRNA, complete cds7/0// 
1 687bp//99%//AF1 45020 

C-NT2RP1000733//Human mRNA for GSPT1-TK protein.complete cds .//0//2057bp//99%//E 14379 
so C-NT2RP1000738//Homo sapiens Wolf- Hirsch horn syndrome candidate 2 protein (WHSC2) mRNA, complete 

cds.//0//21 86bp//99%//AF1 01 434 

C-NT2RP1000746//Homo sapiens 60S acidic ribosomal protein PO mRNA, complete cds.//9.70E-196//901bp// 
99%//AF1 73378 

C-NT2RP1 000782//PLATELET-ENDOTHELIAL TETRASPAN ANTIGEN 3 (PETA-3) (GP27) (MEMBRANE GLYC- 
55 OPROTEIN SFA-1) (CD151 ANTIGEN) 7/1 .20E-30//232aa//30%//O35566 

C-NT2 RP 1 000825//GTPAS E- ACTI VATI NG PROTEIN RHOGAP (RHO-RELATED SMALL GTPASE PROTEIN 
ACTIVATOR) (CDC42 GTPASE-ACTIVATING PROTEIN) (P50-RHOGAP)7/8.20E-83//334aa//50%//O07960 
C-NT2RP1 000833//Homo sapiens cGMP phosphodiesterase A! (PDE9A) mRNA, complete cds.//0//1 494bp//99%// 
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AF067223 

C-NT2RP1000834//Homo sapiens alpha-methylacyl-CoA racemase mRNA, complete cds.//1.80E-176//829bp// 
98%//AF047020 

C-NT2RP1 000856//PLATELET- ENDOTHELIAL TETRASPAN ANTIGEN 3 (PETA-3) (GP27) (MEMBRANE GLYC- 
5 OPROTEIN SFA-1 ) (CD1 51 ANTIGEN)7/1 .20E-30//232aa//30%//O35566 

C-NT2RP1000860//Homo sapiens KL04P mRNA, complete cds7/0//1 555bp//99%//AF064094 

C-NT2RP1 000902//HYPOTHETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME lll.//5.20E-20//306aa// 

33%//Q09531 

C-NT2RP1 00091 5//AUTO ANTIGEN NGP-1 7/1 .70E-1 9//343aa//25%//Q1 3823 
10 C-NT2RP1000947//Human E2 ubiquitin conjugating enzyme UbcHSB (UBCH5B) mRNA, complete cds.//4.60E- 

1 05//504bp//99%//U3931 7 

C-NT2RP1000954//RING CANAL PROTEIN (KELCH PROTEIN)7/1.40E-23//370aa//28%//Q04652 
C-NT2RP1 000958//AUTOANTIGEN NGP-1 7/1. 40E-19//343aa//25%//Q 13823 

C-NT2RP1000959//Human acidic ribosomal phosphoprotein P0 mRNA, complete cds7/2.50E-236//966bp//99%// 
15 M 17885 

C-NT2RP1 000966//NUCLEOLIN (PROTEIN C23)7/8.90E-299//554aa//99%//P1 9338 

C-NT2RP1001011//Drosophila melanogaster putative 43 kDa protein (TH1) mRNA, complete cds 7/2 .20 E -78// 
1529bp//61%//L01790 

C-NT2RP1001013//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)7/7.70E-253//425aa//98%// 
20 P51522 

C-NT2RP1001033//Homo sapiens delta-tubulin mRNA, complete cds 7/2. 1 0E-285//1 290bp//1 00%//AF20 1333 
C-NT2RP1001073//Homo sapiens U6 snRNA-associated Sm-like protein LSm5 mRNA, complete Cds.//8.10E- 
1 07//504bp//99%//AF1 82291 

C-NT2RP1001079//Oryctolagus cuniculus sarcosine oxidase (SOX) mRNA, complete cds7/0//2085bp//99%// 
25 U82267 

C-NT2RP1001080//PROBABLE ATP-DEPENDENT RNA HELICASE DBP9.//2.30E-116//319aa//46%//Q06218 
C-NT2RP1001113//Homo sapiens CTL2 gene.//0//2790bp//98%//AJ245621 

C-NT2RP1001177//Rattus norvegicus histone macroH2A1.2 mRNA, complete cds.//5.20E-108//1278bp//69%// 
U79139 

30 C-NT2RP1 001 1 85//Human isovaleryl-coA dehydrogenase (IVD) mRNA, complete cds.//1 .90E-1 58//729bp//99%// 

M34192 

C-NT2RP1001247//Homo sapiens TGF-beta type secreted signaling protein LEFTYA mRNA, complete cdsV/0// 
2006bp//1 00%//AF081 51 3 

C-NT2RP1001253//Homo sapiens oscillin (hLn) mRNA, complete cds.//0//2020bp//99%//AF029914 
35 C-NT2RP1 001 294//MICROTUBULE-ASSOCIATED PROTEIN YTM1 7/1 .80 E-38//258aa//32%//Q 12024 

C-NT2RP1 001 302//M I CROTUBULE- ASSOCIATED PROTEIN YTM1 7/1 .80 E-38//258aa//32%//Q 12024 
C-NT2RP1 001 31 0//Homo sapiens mitochondrial carrier homolog 1 isoform a mRNA, partial cds; nuclear gene for 
mitochondrial product7/0//1 732bp//99%//AF1 76006 

C-NT2RP1 001 31 3//Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds7/7.50E-1 21//1 394bp//69%// 
40 AF1 26799 

C-NT2RP1001361//Homo sapiens NADH-ubiquinone oxidoreductase subunit B14.5B homolog mRNA, complete 
Cds7/6.50E- 1 1 6//541 bp//1 00%//AF070652 

C-NT2RP 1 00 1 385//HYPOTH ETICAL 48.8 KD PROTEIN IN SSU81-SCS2 INTERGENIC REGION7/2.70E-22// 
284aa//25%//P40074 

45 C-NT2RP1001395//Homo sapiens COP9 complex subunit 7a mRNA, complete cds7/0//1782bp//99%//AF210052 

C-NT2RP1001410//PUTATIVE GTP-BINDING PROTEIN W08E3.37/8.90E-141//396aa//67%//P91917 
C-NT2RP1001449//Mus musculus Gng31g mRNA, complete Cds7/7.20E-165//800bp//87%//AF069954 
C-NT2RP1001457//Homo sapiens partial mRNA for beta-transducin family protein (putative)7/1 .20E-137//629bp// 
100%//AJ005257 

so C-NT2RP1001482//Mouse oncogene (ect2) mRNA, complete cds7/2.10E-158//755bp//86%//L11316 

C-NT2RP1001494//MALE STERILITY PROTEIN 27/7.20E-40//261aa//27%//Q08891 

C-NT2RP1 001 543//MYO-INOSITOL-1 -PHOSPHATE SYNTHASE (EC 5.5.1.4) (IPS).//1 .60E-166//506aa//60%// 
P42803 

C-NT2RP1 00 1546//PLATELET- ENDOTHELIAL TETRASPAN ANTIGEN 3 (PETA-3) (GP27) (MEMBRANE GLYC- 
55 OPROTEIN SFA-1) (CD151 ANTIGEN) 7/1 .60E-30//232aa//30%//O35566 

C-NT2RP1001569//SIGNAL RECOGNITION PARTICLE RECEPTOR BETA SUBUNIT (SR-BETA)7/5.80E-121// 
271aa//89%//P47758 

C-NT2RP1001665//CALMODUUN7/0.00000051//83aa//30%//P02594 
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C-NT2RP2000006//DNAJ PROTEIN (40 KD HEAT SHOCK CHAPERONE PROTEIN) (HSP40)V/9.80E-1 7//79aa// 
55%//034136 

C-NT2RP2000008//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//2.40E-177//726aa//47%// 
P51523 

5 C-NT2RP2000032//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1 )7/1 .80 E-22//184aa// 

34%//Q01730 

C-NT2RP2000045//Homo sapiens tumorous imaginal discs protein Tid56 homolog (TID1 ) mRNA, complete cds.// 
0//1 390bp//98%//AF061 749 

C-NT2RP2000054//Homo sapiens putative ring zinc finger protein NY-REN-43 antigen mRNA, complete cdsV/0// 
10 2245bp//99%//AF1 551 09 

C-NT2RP2000056//PROTEIN-TYROSINE PHOSPHATASE EPSILON PRECURSOR (EC 3.1.3.48) (R-PTP- EP- 
SILON)V/9.40E-1 6//45aa//1 00%//P49446 

C-NT2RP2000067//MUS musculus ODZ3 (Odz3) mRNA, partial cds.//0//3546bp//99%//AF195418 
C-NT2RP2000070//CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN)7/3.40E-51// 
15 383aa//32%//P33450 

C-NT2RP2000076//Homo sapiens partial mRNA for polyhomeotic 2 protein (PH2 gene)7/7.90E-20//265bp//73%// 
AJ242730 

C-NT2RP2000114//Homo sapiens mRNA for GM3 synthase, complete cds 7/0//2244bp//99%//AB0 18356 
C-NT2RP2000126//POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L.//2.50E-117//541aa//42%// 
20 P41877 

C-NT2RP2000133//Homo sapiens Leman coiled-coil protein (LCCP) mRNA, complete cds.//0//1490bp//99%// 
AF1 75966 

C-NT2RP2000147//CLATHRIN COAT ASSEMBLY PROTEIN AP47 (CLATHRIN COAT ASSOCIATED PROTEIN 
AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA1 47 KD SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN 
25 ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN).//4.40E-226//423aa//99%//P35585 

C-NT2RP20001 53//GAR2 PROTEIN V/9. 80 E-23//31 1 aa//28%//P41 891 
C-NT2RP2000157//MLO2PROTEIN.//2.60E-11//62aa//40%//Q09329 
C-NT2RP2000161//DIS3 PROTEIN HOMOLOG7/4.10E-35//184aa//44%//Q 17632 

C-NT2RP2000183//DIHYDROPYRIMIDINASE RELATED PROTEIN-2 (DRP-2) (NEURAL SPECIFIC PROTEIN 
30 NSP60) Y/3.30E-1 6//1 1 4aa//44%//O02675 

C-NT2RP2000195//Homo sapiens androgen induced protein (AIG-1) mRNA, complete cds7/7.80E-152//704bp// 
99%//AF1 53605 

C-NT2RP2000224//INSULIN RECEPTOR SUBSTRATE- 1 (IRS-1).//0.000043//103aa//28%//P35568 
C-NT2RP2000248//UDP-N-ACETYLGLUCOSAMINE--PEPTIDE N-ACETYLGLUCOSAMINYLTRANSFERASE 

35 110 KD SUBUNIT (EC 2.4.1 .-) (O-GLCNAC TRANSFERASE P110 SUBUNIT). //3. 40 E-21//210aa//33%//P 56558 

C-NT2RP2000257//PUTATIVE MITOCHONDRIAL CARRIER YIL006W7/9.70E-41//278aa//36%//P40556 
C-NT2RP2000258//ACTIVATOR 1 140 KD SUBUNIT (REPLICATION FACTOR C LARGE SUBUNIT) (Al 140 KD 
SUBUNIT) (RF-C 140 KD SUBUNIT) (ACTIVATOR 1 LARGE SUBUNIT) (DNA-BINDING PROTEIN PO-GA).// 
7.10E-12//213aa//23%//P35251 

40 C-NT2RP2000270//Human putative G-p rote in coupled receptor (SH120) mRNA, complete cds7/1.30E-242// 

1043bp//99%//U78723 

C-NT2RP2000288//HYPOTHETICAL 111.9 KD PROTEIN C22H10.03C IN CHROMOSOME I.//1 .60E-27//576aa// 
25%//Ql0297 

C-NT2RP2000297//ZINC FINGER PROTEIN 1 84 (FRAGMENT) .//3.30E-186//256aa//60%//Q99676 
45 C-NT2RP200031 0//Human proline dehydrogenase/proline oxidase (PRODH) mRNA, complete cds 7/4.30 E-279// 
1193bp//99%//U82381 

C-NT2RP2000329//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.10) (AK3)7/2.00E-111// 
226aa//92%//P08760 

C-NT2RP2000346//Homo sapiens apoptosis associated protein (GADD34) mRNA, complete cds.//0//2331bp// 
50 99%//U83981 

C-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, complete cds7/0//1886bp//99%//L28010 
C-NT2RP20004207/ZINC FINGER PROTEIN 1657/8.50E-33//155aa//52%//P49910 

C-NT2RP2000422//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds.//0//l757bp// 
99%//AF1 02265 

55 C-NT2RP2000448//KES1 PROTEIN.//8.70E-54//392aa//38%//P35844 

C-NT2RP2000523//APOLIPOPROTEIN B MRNA EDITING PROTEIN (HEPR) (APOBEC-1 ).//6.00E-1 6//124aa// 
34%//P41238 

C-NT2RP2000660//SAP1 PROTEIN.//5.20E-68//474aa//32%//P39955 
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C-NT2RP2000668//SERINE/THREONINE PROTEIN KINASE PKPA (EC 2.7.1 .30E-27//349aa//32%// 
Q01577 

C-NT2RP200071 0//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1 .12) (ASPARTATE--TRNA LIGASE)//2.70E-100// 
488aa//44%//O32038 
5 C-NT2RP2000764//NIFS PROTEIN7/6.60E-36//252aa//42%//P1 2623 

C-NT2RP2000809//Homo sapiens BAG-family molecular chaperone regulator-5 mRNA, complete cdsV/0// 
3347bp//99%//AF095195 

C-NT2RP2000812//DILUTE MYOSIN HEAVY CHAIN, NON-MUSCLE (MYOSIN 5A).//5-.60E-08//179aa//29%// 
Q99104 

10 C-NT2RP2000814//GELATION FACTOR (ACTIN BINDING PROTEIN 120) (ABP-120).//1 .1 0E-07//96aa//29%// 

P 13466 

C-NT2RP2000816//MAGNESIUM-CHELATASE 30 KD SUBUNIT7/7.90E-08//172aa//28%//P26174 
C-NT2RP2000842//Human lysophosphatidic acid receptor homolog mRNA, complete cds.//0//1 562bp//99%// 
U80811 

15 C-NT2RP2000880//PROBABLE TRANSLATION INITIATION FACTOR IF-27/0//694aa//99%//O60841 

C-NT2RP2000892//Rattus norvegicus db83 mRNA, complete cds7/2.90E-191//1094bp//85%//AB006135 
C-NT2RP2000931//MATRIN 37/2.40E-289//467aa//95%//P43244 

C-NT2RP2000943//Homo sapiens sec24D protein mRNA, complete cds.//0//2767bp//99%//AFl 30464 
C-NT2RP2000965//Homo sapiens mRNA for fls353, complete cds.//0//1989bp//96%//AB024704 
20 C-NT2RP2001 070//PUTATIVE PYRIDOXAMINES'-PHOSPHATE OXIDASE (EC 1 .4.3.5) (PNP/PMP OXIDASE).// 

5.80E-46//222aa//45%//Q20939 

C-NT2RP2001 08 1 //SYN APTOTAGM I N IW/4.20E-1 1 8//430aa//54%//P50232 
C-NT2RP2001127//Homo sapiens mRNA for PLU-1 protein y/0//2514bp//99%//AJ 132440 
C-NT2RP2001168//VERPROLIN7/1 .50E-09//143aa//33%//P37370 
25 C-NT2RP2001 1 74//GASTRULA ZINC FINGER PROTEIN XLCGF46.1 (FRAGMENT).//6.00E-10//88aa//38%// 

P 18722 

C-NT2RP2001233//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//2.00E-128//409aa// 
45%//Q05481 

C-NT2RP2001245//MYOSIN HEAVY CHAIN, NONMUSCLE (CELLULAR MYOSIN HEAVY CHAIN) (NMMHC).// 
30 2.20E-10//366aa//287o//P14105 

C-NT2RP2001 290//BETA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-BETA) (SNAP-ALPHA HOMOLOG) 
(BRAIN PROTEIN 147) (FRAGMENT) 7/4.40 E-91//179aa//99%//P28663 

C-NT2RP2001295//ZINC/CADMIUM RESISTANCE PROTEIN.//8.30E-39//1 61 aa//34%//P20107 
C-NT2RP2001327//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
35 TEIN).//5.50E-1 1 6//31 1 aa//71 %//Q1 3829 

C-NT2RP2001378//MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2)7/2.00E-11//403aa//25%//Q0281 7 
C-NT2RP2001 392//MTTOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR (EC 3.4.21 .-).//8.40E- 
1 92//581 aa//54%//P93647 

C-NT2RP2001394//Homo sapiens mRNA for SCML2 protein .//0//2068bp//99%//Y1 8004 
40 C-NT2RP2001397//Homo sapiens mRNA forcyclin B2, complete cds.//1.9e-316//1428bp//100%//AB020981 

C-NT2RP2001420//Mus musculus nuclear protein NIP45 mRNA, complete cdsY/9.00E-112//742bp//82V/U76759 
C-NT2RP2001440//Homo sapiens mRNA for 14-3-3gamma, complete cds7/0//3712bp//99%//AB024334 
C-NT2RP2001460//TRICHOHYAUN.//1.00E-14//521aa//24%//P37709 

C-NT2RP2001511//Homo sapiens putative RNA-binding protein Q99 mRNA, complete cds.//3.20E-297//2206bp// 
45 75%//AF093097 

C-NT2RP2001520//Homo sapiens mRNA for mitochondrial carrier protein ARALAR1 7/0//2502bp//99%//Y 14494 
C-NT2RP2001536//Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds.// 
0//2326bp//99%//AF035586 

C-NT2RP2001 560//VAV2 PROTEIN7/0.0000001 5//21 9aa//27%//Q60992 
50 C-NT2RP2001 576//HYPOTHET1CAL 62.2 KD PROTEIN C4G8.12C IN CHROMOSOME l.//8.20E-29//294aa// 

31%//Q09837 

C-NT2RP2001597//RYANODINE RECEPTOR. CARDIAC MUSCLE.//0.000000036//127aa//36%//P30957 
C-NT2RP2001601//Homo sapiens SUMO-1 -specific protease (SSP1) mRNA, complete cds.//0//1 748bp//99%// 
AF1 96304 

55 C-NT2RP2001 61 3//MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM40 (MOM38 PROTEIN) (TRANSLO- 

CASE OF OUTER MEMBRANE 40 KD SUBUNIT).//6.10E-12//184aa//31%//P24391 
C-NT2RP2001634//Homo sapiens alpha-catenin-like protein mRNA, complete cds.//0//2445bp//99%//U97067 
C-NT2RP2001 660//Homo sapiens putative 1 3 S Golgi transport complex 90kD subunit brain-specific isoform mR- 
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NA, complete cds.//0//1287bp//99%//AF058718 

C-NT2RP2001663//ENOLASE (EC 4.2.1.11) (2-PHOSPHOGLYCERATE DEHYDRATASE), (2-PHOSPHO-D- 
GLYCERATE HYDRO-LYASE) (FRAGMENT)7/1.10E-47//126aa//53%//P42897 

C-NT2RP2001740//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI- 
5 OLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB-1) (DEUBIQUITINATING EN- 

ZYME 1)7/7.90E-52//220aa//44%//Q61068 

C-NT2RP2001 748//FARNESYL PYROPHOSPHATE SYNTHETASE (FPP SYNTHETASE) (FPS) (FARNESYL DI- 
PHOSPHATE SYNTHETASE) (DIMETHYLALLYLTRANSFERASE (EC 2.5.1.1) / GERANYLTRANSTRANS- 
FERASE (EC 2.5.1.10)) (KIAA0032).//5.40E-47//96aa/797%//P 14324 
10 C-NT2RP2001756//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//1 .70E-49//411aa//32%// 

P51523 

C-NT2RP2001839//SCY1 PROTEIN.//5.40E-32//62laa//24%//P53009 
C-NT2RP2001869//ZINC FINGER PROTEIN 191 .//7.10E-26//126aa//52%//Ol 4754 

C-NT2RP2001876//ALLOGRAFT INFLAMMATORY FACTOR-1 (AIF-1) (IONIZED CALCIUM BINDING ADAPTER 
15 MOLECULE 1 ).//1 .20E-45//1 41 aa//65%//P55008 

C-NT2RP2001883//Homo sapiens CG1-01- protein mRNA, complete Cds7/0//2306bp//99%//AF 132936 
C-NT2RP2001898//Human inositol polyphosphate 5-phosphatase (5ptase) mRNA, 3' end.//0//2518bp//98%// 
M74161 

C-NT2RP2001900//ACTIN-LIKE PROTEIN AR P5 7/2 .30 E-38//395aa//30%//P53946 
20 C-NT2RP2001976//Mus musculus calmodulin-binding protein SHA1 (Sha1) mRNA, complete cds7/4.70E-177// 

1 538bp//74%//AF062378 

C-NT2RP2001985//Homo sapiens high-risk human papilloma viruses E6 oncoproteins targeted protein E6TP1 
alpha mRNA, complete Cds.//2.00E-38//435bp//67%//AF090989 

C-NT2RP2001991//SODIUM- AND CHLORIDE-DEPENDENT TRANSPORTER NTT73.//6.50E-129//279aa// 
25 85%//Q08469 

C-NT2RP2002025//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (NR-CAM) (BRAVO).// 
1 .70E-47//247aa//52%//P35331 

C-NT2RP2002046//Homo sapiens mRNA for transcription factor.//0//1664bp//99%//AJ 130894 
C-NT2RP2002058//Homo sapiens WD repeat protein WDR3 (WDR3) mRNA, complete cds.//0//25l0bp//99%// 
30 AF083217 

C-NT2RP2002066//Rattus norvegicus transmembrane receptor Unc5H2 mRNA, complete cds7/1.60E-226// 
1301bp//88%//U87306 

C-NT2RP2002078//PECANEX PROTEIN.//1 .80E-09//1 95aa//32%//P1 8490 
C-NT2RP2002079//HISTONE HI, GONADAL7/4.40E-11//214aa//34%//P02256 
35 C-NT2RP2002099//Homo sapiens mRNA for E1 B-55kDa-associated protein 7/0//33 89 bp//99%//AJ 007509 

C-NT2RP2002105//H.sapiens MSH-R gene for melanocyte stimulating hormone receptor.//0//1644bp//98%// 
X65634 

C-NT2RP20021 24//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1 .2.1 5) (UBIQUITIN THIOLESTE- 
RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUI- 
40 TOUS NUCLEAR PROTEIN HOMOLOG).//4.30E-44//1 55aa//37%//Q1 31 07 

C-NT2RP2002185//Homo sapiens ubiquilin mRNA, complete cds.//0//1789bp//99%//AF 176069 
C-NT2RP2002193//Homo sapiens PIAS3 mRNA for protein inhibitor of activated STAT3, complete cds.//0// 
2809bp//99%//AB021 868 

C-NT2RP2002252//Mus musculus (clone pVZmSin3A9) mSin3A9 mRNA, complete cds7/0//31 1 8bp//91 %//L38621 
45 C-NT2RP2002256//Homo sapiens retinoic acid hydroxylase mRNA, complete cds7/0//1 528bp//98%//AF00541 8 

C-NT2RP2002270//AF-9 PROTEIN 7/1 .20E-07//74aa//36%//P42568 
C-NT2RP2002312//Homo sapiens mRNA for CDS2 protein 7/0//2333bp//99%//Y 16521 
C-NT2RP2002325//Homo sapiens mRNA for Pex11 p, complete cds.//8.40E-254//1 1 58bp//99%//AB01 5594 
C-NT2RP2002385//Homo sapiens synaptic glycoprotein SC2 spliced variant mRNA, complete cds7/4.30E-240// 
50 1 1 05bp//99%//AF038958 

C-NT2RP2002408//Homo sapiens mRNA forTOLLIP protein7/3.20E-210//1136bp//93%//AJ242972 
C-NT2RP2002442//HESA PROTEIN.//2.80E-14//1 63aa//30%//P46037 

C-NT2RP2002464//DNA CROSS-LINK REPAIR PROTEIN PS02/SNM1 7/6.50 E-07//1 71 aa//27%//P30620 
C-NT2RP2002479//Homo sapiens mRNA for ABC transporter 7 protein, complete cds.//0//2l80bp//99%// 
55 AB005289 

C-NT2RP2002503//ZINC FINGER PROTEIN 45 (BRC1744).//4.60E-144//537aa//49%//Q02386 
C-NT2RP2002520//Homo sapiens transcription factor RFX-B (RFXB) mRNA, complete cds.//3.70E-34//668bp// 
61%//AF105427 
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C-NT2RP2002537//HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X7/6.20E-19//288aa// 
26%//Q11073 

C-NT2RP2002591//2INC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//1 .20E-155//562aa//50%// 
P51523 

5 C-NT2RP2002595//PROBABLE CALCIUM-BINDING PROTEIN ALG-2 (PMP41) (ALG-257).//7.50E-35//181aa// 

42%//P12815 

C-NT2RP2002606//Rattus norvegicus Rabin3 mRNA, complete cds7/9.20E-147//874bp//87%//U19181 
C-NT2RP2002609//2-HYDROXYMUCONIC SEMIALDEHYDE HYDROLASE (EC 3.1.1.-) (HMSH)7/2.80E-08// 
109aa//37%//P19076 

10 C-NT2RP2002618//PROTEIN ARGININE N-METHYLTRANSFERASE 2 (EC 2.1.1.).//1.70E-51//326aa//38%// 

P55345 

C-NT2RP2002701//HYPOTHETICAL38.1 KD PROTEIN C2F12.15C IN CHROMOSOME 117/1 .90 E-14//210aa// 
30%//0 14345 

C-NT2RP2002710//SH3-BIND1NG PROTEIN 3BP-1 .//4.90E-85//489aa//43%//P55194 
15 C-NT2RP2002727//Rattus norvegicus tulip 2 mRNA, complete cds.//3.50E-74//727bp//72%//AF041 1 07 

C-NT2RP2002741//Homo sapiens mRNA for Neuroblastoma, complete cds.//9.90E-54//964bp//64%//D89016 
C-NT2RP2002862//60S ACIDIC RIBOSOMAL PROTEIN P0 (LIGHT-INDUCED 34 KD PROTEIN).//8.80E-10// 
203aa//27%//P29764 

C-NT2RP2002880//GLUCOSE REPRESSION MEDIATOR PROTEIN.//0.000039//206aa//23%//P 14922 
20 C-NT2RP2002928//Homo sapiens pre-mRNA splicing factor (PRP1 7) mRNA, complete cds.//l .90E-1 36//623bp// 

100%//AF038392 

C-NT2RP2002929//HYPOTHETICAL 46.2 KD TRP-ASP REPEATS CONTAINING PROTEIN D2013.2 IN CHRO- 
MOSOME M.//4.10E-87//395aa//40%//Ql8964 

C-NT2RP2002939//ZINC FINGER PROTEIN 136.//5.40E-70//282aa//42%//P52737 
25 C-NT2RP2002959//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 2 (EC 6.3.2.19) (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2).//4.60E-80//147aa//100%//P51669 
C-NT2RP2002980//30S RIBOSOMAL PROTEIN S10.//1 .00E-08//98aa//36%//P10129 

C-NT2RP2002986//Homo sapiens mRNA for Kelch motif containing protein, complete cds.//0//2209bp//99%// 
AB026190 

30 C-NT2RP2002993//DNA-DIRECTED RNA POLYMERASE 1135 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 

POLYMERASE I SUBUNIT2) (RPA135)7/0//716aa//91%//P70700 

C-NT2RP2003000//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 
TEIN). //L90E-1 1//1 32aa//38%//Q1 3829 

C-NT2RP2003121//Mus musculus enhancer of polycbmb (Epc1) mRNA, complete cds.//2.30E-82//642bp//68%// 
35 AF079765 

C-NT2RP2003125//RING CANAL PROTEIN (KELCH PROTEIN)7/2.40E-38//539aa//25%//Q04652 
C-NT2RP20031 37//UBIQU ITIN.//0.000026//70aa//30%//P1 31 1 7 

C-NT2RP2003157//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 
SRP75)7/1 .30E-13//185aa//38%//Q08170 
40 C-NT2RP20031 58//Homo sapiens mRNA for proteasome subunit p58, complete cds.//0//2091 bp//99%//D67025 

C-NT2RP2003164//Homo sapiens mRNA for protein kinase7/0//2313bp//99%//AJ 132545 
C-NT2RP2003177//Homo sapiens recombination and sister chromatid cohesion protein homolog (hrec8) mRNA, 
partial cds.//0//1 641 bp//99%//AF006264 

C-NT2RP2003228//H.sapiens Pl-Cdc21 mRNA7/0//2870bp//98%//X74794 
45 C-NT2RP2003230//Rattus norvegicus endo-alpha-D-mannosidase (Enman) mRNA, complete cds7/2.60E-186// 

1 551 bp//77%//AF023657 

C-NT2RP2003243//Homo sapiens partial mRNA for putative p621 protein which interacts with transcription factor 
Sp1 .//0//1 544bp//99%//AJ242978 

C-NT2RP2003265//Homo sapiens CGI-53 protein mRNA, complete cds.//0//1580bp//99%//AF15l8H 
50 C-NT2RP2003272//Homo sapiens ubiquilin mRNA, complete CdS.//0//1 789bp//99%//AF1 76069 

C-NT2RP2003277//NAM7 PROTEIN (NONSENSE-MEDIATED MRNA DECAY PROTEIN 1) (UP-FRAMESHIFT 
SUPPRESSOR 1).//1 .90E-16//145aa//43%'/P30771 

C-NT2RP2003286//PROBABLE RNA 3'-TERMINAL PHOSPHATE CYCLASE (EC 6.5. 1 .4) (RNA-3 1 - PHOSPHATE 
CYCLASE) (RNA CYCLASE)7/4.20E-88//374aa//47%//Q23400 
55 C-NT2RP2003295//Homo sapiens RMP mRNA for RPB5 meidating protein, complete cds.//0//1 526bp//99%// 

AB006572 

C-NT2RP2003307//KINESIN LIGHT CHAIN (KLC).//2.20E-199//550aa//70%//Q07866 
C-NT2RP2003308//CROOKED NECK PROTEIN 7/5. 40 E-244//622aa//67%//P1 7886 
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C-NT2RP2003329//PUTATIVE ADENYLATE CYCLASE REGULATORY PROTEIN.//3.60E-14//332aa//32%// 
P26337 

C-NT2RP2003347//BREAST CANCER TYPE 1 SUSCEPTIBILITY PROTEIN HOMOLOG.//0.000022//261aa// 
24%//P48754 

5 C-NT2RP2003391//Homo sapiens mRNA for nuclear transport receptor.//0//l509bp//99%//AJ 133769 

C-NT2RP2003394//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 .//5.50E-13//302aa//26%// 
P25386 

C-NT2RP2003401//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB-1) (DEUBIQU1TINATING EN- 
10 ZYME 1 )V/9.60E-78//346aa//43%//Q61 068 

C-NT2RP2003433//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//5.00E-131//269aa//91%// 
P38378 

C-NT2RP2003466//Homo sapiens delta-6 fatty acid desaturase mRNA, complete cds.//0//2l94bp//99%// 
AF1 26799 

15 C-NT2RP2003480//Homo sapiens zinc finger DNA binding protein 99 (ZNF281 ) mRNA, complete cds.//0//301 2bp// 

99%//AF125158 

C-NT2RP2003506//NADPH -CYTOCHROME P450 REDUCTASE (EC 1.6.2.4) (CPR).//5.40E-14//106aa//46%// 
P04175 

C-NT2RP2003513//Homo sapiens mRNA for paralemmin.//0//2137bp//97%//Y14770 
20 C-NT2RP200351 7//Human c-sis/platelet-derived growth factor 2 (SIS/PDGF2) mRNA, complete cds.//0//1 746bp// 

95%//M 12783 

C-NT2RP2003522//Homo sapiens zinc finger DNA binding protein 99 (ZNF281) mRNA, complete cds.//0//1764bp// 
99%//AF125158 

C-NT2RP2003543//HYPOTHETICAL TRNA/RRNA METHYLTRANSFERASE SLR1673 (EC 2.1 .1 .-).//1.70E-17// 
25 1 48aa//34%//P74261 

C-NT2RP2003564//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A))(RO(SS-A)).// 
2.1 0E-59//270aa//46%//P1 9474 

C-NT2RP2003596//Mus musculus Fas-apoptosis inhibitory molecule (Faim) mRNA, complete cds7/4.80E-82// 
530bp//85%//AF1 30367 

30 C-NT2RP2003604//Homo sapiens alpha-catenin-like protein (CTNNAL1 ) mRNA, complete cds.//0//2442bp//99%// 
AF030233 

C-NT2RP2003643//Mus musculus mRNA for CMP-N-acetylneuraminic acid synthetase.//9.40E-243//l624bp// 
82%//AJ006215 

C-NT2RP2003702//Homo sapiens 1 7 beta-hydroxysteroid dehydrogenase type VII (HSD17B7) mRNA, complete 
35 Cds.//2. 1 e-31 3//978bp//99%//AF098786 

C-NT2RP2003704//Homo sapiens mRNA for ATP-dependent metalloprotease YME1 L.//1 .80E-72//350bp//1 00%// 
AJ1 32637 

C-NT2RP2003713//Homo sapiens ubiquitin-specific protease 3 (USP3) mRNA, complete cds.//0//2018bp//99%// 
AF073344 

40 C-NT2RP2003714//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//5.40E-29//85aa// 

72%//Q05481 

C-NT2RP2003737//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 2 (EC 6.3.2.19) (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2)7/1 .70E-75//147aa//93%//P5 1669 
C-NT2RP2003760//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-COP).//0//869aa// 
45 80%//P53620 

C-NT2RP2003781 //HYPOTHETICAL 36.7 KD PROTEIN AH6.2 IN CHROMOSOME ll.//5.50E-63//253aa//50%// 
Q09201 

C-NT2RP2003840//HYPOTHETICAL 48.1 KD PROTEIN B0403.2 IN CHROMOSOME X.//3.70E-21//137aa// 
43%//Ql1076 

50 C-NT2RP2003857//MYOTROPHIN (V-1 PROTEIN) (GRANULE CELL DIFFERENTIATION PROTEIN).// 

0.0000001 6//1 1 7aa//29%//Q91 955 

C-NT2RP2003871//Homo sapiens transposon-derived Busterl transposase-like protein gene, complete cds7/0// 
2807bp//99%//AF205601 

C-NT2RP2003912//SERINE/THREONINE-PROTEIN KINASE NEK1 (EC 2.7.1 .-) (NIMA-RELATED PROTEIN Kl- 
55 NASE 1 ).//6. 1 0E-1 83//387aa//87%//P51 954 

C-NT2RP2003952//AM I NO PEPTIDASE B (EC 3.4.11.6) (ARGINYL AMINOPEPTIDASE) (ARGININE AMI- 
NOPEPTIDASE) (CYTOSOL AMINOPEPTIDASE IV) (AP-B).//1 .50E-23//200aa//30%//O091 75 
C-NT2RP2003981//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS8.//1 .40E-16//664aa7/20%// 
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P39702 

C-NT2RP200401 3//TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTION FACTOR 3).// 
2.30E-53//1 41 aa//78%//P20290 

C-NT2RP2004041//SYNAPSINS IA AND p.//0.00000074//159aa//32%//P1 7599 

C-NT2RP2004066//Mus musculus Msx2 interacting nuclear target protein mRNA, complete cds7/2.70E-288// 
1994bp//81%//AF1 56529 

C-NT2RP2004098//ADENYLATE CYCLASE (EC 4.6.1 .1 ) (ATP PYROPHOSPHATE-LYASE) (ADENYLYLCYCLA- 
SE).//5.40E-30//31 9aa//31 %//Q01 51 3 

C-NT2RP2004170//Homo sapiens mRNA for transducin (beta) like 1 protein.//1.10E-138//1236bp//74%//Y12781 
C-NT2RP2004187//ZINC FINGER PROTEIN 38 (ZFP-38) (CTFIN51) (TRANSCRIPTION FACTOR RU49).// 
5.60E-31//424aa//28V/Q07231 

C-NT2RP2004194//Rattus norvegicus Golgi SNARE GS15 mRNA, complete cds.//3.80E-52//397bp//82%// 
AF003998 

C-NT2RP2004232//Homo sapiens EPK2 mRNA for serine/threonine kinase, complete cds.//0//2272bp//99%// 
AB015982 

C-NT2RP2004239//Homo sapiens lok mRNA for protein kinase, complete cdsy/0//3044bp//99%//AB0l57l8 
C-NT2RP2004242//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 
9.90E-12//427aa//26%//P19246 

C-NT2RP2004245//Mus musculus pantothenate kinase 1 beta (panKlbeta) mRNA, complete cds7/6.40E-117// 
1 1 22bp//72%//AF200357 

C-NT2RP2004270//PROTEIN PTM1 PRECURSOR.//1 .40E-16//334aa//24%//P32857 

C-NT2RP2004366//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS 13.//1 .30E-51//505aa// 
29%//Q07878 

C-NT2RP2004389//PROBABLE MITOCHONDRIAL 40S RIBOSOMAL PROTEIN S9 PRECURSOR.//9.30E-15// 
126aa//39%//P38120 

C-NT2RP2004392//MNN4 PROTEIN7/1 .40E-11//143aa//27%//P36044 

C-NT2RP2004396//Homo sapiens mRNA for activator of S phase Kinase, complete cds.//5.40E-243//1108bp// 
99%//AB028069 

C-NT2RP2004425//Mus musculus axotrophin mRNA, complete cds.//0//2321bp//86%//AF 155739 
C-NT2RP2004476//Homo sapiens cyclin L ania-6a mRNA, complete cds.//0//2075bp//99%//AF 180920 
C-NT2RP2004538//Mus musculus kinesin-like protein KIF1B (Kiflb) mRNA, complete cds.//0//1387bp//86%// 
AF090190 

C-NT2RP2004568//PUTATIVE ATP-DEPENDENT RNA HELICASE C30D11 .03.//3.00E-117//625aa//40%// 
Q09903 

C-NT2RP2004587//NEUROFILAMENT TRIPLET M PROTEIN (160 KD NEUROFILAMENT PROTEIN) (NF-M).// 
7.30E-07//352aa//23%//P071 97 

C-NT2RP2004655//Homo sapiens mRNA for leucine rich protein. //8.50E-233//1 061 bp//99%//AJ006291 
C-NT2RP2004681//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 
2.60E-07//426aa//23%//P1 9246 

C-NT2RP2004689//HYPOTHETICAL 192.5 KD PROTEIN C6G9.10C IN CHROMOSOME l.//5.60E-64//616aa// 
33%//Q92355 

C-NT2RP2004710//Mus musculus formin binding protein 30 mRNA, complete cds.//1.50E-280//1464bp//85%// 
U40750 

C-NT2RP2004732//NEUROFILAMENT TRIPLET M PROTEIN (160 KD NEUROFILAMENT PROTEIN) (NF-M).// 
7.30E-07//352aa//23%//P071 97 

C-NT2RP2004768//SERINE/THREONINE-PROTEIN KINASE NRK1 (EC 2.7.1.-) (N-RICH KINASE 1)7/1 .30E- 
26//1 90aa//41 %//P38692 

C-NT2RP2004791//PUTATIVE LEUCYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1.4) (LEUCINE- TRNA 
LIGASE) (LEURS)7/9.50E-73//153aa//59%//Ql0490 

C-NT2RP2004799//PROBABLE SUCCINYL-COA LIGASE [GDP-FORMING], BETA-CHAIN PRECURSOR (EC 
6.2.1 .4) (SUCCINYL-COA SYNTHETASE, BETA CHAIN) (SCS-BETA).//3.70E-135//414aa//62%//P53588 
C-NT2RP2004816//H58 PROTEIN.//9.00E-173//327aa//98%//P40336 

C-NT2RP2004920//TRANSCRIPTIONAL REGULATOR ATRX (X-LINKED NUCLEAR PROTEIN) (HETERO- 
CHROMATIN PROTEIN 2) (HP1 ALPHA-INTERACTING PROTEIN) (HP1-BP38 PROTEIN ).//4.20E-09//804aa// 
22%//Q61687 

C-NT2RP2004933//Homo sapiens mRNA for ZIP-kinase, complete cds.//0//2103bp//99%//AB007l44 
C-NT2RP2004959//P54 PROTEIN P R ECU RSOR.//0.00000095//297aa//20%//P 13692 

C-NT2RP2004961//Rattus norvegicus KRAB/zinc finger suppressor protein 1 (KS1) mRNA, complete cds.//1 .00E- 
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228//1 666bp//75%//U56732 

C-NT2RP2004978//ACTIN-UKE PROTEIN ARP87/3,30E-47//353aa//30%//Q1 2386 

C-NT2RP2005003//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A)).// 
1 .80E-99//376aa//43%//P1 9474 
5 C-NT2RP2005012//Homo sapiens mRNA for SEC63 protein.//0//1693bp//99%//AJ011 779 

C-NT2RP2005037//ANTI-SILENCING PROTEIN 1 7/3.30E-47//155aa//59%//P32447 

C-NT2RP2005038//DNA NUCLEOTIDYLEXOTRANSFERASE (EC 2.7.7.31) (TERMINAL ADDITION ENZYME) 
(TERMINAL DEOXYNUCLEOTIDYLTRANSFERASE) (TERMINAL TRANSFERASE).//4.00E-91//21 8aa//44%// 
Q92089 

W C-NT2RP2005116//PUTATIVE EUKARYOTIC TRANSLATION INITIATION FACTOR 3 ALPHA SUBUNIT (EIF-3 

ALPHA).//2.00E-173//273aa//57%//P34466 

C-NT2RP2005126//H.sapiens mRNA for RNA helicase (Myc-regulated dead box protein). //0//2388bp//98%// 
X98743 

C-NT2RP2005139//2-5A-DEPENDENT RIBONUCLEASE (EC 3.1.26.-) (2-5A-DEPENDENT RNAASE) (RNASE 
15 L) (RIBONUCLEASE 4) (FRAGMENT).//0.000000022//139aa//35%//Q05921 

C-NT2RP2005144//Homo sapiens tubby like protein 3 (TULP3) mRNA, complete cds.//0.00E-01//1437bp//98%// 
AF045583 

C-NT2RP2005162//Homo sapiens aspartyl aminopeptidase mRNA, complete cds.//0//1615bp//99%//AF005050 
C-NT2RP2005168//Homo sapiens mRNA for ElB-55kDa-associated protein 7/0//2769bp//98%//AJ 007509 
20 C-NT2RP2005204//Homo sapiens SUMO-1 -activating enzyme E1N subunit (SUA1) mRNA, complete cds.//0// 

1 262bp//99%//AF090385 

C-NT2RP2005239//Homo sapiens cysteine desulfurase (nifS) mRNA, complete cds7/0//2087bp//99%//AF097025 
C-NT2RP2005276//Homo sapiens mRNA for Acyl-CoA synthetase 3, complete cds.//0/2122bp//99%//D89053 
C-NT2RP2005288//Homo sapiens RCCI-like G exchanging factor RLG mRNA, complete cds.//0//2992bp//99%// 
25 AF060219 

C-NT2RP2005315//Homo sapiens meningioma-expressed antigen 5 (MEA5) mRNA, partial cds7/1 .90E-170// 
780bp//100%//AF036144 

C-NT2RP2005325//Homo sapiens LIM-homeodomain protein HLHX2 (LHX2) mRNA, complete cds.//0//1643bp// 
99%//AF1 24735 

30 C-NT2RP2005336//TRICHOHYALlN7/5.40E-10//545aa//22%//P37709 

C-NT2RP2005344//PROBABLE CALCIUM-TRANSPORTING ATPASE 5 (EC 3.6.1 .38)7/2. 10E-124//636aa// 
38%//P32660 

C-NT2RP2005358//Homo sapiens methyl-CpG binding domain-containing protein MBD3 (MBD3) mRNA, com- 
plete CdS.//0//21 99bp//99%//AF072247 
35 C-NT2RP2005360//Homo sapiens sentrin/SUMO-specific protease (SENP1) mRNA, complete cds7/1,30E-52// 

753bp//67%//AF1 49770 

C-NT2RP2005393//AUTOANTIG EN NGP-1 .//7.20E-39//224aa//35%//Ql3823 
C-NT2RP2005407//OXYSTEROL-BINDING PROTEIN.//5.30E-63//410aa//40%//P22059 

C-NT2RP2005436//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 
40 SRP75)7/1 .20E-13//185aa//38%//Q08170 

C-NT2RP2005441//Homo sapiens hypothalamus protein HT002 mRNA, complete cds.//4.10E-202//962bp//98%// 
AF1 13540 

C-NT2RP2005457//Homo sapiens NADH-ubiquinone oxidoreductase subunit B14.5B homolog mRNA, complete 
CdS.//1 .20E-13 0//608bp//99%//AF070652 
45 C-NT2RP2005465//MITOCHONDRIAL CARRIER PROTEIN RIM2.//3.00E-44//252aa//41%//P38127 

C-NT2RP2005476//Human pl90-B (pl90-B) mRNA, complete cds.//3.40E-108//668bp//88%//U 17032 
C-NT2RP2005490//Mus musculus D3Mm3e (D3Mm3e) mRNA, complete cds.//1.80E-175//1102bp//83%// 
AF053628 

C-NT2RP2005491//PARAMYOSIN (PMY) (ANTIGEN B).//0.00000015//279aa//26%//P35418 
50 C-NT2RP2005496//ZINC FINGER PROTEIN 135 7/2.90 E-146//398aa//59%//P52742 

C-NT2RP2005498//PROTEIN PHOSPHATASE PP2A, 55 KD REGULATORY SUBUNIT, ALPHA ISOFORM (PRO- 
TEIN PHOSPHATASE PP2A B SUBUNIT ALPHA ISOFORM) (ALPHA-PR55)7/5.20E-81//1 66aa//88%//P36876 
C-NT2RP2005509//Homo sapiens CGI-45 protein mRNA, complete cds7/0//1825bp//99%//AF151803 
C-NT2RP2005520//Homo sapiens chromosome-associated protein-E (hCAP-E) mRNA, complete cds7/0// 
55 3994bp//99%//AF092563 

C-NT2RP2005525//Mus musculus kanadaptin mRNA, complete cds7/2.40E-304//l687bp//85%//AF035526 
C-NT2RP2005531 //PROTEIN 4.1 (BAND 4.1) (P4.1)7/5.50E-70//393aa//39%//P11171 
C-NT2RP2005539//Homo sapiens mRNA for NS1 -binding protein (NSl-BP)7/0//1560bp//98%//AJ0 12449 
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C-NT2RP2005549//PUTATIVE LACTOYLGLUTATH ION E LYASE (EC 4.4.1.5) (METHYLGLYOXALASE) (AL- 
DOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE MUTASE) (S-D-LACTOYLGLUTATHIONE 
METHYLGLYOXAL LYASE)7/2.00E-20//181aa//36%//Q39366 

C-NT2RP2005557//Homo sapiens clone 486790 diphosphoinositol polyphosphate phosphohydrolase mRNA, 

5 complete Cds7/1 .00E-46//576bp//70%//AF062529 

C-NT2RP2005605//QUEUINE TRNA-RIBOSYLTRANSFERASE (EC 2.4.2.29) (TRNA-GUANINE TRANSGLYC- 
OSYLASE) (GUANINE INSERTION ENZYME).//8.20E-23//164aa//28%//O32053 
C-NT2RP20056207/Homo sapiens epsin 2a mRNA, complete cdsV/8.9e-313//1455bp//98%//AF062085 
C-NT2RP2005635//PROBABLE NH(3)-DEPENDENT NAD( + ) SYNTHETASE (EC 6.3.5.1 ).//1.00E-11//128aa// 

10 36%//P47623 

C-NT2RP2005654//CYSTEINE STRING PROTEIN (CCCS1).//1 .20E-13//74aa//45%//P56101 
C-NT2RP2005669//Homo sapiens death effector domain-containing testicular molecule mRNA, complete cds.// 
1 .60E-248//1 1 29bp//99%//AF043733 

C-NT2RP2005675//Homo sapiens growth suppressor related (DOC-1R) mRNA, complete cds 7/4.40 E-200// 
15 908bp//99%//AF08981 4 

C-NT2RP2005694//X-LINKED RETINITIS PIGMENTOSA GTPASE REGULATOR.//2.60E-10//175aa//27%// 
Q92834 

C-NT2RP2005701//ZINC-FINGER PROTEIN RFP (RET FINGER PROTEIN)7/3.00E-63//323aa//39%//O62158 
C-NT2RP2005712//Homo sapiens myosin X (MYO10) mRNA, partial cds.//0//2681 bp//99%//AF 132022 
20 C-NT2RP2005719//GPI-ANCHORED PROTEIN P1 377/4.00 E-14//99aa//43%//Q 14444 

C-NT2RP2005722//Homo sapiens ZK1 mRNA for Kruppel-type zinc finger protein, complete cds.//0//2545bp// 
99%//AB011414 

C-NT2RP2005723//HNRNP ARGININE N-METHYLTRANSFERASE (EC 2.1.1.-) (ODP1 PROTEIN). //3.00E-09// 
169aa//28%//P38074 

25 C-NT2RP2005752//Homo sapiens TNFR-related death receptor-6 (DR6) mRNA, complete cds.//0//l 968bp//99%// 
AF068868 

C-NT2RP2005753//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds.//0//1966bp//99%// 
AF082516 

C-NT2RP2005763//EUKARYOTIC INITIATION FACTOR 4A (EIF-4AJ.//1 .70E-61//374aa//38%//P47943 
30 C-NT2RP2005767//G.gallus PB1 gene.//5.00E-163//1158bp//81%//X90849 

C-NT2RP2005773//Homo sapiens pyrroline 5-carboxylate reductase isoform (P5CR2) mRNA, complete cds.// 
2.70E-180//656bp//99%//AF151351 

C-NT2RP2005775//NEUROLYSIN PRECURSOR (EC 3.4.24.16) (NEUROTENSIN ENDOPEPTIDASE) (MITO- 
CHONDRIAL OLIGOPEPTIDASE M) (MICROSOMAL ENDOPEPTIDASE) (MEP) (SOLUBLE ANGIOTENSIN- 
35 BINDING PROTEIN) (SABP).//2.10E-213//249aa//85%//Q02038 

C-NT2RP2005776//POLY(A) POLYMERASE TYPE 2 (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYL- 
TRANSFERASE).//4.40E-55//358aa//42%//P51005 

C-NT2RP2005784//Homo sapiens ubiquitin-conjugating enzyme variant Kua (UBE2V) mRNA, complete cds7/0// 
2191bp//92%//AF155120 

40 C-NT2RP200581 2//HYPOTHETICAL 39.3 KD PROTEIN IN GCN4-WBP1 INTERGENIC REG ION 7/2.30 E-39// 

318aa//31%//P40004 

C-NT2RP2005835//SHP1 PROTEIN7/1 .80E-28//208aa//32%//P34223 

C-NT2RP2005841//Homo sapiens mRNA for ALEX3, complete cds.//3.50E-52//1091bp//59%//AB039669 
C-NT2RP2005933//NUCLEOPORIN NUP57 (NUCLEAR PORE PROTEIN NUP57).//5.00E-11//155aa//34%// 
45 P48837 

C-NT2RP2005942//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 
FERASE).//1.50E-67//388aa//44%//P25500 

C-NT2RP2006043//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 
SRP75)7/1 .50E-1 3//1 85aa//38%//Q081 70 
so C-NT2RP2006071//Homo sapiens adaptor protein APPL mRNA, complete cds.//5.80E-i20//i257bp//64%// 

AF1 69797 

C-NT2RP2006219//H.sapiens mRNA for DGCR6 protein.//1 .10E-214//1026bp//97%//X96484 
C-NT2RP2006238//Rattus norvegicus CTD-binding SR-like protein rA8 mRNA, complete cds.//0//1669bp//88%// 
U49055 

55 C-NT2RP2006275//MICROTUBULE-ASSOCIATED PROTEIN 1 B [CONTAINS: LIGHT CHAIN LC1 ] Y/2.00E-59// 

388aa//32%//P46821 

C-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, complete CdS.//2.80E-274//1236bp//99%//AF035262 
C-NT2RP2006436//ANTERIOR-RESTRICTED HOMEOBOX PROTEIN (RATHKE POUCH HOMEO BOX).// 
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3.40E-07//50aa//50%//Q61 658 

C-NT2RP2006456//Homo sapiens leucinenrich glioma-inactivated protein precursor (LGI1) mRNA, complete cds.// 
1 .30E-37//484bp//65%//AF055636 

C-NT2RP2006464//Homo sapiens mRNA for AND-1 protein 7/0//21 81 bp//99%//AJ 006266 
5 C-NT2RP2006534//5'-AMP-ACTIVATED PROTEIN KINASE, CATALYTIC ALPHA- 1 CHAIN (EC 2.7.1.-) (AMPK 

ALPHA- 1 CHAIN) (FRAGMENT).//3.20E-11//32aa//96%//Ql3131 

C-NT2RP2006565//Homo sapiens secretory carrier-associated membrane protein (SCAMP) mRNA, complete 
CdS.//3. 1 0E-272//1 220bp//95%//AF038966 

C-NT2RP2006571//CYTOCHROME P450 2G1 (EC 1.14.14.1) (CYPIIG1) (P450-NMB) (OLFACTIVE).//4.20E- 
w 1 34//486aa//50%//P2446 1 

C-NT2RP2006573//2\3'-CYCLIC NUCLEOTIDE ^-PHOSPHODIESTERASE (EC 3.1.4.37) (CNP) 7/0.0000055// 
169aa//25%//P09543 

C-NT2RP2006598//Homo sapiens retinoid x receptor interacting protein mRNA, complete cds7/3.lOE-295// 
1193bp//99%//AF1 13538 
15 C-NT2RP3000031//HISTONE DEACETYLASE HDA1 .//1 .10E-71//350aa//42%//P53973 

C-NT2RP3000046//MITOCHONDRIAL GTPASE MSS1 PRECURSOR.//4.60E-78//421aa//37%//P32559 
C-NT2RP3000047//NPL4 PROTEIN.//1 .10E-85//526aa//36%//P33755 

C-NT2RP3000050//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//2.20E-150//490aa// 
53%//Q05481 

20 C-NT2RP3000068//SON OFSEVENLESS PROTEIN HOMOLOG 1 (SOS-1) (MSOS-1 ).//2.20E-06//165aa//27%// 

Q62245 

C-NT2RP3000085//ACETYL-/PROPIONYL-COENZYME A CARBOXYLASE ALPHACHAIN [CONTAINS: BIOTIN 
CARBOXYLASE (EC 6.3.4.14); BIOTIN CARBOXYL CARRIER PROTEIN (BCCP)].//1.90E-123//436aa//50%// 
P46401 

25 C-NT2RP3000109//P54 PROTEIN PRECURSOR.//0.0000065//358aa//22%//P13692 

C-NT2RP3000207//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1,4-ALPHA-D-GLUCAN GLUCO HYDROLASE) 7/2.90 E-11//721aa//23%//P08640 
C-NT2RP3000233//RING CANAL PROTEIN (KELCH PROTEIN).//9.30E-84//453aa//42%//Q04652 
C-NT2RP3000252//Homo sapiens GTP-binding protein NGB mRNA, complete cds.//0//2388bp//99%//AF 120334 

30 C-NT2RP3000299//Rattus norvegicus mRNA for Crk-associated substrate, pi 30, complete cds.//0//2730bp//82%// 

D29766 

C-NT2RP3000320//Homo sapiens partial mRNA for putative p621 protein which interacts with transcription factor 
Sp1 .//0//1 544bp//1 00%//AJ242978 

C-NT2RP3000333//Rattus norvegicus db83 mRNA, complete cds7/2.90E-191//1094bp//85%//AB006135 
35 C-NT2RP3000341//Homo sapiens mitochondrial inner membrane preprotein translocase Tim17a mRNA, nuclear 

gene encoding mitochondrial protein, complete cds7/1 .50E-246//1124bp//99%//AF1 06622 
C-NT2RP3000350//Homo sapiens GTP-binding protein NGB mRNA, complete cds.//0//2392bp//99%//AF 120334 
C-NT2RP3000359//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.10) (AK3).//2.00E-111// 
226aa//92%//P08760 

40 C-NT2RP3000361//Homo sapiens mRNA, complete cds, similar to yeast pre-mRNA splicing factors, Prp1/Zer1 

and Prp6.//0//2072bp//98%//AB019219 

C-NT2 R P3000366//RAS-RELATE D PROTEIN RAB-1 87/2.1 0E-1 07//206aa//99%//P35293 
C-NT2RP3000393//Rattus norvegicus DNA-binding protein PREB (Preb) mRNA, complete cds7/5.80E-266// 
1 373bp//86%//AF061 81 7 

45 C-NT2RP3000397//PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE (DEAH BOX PROTEIN 13)// 

1 .70E-139//679aa//41%//O43143 

C-NT2RP3000403//Homo sapiens formin binding protein 21 mRNA, complete cds.//0//2364bp//99%//AF071185 
C-NT2RP3000439//HYPOTHETICAL 46.4 KD PROTEIN IN FFH-GRPE INTERGENIC REGION7/2.90E-15// 
319aa//26%//P37908 

so C-NT2RP3000441//Homo sapiens squamous cell carcinoma antigen recognized by T cell (SART-2) mRNA, com- 

plete cds.//3.40E-42//645bp//67%//AF098066 

C-NT2RP3000512//Human HOX2G mRNA from the Hox2 locus7/0//1934bp//99%//X 16667 
C-NT2RP3000527//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//4.80E-28//536aa//27%//P28160 
C-NT2RP3000531//POLIOVIRUS RECEPTOR PRECURSOR (CD155 ANTIGEN).//1 .90E-12//192aa//30%// 
55 P15151 

C-NT2RP3000562//Homo sapiens putative RNA-binding protein Q99 mRNA, complete cds.//0//21 65bp//99%// 
AF093097 

C-NT2RP3000578//HES1 PROTE1N.//1 .30E-22//229aa//27%//P35843 
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C-NT2RP3000590//UVS-2 PROTEIN7/1 .30E-22//458aa//24%//P33288 
C-NT2RP3000596//TRICHOHYALINy/2.50E-17//304aa//28%//Q07283 

C-NT2RP3000603//NEUROGENIC DIFFERENTIATION FACTOR 1 7/3. 70 E-1 1//90aa//42%//Q 13562 
C-NT2RP3000605//Mus musculus mRNA for wizL, complete cds.//0//2232bp//82%//AB0 12265 
5 C-NT2RP3000624//Rattus norvegicus mRNA for SECIS binding protein 2 (sbp2 gene) 7/5.80E-234//1562bp//81%// 

AJ251245 

C-NT2RP3000632//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/3.00E-140//499aa//46%// 
P51523 

C-NT2RP3000739//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN).//1 .40E-24// 
w 155aa//37%//Q10149 

C-NT2RP3000742//1-PHOSPHATIDYLINOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE DELTA 1 (EC 
3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLC-III) (FRAGMENT)7/4.10E-165//371aa//49%// 
P10895 

C-NT2RP3000753//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 
15 2.00E-1 0//565aa//24%//P1 2036 

C-NT2RP3000759//ADP-RIBOSYLATION FACTO R7/7.00E-28//1 76aa//34%//Q94650 
C-NT2RP3000825//NEUROGENIC LOCUS NOTCH 3 PROTEIN7/2.50E-36//417aa//31%//Q61982 
C-NT2RP3000826//Homo sapiens mRNA for seven transmembrane protein TM7SF3, complete cds.//0//2522bp// 
99%//AB032470 

20 C-NT2RP3000845//PUTATIVE SERIN E/THREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-) 7/8. 30 E-1 08//331aa// 

50%//P27448 

C-NT2RP3000868//Human ovarian cancer downregulated myosin heavy chain homolog (Doc1 ) mRNA, complete 
CdS.//6.90E-69//1 61 1 bp//61 %//U53445 

C-NT2RP3000869//Drosophila melanogaster AAA family protein Bor (bor) mRNA, complete cds7/2.60E-138// 
25 1 673bp//67%//AF227209 

C-NT2RP3000875//MEVALONATE KINASE (EC 2.7.1.36) (MK)7/7.70E-87//175aa//98%//Q03426 
C-NT2RP3000917//DHP1 PROTEIN.//1 .00E-193//428aa//55%//P40848 

C-NT2RP300091 9//Rattus norvegicus golgi peripheral membrane protein p65 (GRASP65) mRNA, complete cds.// 
2.70E-1 85//585bp//88%//AF01 5264 
30 C-NT2RP3000968//40S RIBOSOMAL PROTEIN S1 5A7/1 .90E-46//73aa//98%//P39027 

C-NT2RP3000994//MATERNAL EFFECT PROTEIN STAUFEN.//0.00000006//78aa//48%//P25159 
C-NT2RP3001055//Drosophila melanogaster separation anxiety protein (san) mRNA, complete cds 7/3. 80 E-3 8// 
462bp//70%//AF225902 

C-NT2RP3001057//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7) 7/9.00 E-201//584aa// 
35 54%//Q05481 

C-NT2RP3001081//Homo sapiens RCCMike G exchanging factor RLG mRNA, complete cds 7/7. 10E-47//537bp// 
74%//AF060219 

C-NT2RP3001096//Rattus norvegicus leprecan (leprel) mRNA, complete cds.//1 .70E-94//787bp//66%// 
AF087433 

40 C-NT2RP3001107//PEREGRIN (BR140 PROTEIN)7/3.00E-44//260aa//40%//P55201 

C-NT2RP3001111//Homo sapiens TRF-proximal protein mRNA, complete cds.//1.50E-149//731bp//97%// 
AF097725 

C-NT2RP30011 ^//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 7/2.90E-11//631aa//23%// 
P25386 

45 C-NT2RP3001120//ZINC FINGER, PROTEIN 136.//7.80E-170//512aa//58%//P52737 

C-NT2RP3001 1 40//F-SPONDIN PRECURSOR7/9.90E-238//41 9aa//96%//P35446 

C-NT2RP3001 1 50//TRANSCRIPTION TERMINATION FACTOR RHO 7/0. 000 0003 1//207aa//29%//P52 154 
C-NT2RP3001155//Homo sapiens mRNA for AND-1 protein.//0//2732bp//99%//AJ006266 
C-NT2RP3001 1 76//HYPOTHETICAL 65.3 KD PROTEIN IN MAD1-SCY1 INTERGENIC REGION7/1 .70E-10// 
so l96aa//27%//P53154 

C-NT2RP3001216//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE I) (FRAGMENT)7/0.0000023//137aa//33%// 
P35663 

C-NT2RP300 1221 //GAM MA-BUTYROBETAINE.2-OXOGLUTARATE DIOXYGENASE (EC 1.14.11.1) (GAMMA- 
BUTYROBETAINE HYDROXYLASE) 7/1 .90E-31//353aa//30%//P80193 
55 C-NT2RP3001239//MICROTUBULE-ASSOCIATED PROTEIN 1B (MAPI. 2) (MAP1(X)) [CONTAINS: LIGHT 

CHAIN LCl]7/1.20E-166//395aa//51%//P14873 

C-NT2RP3001253//NUF1 PROTEIN (SPINDLE POLY BODY SPACER PROTEIN SPC110).//1.70E-10//540aa// 
23%//P32380 
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C-NT2RP3001268//Homo sapiens zinc finger protein ZNF228 (ZNF228) mRNA, complete cds.//0//3606bp//99%// 
AF1 98358 

C-NT2RP3001272//Mus musculus mRNA for macrophage actin-associated-tyrosine-phosphorylated protein.// 
1 .30E-99//669bp//83 %//Y1 81 01 

5 C-NT2RP3001 307//Gallus gallus RPE65 mRNA, complete cdS.//4.20E-29//530bp//63%//AB01 7594 

C-NT2RP3001338//ZINC FINGER PROTEIN 81 (FRAGMENT).//2.40E-16//175aa//28%//P51508 
C-NT2RP3001 355//TRICARBOXYLATE TRANSPORT PROTEIN PRECURSOR (CITRATE TRANSPORT PRO- 
TEIN) (CTP) (TRICARBOXYLATE CARRIER PROTEIN)7/3.60E-25//129aa//34%//P32089 
C-NT2RP3001383//Mus musculus ARL-6 interacting protein-6 (Aip-6) mRNA, partial cds.//3.40E-40//355bp//79%// 

10 AF133913 

C-NT2RP3001384//Homo sapiens mRNA for LA95 protein 7/0//1 21 4bp//99%//AJ243467 
C-NT2RP3001 398//TRANSCRIPTIONAL REPRESSOR CTCF7/1 .30E-61//374aa//36%//P49711 
C-NT2RP3001399//SSU72 PROTEIN.//1 .30E-16//84aa//52%//P53538 
C-NT2RP3001 407//SCY1 PROTEIN. //0.00000033//143aa//25%//P53009 
15 C-NT2RP3001426//DNAJ PROTEIN (FRAGMENT).//1 .00E-16//77aa//46%//O33529 

C-NT2RP3001427//WERNER SYNDROME HEUCASE HOMOLOG.//2.70E-10//159aa//33%//O09053 
C-NT2RP3001 428//NUCLEOPROTEIN TPR7/1 .40E-128//152aa//99%//P 12270 

C-NT2RP3001453//ANTIGEN PEPTIDE TRANSPORTER 2 (APT2) (HISTOCOMPATIBILITY ANTIGEN MODIFI- 
ER 2).//3.20E-90//1 57aa//59%//P36371 
20 C-NT2RP3001457//Drosophila melanogaster Melted (melt) mRNA, partial cds.//4.60E-20//792bp//59%// 

AF205831 

C-NT2RP3001472//NONHISTONE CHROMOSOMAL PROTEIN 6A7/9.10E-13//87aa//43%//P11632 
C-NT2RP3001495//Human oxidoreductase (HHCMA56) mRNA, complete cds.//0//1475bp//99%//U 13395 
C-NT2RP3001497//Homo sapiens multiple membrane spanning receptor TRC8 (TRC8) mRNA, complete cds.// 
25 0//2295bp//99%//AF064801 

C-NT2RP3001527//Human Sp140 protein (Sp140) mRNA, complete cds.//4. 30 E-290//793bp//93%//U 63420 
C-NT2RP3001529//SPO0B-ASSOCIATED GTP-BINDING PROTEIN.//1 .00E-61//345aa//42%//P20964 
C-NT2RP3001 538//HYPOTHETICAL 39,0 KD PROTEIN T28D9.3 IN CHROMOSOME 1 1.//9.1 0E-1 0//1 58aa// 
31%//Q10022 

30 C-NT2RP3001554//MICROTUBULE-ASSOCIATED PROTEIN 1B [CONTAINS: LIGHT CHAIN LC1].//1 .40E-76// 

388aa//32%//P46821 

C-NT2RP3001580//Mus musculus strain C57BL7J germ cell-less protein (Gel) mRNA, complete cds.//0//1730bp// 
85%//AF1 63665 

C-NT2RP3001587//Human anthracycline-associated resistance ARX mRNA, complete cds.//0//2617bp//99%// 
35 U35832 

C-NT2RP3001 642//HYPOTHETICAL PROTEIN KIAA0210.//6.80E-18//91 aa//38%//Q92609 
C-NT2RP3001646//WD-40 REPEAT PROTEIN MSI2.//8.80E-09//132aa//31%//O22468 
C-NT2RP3001671//Homo sapiens mRNA for NS1 -binding protein (NS1-BP).//0//1557bp//98%//AJ012449 
C-NT2RP3001672//Homo sapiens Sex comb on midleg homolog 1 isoform 2 (SCMH1) mRNA, complete cdsV/0// 
40 2836bp//99%//AF1 49046 

C-NT2RP3001679//Homo sapiens rec mRNA, complete cds7/0//2495bp//99%//AB023584 
C-NT2RP3001688//Homo sapiens DNA binding protein p96PIF mRNA, complete cds.//0//1869bp//99%// 
AF1 73868 

C-NT2RP3001 690//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 .//0.00000024//481aa//21%// 
45 P25386 

C-NT2RP3001708//TWISTED GASTRULATION PROTEIN PRECURSOR//3.40E-33//161aa//32%//P54356 
C-NT2RP3001712//Homo sapiens HP1-BP74 protein mRNA, complete cds7/0//l788bp//99%//AFi 13534 
C-NT2RP3001 723//Homo sapiens cell recognition molecule Caspr2 (CASPR2) mRNA, complete Cds7/1 .40E-58// 
1138bp//63%//AF193613 

so C-NT2RP3001724//Homo sapiens chromodomain-helicase-DNA-binding protein mRNA, complete cds.//1.10E- 

240//902bp//99%//AF0541 77 

C-NT2RP3001727//Rattus norvegicus implantation-associated protein (IAG2) mRNA, partial Cds7/6.90E-132// 
774bp//88%//AF008554 

C-NT2RP3001730//SEPTIN 2 HOMOLOG (FRAGMENT).//7.10E-132//294aa//84%//Q14141 
55 C-NT2RP3001 739//HYPOTH ETIC AL 72.5 KD PROTEIN C2F7.1 0 IN CHROMOSOME 17/1 .40E-15//1 90aa//32%// 

Q09701 

C-NT2 RP300 1 792//H ETE ROG EN EOUS NUCLEAR RIBONUCLEOPROTEIN M (HNRNP M)7/1 .80E-117// 
462aa//55%//P52272 
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C-NT2RP3001799//MYOSIN HEAVY CHAIN, STRIATED MUSCLE 7/1 .60E-11//348aa//27%//P24733 
C-NT2RP3001819//RING CANAL PROTEIN (KELCH P ROTE I N) 7/7.40E- 1 8//249aa//30%//Q04652 
C-NT2RP3001854//Homo sapiens novel retinal pigment epithelial cell protein (NORPEG) mRNA, complete cds.// 
0//2742bp//99%//AF1 55 1 35 

5 C-NT2RP3001855//HOMEOBOX PROTEIN PKNOX1 (HOMEOBOX PROTEIN PREP-1).//8.10E-125//302aa// 

60%//P55347 

C-NT2RP3001857//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//1 . 20 E-14//242aa//24%//Q 00808 
C-NT2RP3001898//Homo sapiens mRNA for UDP-N-acetylglucosamine: alpha-1 ,3-D-mannoside beta-1,4-N- 
acetylglucosaminyltransferase IV, complete cds.//0//l587bp//100%//AB000624 
10 C-NT2RP3001931//Rattus norvegicus clone C48 CDK5 activator-binding protein mRNA, complete cds.//4.30E- 
91//656bp//81%//AF1 77478 

C-NT2RP3001938//SPORULATION-SPECIFIC PROTEIN 1 (EC 2.7.1 .-)7/1 .30E-22//227aa//33%//P08458 
C-NT2RP3001944//HYPOTHETICAL47.6 KD PROTEIN C16C10.5 IN CHROMOSOME 1 1 1 7/3 . 1 0 E-92//3 1 4aa//5 1 
%//Q09251 

15 C-NT2RP3001969/n"RICHOHYALIN7/2.70E-11//442aa//23%//P37709 

C-NT2RP3002004//H.sapiens mRNA for FAST kinaseV/1 .50E-192//475bp//94%//X86779 
C-NT2RP3002007//SAP1 PROTEIN.//1 .1 OE-68//474aa//32%//P39955 

C-NT2RP300201 4//HYPOTHETICAL 32.0 KD PROTEIN C09F5.2 IN CHROMOSOME lll.//5.30E-25//139aa// 
48%//Q09232 

20 C-NT2 RP3002045//ALPH A-AD APTI N C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALPHA-C LARGE 

CHAIN) (1 00 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
C SUBUNIT7/1 .00E-299//397aa//94%//P 18484 

C-NT2RP3002056//RETINOBLASTOMA BINDING PROTEIN 1 (RBBP-1).//2.00E-48//475aa//35%//P29374 
C-NT2RP3002062//Homo sapiens BAG-family molecular chaperone regulator-5 mRNA, complete cds7/0// 
25 3764bp//99%//AF0951 95 

C-NT2RP3002081//Xenopus laevis chromosome condensation protein XCAP-G mRNA, complete cds.//4.10E- 
233//1 896bp//69%//AF1 1 1 423 

C-NT2RP3002108//DEC1 PROTEIN (MDM20 PROTE IN) 7/7.90 E-09//1 81 aa//22%//Q 12387 
C-NT2RP3002151//G1 TO S PHASE TRANSITION PROTEIN 1 HOMOLOG (GTP-BINDING PROTEIN 
30 GST1 -HS)7/2.80E-253//474aa//93%//P1 51 70 

C-NT2RP30021 65//TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP7/1.90E-151 //223aa//9 1 %//Q 026 1 4 
C-NT2RP3002273//SCD6 PROTEIN.//1 .30E-09//295aa//28%//P45978 

C-NT2RP3002303//PROBABLE UNDECAPRENYL PYROPHOSPHATE SYNTHETASE (EC 2.5.1 .31 ) (UPP SYN- 
THETASE) (DI-TRANS-POLY-CIS-DECAPRENYLCISTRANSFERASE)7/8.60E-49//243aa//43%//Q58767 
35 C-NT2RP3002330//Homo sapiens eRFS mRNA, complete cds 7/0//2443bp//99%//U 87791 

C-NT2RP3002351//Human m RNA for NAD-dependent methylene tetrahydrofolate dehydrogenase cyclohydrolase 
(EC 1 .5.1 .15).//4.20E-70//590bp//76%//X16396 

C-NT2RP3002399//DNA REPLICATION LICENSING FACTOR MCM4 (CDC21 HOMOLOG) (P1 -CDC21 ).//8.60E- 
79//416aa//34%//P33991 

40 C-NT2RP3002501//THREONINE DEHYDRATASE CATABOLIC (EC 4.2.1.16) (THREONINE DEAMINASE).// 

3.70E-43//31 8aa//37%//P05792 

C-NT2RP3002529//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS45.//8.90E-95//542aa//38%// 
P38932 

C-NT2 RP3002549//H YPOTH ETIC AL 26.6 KD PROTEIN T19C3.4 IN CHROMOSOME lll.//5.80E-40//161aa// 
45 52%//Q10010 

C-NT2RP3002602//PROBABLE PROTEIN DISULFIDE ISOMERASE ER-60 PRECURSOR (EC 5.3.4.1 ) (ERP60) 
(58 KD MICROSOMAL PROTEIN) (P58) (HIP-70) (Q-2).//2.90E-19//173aa//28%//P11598 
C-NT2RP3002628//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1 ).//2.50E-26// 
90aa//42%//P38660 

so C-NT2RP3002631//Homo sapiens Ran binding protein 11 mRNA, complete cds7/0//1703bp//99%//AF111109 

C-NT2RP3002650//Mus musculus growth suppressor 1L (Grosl) mRNA, complete cds.//0//2l09bp//87%// 
AF165163 

C-NT2RP3002663//Homo sapiens putative glycolipid transfer protein mRNA, complete cds7/8.10E-263//1243bp// 
97%//AF1 03731 

55 C-NT2RP3002671//ELONGATION FACTOR 2 (EF-2) 7/2.50 E-73//1 79aa//36%//P 13060 

C-NT2RP3002682//Homo sapiens CGI-145 protein mRNA, complete cds.//0//1596bp//98%//AF151903 
C-NT2RP3002688//Mouse mRNA for kinesin-like protein (Kif 1 b), complete cds7/1 .1 0E-93//1 205bp//69%//D1 7577 
C-NT2RP3002770//MYELOID DIFFERENTIATION PRIMARY RESPONSE PROTEIN MYD116.//1 .00E-07//70aa// 
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41%//P17564 

C-NT2RP3002785//LETHAL(2)DENTICLELESS PROTEIN (DTL83 PROTE!N).//2.50E-55//187aa//39%//Q24371 
C-NT2RP3002810//HISTIDINE-RICH PROTEIN KE47/2.20E-10//260aa//26%//Q31125 

C-NT2RP3002818//INSERTION ELEMENT IS2A HYPOTHETICAL 48.2 KD PROTEIN V/5. 70 E-226//303aa//97%// 
5 P51026 

C-NT2RP3002869//Mus musculus semaphorin Via mRNA, complete cds7/2.50E-232//1282bp//85%//AF030430 
C-NT2RP3002876//Drosophila melanogaster eyelid (eld) mRNA, complete cds.//l.30E-29//805bp//6l%// 
AF053091 

C-NT2RP3002909//P53-BINDING PROTEIN 2 (53BP2) (BCL2-BINDING PROTEIN) (BBP).//1 .50E-125//512aa// 
W 47%//Q13625 

C-NT2RP3002948//RING CANAL PROTEIN (KELCH PROTEIN)7/2.00E-111//551aa//42%//Q04652 
C-NT2RP3002953//Homo sapiens protocadherin beta 5 (PCDH-beta5) mRNA, complete cds.//0//2388bp//99%// 
AF1 52498 

C-NT2RP3002969//Homo sapiens mRNA for Acyl-CoA synthetase 3, complete cds7/0//2722bp//99%//D89053 
is C-NT2RP3002972//Halocynthia roretzi mRNA for HrPET-1 , complete cds.//3.90E-52//899bp//64%//AB029333 

C-NT2RP3002988//Homo sapiens IkB kinase-b ((KK-beta) mRNA, complete cds.//1 .80E-292//1325bp//99%// 
AF080158 

C-NT2RP3003032//Homo sapiens okadaic acid-inducible and cAMP-regulated phosphoprotein 1 9 (ARPP-1 9) mR- 
NA, complete cds.//0//2656bp//99%//AF084555 
20 C-NT2RP3003059//Rattus norvegicus potassium channel regulator 1 mRNA, complete cds.//3.80E-1 52//1 007bp// 

82%//U78090 

C-NT2RP3003061//ANKYRIN7/1 .40E-20//200aa//37%//Q02357 

C-NT2RP3003071//NEUROGENIC PROTEIN BIG BRAIN 7/1 . 1 0E-05//258aa//24%//P23645 
C-NT2RP3003078//Rattus norvegicus mRNA for ischemia related factor NYW-1, complete cds7/2.60E-H2// 
25 633bp//88%//AB0271 49 

C-NT2RP3003101//Mouse mRNA for tetracycline transporter-like protein, complete cds7/3.60E-83//807bp//72%// 
D88315 

C-NT2RP3003133//Homo sapiens ZK1 mRNA for Kruppel-type zinc finger protein, complete cds7/0//1998bp// 
91%//AB011414 

30 C-NT2RP3003138//Homo sapiens kinesin superfamily motor KIF4 mRNA, complete cds7/0//2159bp//98%// 

AF071592 

C-NT2RP3003145//Mus musculus metallocarboxypeptidase CPX-1 mRNA, complete cds7/0//2251bp//81%// 
AF077738 

C-NT2RP3003185//TROPOMYOSIN1, FUSION PROTEIN 33 7/2.80 E-06//402aa//23%//P49455 
35 C-NT2RP30031 93//ZINC FINGER PROTEIN 1 357/7.30E-98//269aa//62%//P52742 

C-NT2RP30031 97//HYPOTHETICAL 33.8 KD PROTEIN C5H10.01 IN CHROMOSOME l.//5.70E-09//169aa// 
31%//Q09674 

C-NT2RP3003203//Rattus norvegicus golgi stacking protein homolog GRASP55 mRNA, complete cds7/2.00E- 
210//1 851 bp//76%//AF110267 

40 C-NT2RP3003212//Rattus norvegicus lamina associated polypeptide 1C (LAP1C) mRNA, complete cds.//4.30E- 

1 87//1 750bp//75%//U20286 

C-NT2RP3003230//Homo sapiens mRNA for hCRNN4, complete cds7/0//2350bp//99%//AB030656 
C-NT2RP3003242//Homo sapiens stan niocalcin- related protein mRNA, complete cds7/0//2366bp//99%// 
AF098462 

45 C-NT2RP3003251//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A)).// 

4.20E-86//366aa//48%//P1 9474 

C-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, complete cds.//0//2596bp//98%//L36983 
C-NT2RP3003290//Mus musculus mRNA for Ndr1 related protein Ndr3, complete cds.//1 .5e-31 0//1 468bp//82%// 
AB033922 

50 C-NT2RP3003301//MITOCHONDRIALLON PROTEASE HOMOLOG 1 PRECURSOR (EC 3.4.21 .-).//1 .10E-170// 

585aa//54%//064948 

C-NT2RP300331 3//Homo sapiens thyroid hormone receptor-associated protein complex component TRAP80 mR- 
NA, complete cds7/0//2476bp//99%//AF1 17657 

C-NT2RP3003327//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A)) 
55 (R052)7/1 .30E-35//1 78aa//44%//Q621 91 

C-NT2RP3003353//HYPOTHETICAL 26.2 KD PROTEIN IN GDI1-COX15 INTERGENIC REG1ON7/2.80E-07// 
161aa//28%//P40084 

C-NT2RP3003385//Mus musculus SKD3 mRNA, complete cds7/0//2133bp//85%//U 09874 
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C-NT2RP3003409//Human DHHC-domain-containing cysteine-rich protein mRNA, complete cdsY/9.20E-45// 
782bp//65%//U90653 

C-NT2RP3003411//Mus musculus COP9 complex subunit 7b (COPS7b) mRNA, complete cds7/6.30E-270// 
743bp//90%//AF071317 

5 C-NT2RP3003490//Homo sapiens mRNA for putative phospholipase, complete cds.//4.50E-81//649bp//67%// 

AB019435 

C-NT2RP3003491//Drosophila melanogaster Pelle associated protein Pellino (Pli) mRNA, complete cds.//5.60E- 
36//842bp//62%//AF091 624 

C-NT2RP3003500//SCY1 PROTEIN.//9.20E-27//601 aa//23%//P53009 
w C-NT2RP3003555//HYPOTHETICAL 32.6 KD PROTEIN IN MET30-PIG2 INTERGENIC REGION.//4.50E-30// 

191aa//40%//P40529 

C-NT2RP3003589//Homo sapiens ras-related GTP-binding protein mRNA, complete cds.//0//3131bp//94%// 
AF1 06681 

C-NT2RP3003659//HES1 PROTEIN. //5.90E-22//229aa//27%//P35843 
is C-NT2RP3003665//Homo sapiens mRNA for beta-ureidopropionase, complete cds.//0//1690bp//99%//AB013885 

C-NT2RP3003672//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (CD99) (MIC2 PRO- 
TEIN) (12E7).//2.20E-13//146aa//42%//P14209 

C-NT2RP3003701//F-SPONDIN PRECURSOR.//1 .80E-1 7//324aa//26%//P35446 
C-NT2RP300371 6//SLIT PROTEIN PRECURSOR7/6.60E-1 0//1 50aa//34%//P2401 4 
20 C-NT2RP3003726//Homo sapiens spermatogenesis associated PD1 mRNA, complete cds.//0//2568bp//99%// 

U28164 

C-NT2RP3003799//Rattus norvegicus Srg1 (Sytrl) mRNA, complete cds.//9.00E-238//1529bp//84%//U71294 
C-NT2RP3003800//Rattus norvegicus tyrosine protein kinase pp60-c-src mRNA, complete Cds7/1.90E-163// 
924bp//89%//AF1 30457 
25 C-NT2RP3003809//SAV PROTEIN.//1 .10E-131//576aa//41%//Q07590 

C-NT2RP3003825//PHOSPHATIDYLCHOLINE TRANSFER PROTEIN (PC-TP).//9.60E-19//174aa//31%// 
P02720 

C-NT2RP3003831//Homo sapiens ENDOGL-1 (alias ENGL-a) mRNA for endonuclease G-like protein-1 , complete 
cds.//2.2e-31 6//1 436bp//99%//AB020523 
30 C-NT2RP3003846//Homo sapiens mRNA for putative phospholipase, complete cds.//4.80E-277//1255bp//99%// 

AB019435 

C-NT2RP3003876//Rattus norvegicus Rabin3 mRNA, complete cds7/4.50E-147//874bp//87%//U 19181 
C-NT2RP3003914//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1.-) 
(DUGT) J/2 .20 E-20//76aa//64%//Q09332 
35 C-NT2RP3003918//Homo sapiens VAMP-associated protein B (VAP-B) mRNA, complete cds.//0//2191bp//99%// 

AF086628 

C-NT2RP3004013//M. musculus Spnr mRNA for RNA binding protein 7/6.50E-240//1 21 5bp//94%//X84692 
C-NT2RP300401 6//TRANSCRIPTION INTERMEDIARY FACTOR 1 -BETA (NUCLEAR COREPRESSOR KAP-1) 
(KRAB-ASSOCJATED PROTEIN 1)7/1 .50 E-17//226aa//26%//Q 13263 
40 C-NT2RP3004078//H.sapiens HRFX2 mRNAY/0//1 806bp//99%//X76091 

C-NT2RP3004125//Mus musculus zinc finger protein splice variant FIZ1-B (Fiz1) mRNA, complete cds.//4.60E- 
229//1 560bp//78%//AF1 26747 

C-NT2RP30041 48//GLUCOAM YLAS E S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)y/7.90E-05//271 aa//22%//P08640 
45 C-NT2RP3004155//Homo sapiens COQ7 protein mRNA, complete cds.//1 .10E-179//823bp//100V/AF098948 

C-NT2RP3004189//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//1 . 30 E-14//242aa//24%//Q 00808 
C-NT2RP3004206//CROOKED NECK PROTEIN.//1 . 40 E-220//567aa//67%//P 17886 

C-NT2RP3004207//Homo sapiens mRNA for type I transmembrane receptor (psk-1 gene).//0//2445bp//100%// 
AJ245820 

50 C-NT2RP3004209//Homo sapiens ubiquitin processing protease (Ubp-M) mRNA, complete cds.//0//2320bp// 

99%//AF1 26736 

C-NT2RP3004242//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 
CIOGENITAL DYSPLASIA PROTEIN HOMOLOG)y/4.70E-13//118aa//33%//P52734 
C-NT2RP3004258//Homo sapiens ZIS1 mRNA, complete cds.//0//1861bp//99%//AF065391 
55 C-NT2RP3004262//Homo sapiens heat shock protein hsp40-3 mRNA, complete cds.//2.40E-248//1 1 26bp//1 00%// 

AF088982 

C-NT2RP3004282//Homo sapiens torsinA (DYT1) mRNA, complete cds.//5.10E-24//597bp//61%//AF007871 
C-NT2RP3004348//R.norvegicus mRNA for cytosolic resiniferatoxin-binding protein.//1.10E-185//1130bp//82%// 
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X67877 

C-NT2RP3004378//Drosophila melanogaster separation anxiety protein (san) mRNA, complete cds 7/3.90 E-3 8// 
462bp//70%//AF225902 

C-NT2RP3004424//Homo sapiens mRNA for stromal antigen 3 (STAG3 gene) V/1 .00E-66//364bp//93%//AJ007798 
5 C-NT2RP3004428//CHROMODOMAIN HELICASE-DNA-BINDING PROTEIN 4 (CHD-4) (MI-2 AUTOANTIGEN 

218 KD PROTEIN) (MI2-BETA).//5.20E-09//212aa//25%//Q 14839 
C-NT2RP3004472//GERM CELL-LESS PROTEIN7/1 .60E-61//1 70aa//40%//Q01 820 

C-NT2RP3004480//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS35.//3.30E-113//466aa// 
42%//P34110 

10 C-NT2RP3004490//Homo sapiens mRNA for Musashi, complete cds 74.00 E-303//1 385bp//99%//AB0 12851 

C-NT2RP3004498//Mus muscuius ROSA 26 transcription AS ROSA26AS mRNA, complete cds7/2.00E-249// 
1777bp//80%//U83176 

C-NT2RP3004504//M.musculus mRNA for CPEB protein.//1 .90E-295//893bp//92%//Y08260 
C-NT2RP3004507//MOB1 PROTEIN (MPS1 BINDER 1) 7/3.70 E-37//1 90aa//39%//P40484 
is C-NT2RP3004534//Mouse oncogene (ect2) mRNA, complete cds7/0//2075bp//87%//LH3l6 

C-NT2RP3004544//THYROID RECEPTOR INTERACTING PROTEIN 10 (TRIP10) (FRAGMENT) 7/1 .OOE-22// 
1.3aa//53%//Q 15642 

C-NT2RP3004566//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/1 .20E-95//434aa//43%// 
P51523 

20 C-NT2RP3004569//ANKYRIN, BRAIN VARIANT 1 (ANKYRIN B) (ANKYRIN, NONERYTHROID)7/3.80E-08// 

150aa//28%.//Q01484 

C-NT2RP3004572//Homo sapiens TATA binding protein associated factor (TAFII150) mRNA, complete cds.//0// 
1853bp//99%//AF040701 

C-NT2RP3004578//MYOSIN HEAVY CHAIN, CLONE 203 (FRAGMENT)7/5.50E-12//396aa//23%//P39922 
25 C-NT2RP3004594//Homo sapiens mRNA for AND-1 protein7/0//1 807bp//99%//AJ006266 

C-NT2RP300461 7//ZINC-BINDING PROTEIN A33 7/7.20 E-75//464aa//35%//Q02084 

C-NT2RP3004618//Homo sapiens putative RNA-binding protein Q99 mRNA, complete cds.//0//3972bp//98%// 
AF093097 

C-NT2RP3004669//ETHANOLAMINE KINASE (EC 2.7.1 .82) (EASILY SHOCKED PROTEIN)7/1 .70E-72//254aa// 
30 45%//P54352 

C-NT2RP3004670//Homo sapiens GN6ST mRNA for N-acetylglucosamine-6-O-sulfotransferas e (GlcNAc6ST), 
complete cds7/0//2393bp//99%//AB01 4679 

C-NT2RP4000008//CHLORINE CHANNEL PROTEIN P647/2.60E-98//239aa//64%//P35526 
C-NT2RP4000051//SYNAPTONEMAL COMPLEX PROTEIN SC65.//4.90E-51//335aa//37%//Q64375 
35 C-NT2RP4000078//Homo sapiens mRNA for NS1 -binding protein (NS1 -BP).//0//21 60bp//99%//AJ01 2449 

C-NT2RP4000109//Homo sapiens mRNA for MEGF5, partial cdS.//0//2161bp//99%//AB011538 
C-NT2RP40001 11 //CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 1 00 KD SUBUNIT (CPSF 1 00 
KD SUBUNIT).//0//728aa//99%//Ql0568 

C-NT2RP4000129//Xenopus laevis F-box protein 28 (Fbx28) mRNA, partial Cds.//1 .40E-28//296bp//75%// 
40 AF1 76667 

C-NT2RP4000147//Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, com- 
plete CdS.//4.30E-1 88//1 543bp//78%//U35776 

C-NT2RP4000210//PAIRED AM PHI PATH IC HELIX PROTEIN7/1 .00E-71//396aa//36%//P22579 
C-NT2RP4000212//ATRIAL GLAND-SPECIFIC ANTIGEN PRECURSOR (AGSA).//5.90E-15//104aa//40%// 
45 P15287 

C-NT2RP4000243//Homo sapiens mRNA for cartilage-associated protein (CASP)7/0//1932bp//99%//AJ006470 
C-NT2RP4000246//NPC DERIVED PROLINE RICH PROTEIN 1 (NDPP-1).//2.70E-84//208aa//76%//Q03173 
C-NT2RP4000259//GLUTATH ION E PEROXIDASES (EC 1 .11 .1 .9)7/5.50E-29//1 53aa//43%//023968 
C-NT2 R P4000290//H YPOTH ETIC AL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME 1 7/3. 50 E -297// 
50 1024aa//55%//P87115 

C-NT2RP4000312//ADENYLATE CYCLASE (EC 4.6.1 .1) (ATP PYROPHOSPHATE- LYASE) (ADENYLYLCYCLA- 
SE).//1 .50E-26//237aa//28%//Q01 631 

C-NT2RP4000323//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN)7/3.00E-07//101aa// 
32%//P26372 

55 C-NT2RP4000367//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds7/0// 

4782bp//99%//AF0441 95 

C-NT2RP4000370//MITOCHONDRIAL PEPTIDE CHAIN RELEASE FACTOR 1 PRECURSOR (MRF-1 )7/2.60E- 
77//262aa//54%//O75570 
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C-NT2RP4000376//Horno sapiens mRNA for phospholipase A2 activating protein 7/0//2412bp//99%//AJ238243 
C-NT2RP4000398//ZINC FINGER PROTEIN 1407/2.90E-110//435aa//50%//P52738 

C-NT2RP4000415//Drosophila melanogaster fumble (fumble) mRNA, complete cds.//6.20E-19//902bp//57%// 
AF221546 

5 C-NT2RP400041 7//MANNOSYL-OLIGOSACCHARIDE ALPHA-1 ,2-MANNOSIDASE (EC 3.2.1 .1 1 3)(MAN(9)-AL- 

PHA-MANNOSIDASE)(FRAGMENT).//2.60E-51//438aa//33%//P45701 

C-NT2RP4000449//Homo sapiens sirtuin type 1 (SIRT1) mRNA, complete cds7/0//3143bp//99%//AF083106 
C-NT2RP4000455//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICP0.//3.00E-07//175aa//27%//P09309 
C-NT2RP4000457//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 15 (EC 3.1.2.15) (UBIQUITIN THI- 
10 OLESTERASE 15) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 15)(DEUBIQU1TINATING ENZYME 15).// 

2.50E-37//291 aa//38%//P501 01 

C-NT2RP4000481 //ATP -DEPENDENT RNA HELICASE DOB1 (MRNA TRANSPORT REGULATOR MTR4).// 
1 .90E-67//721 aa//29%//Q09475 

C-NT2RP4000498//MOB1 PROTEIN (MPS1 BINDER 1)7/8.80E-50//214aa//50%//P40484 
15 C-NT2RP400051 8//ATP-DEPENDENT RNA HELICASE ROK1 .//1 .50E-106//495aa//45%//P45818 

C-NT2RP4000524//MUS musculus Sec8 mRNA, complete CdS.//0//3131bp//87%//AF022962 
C-NT2RP4000528//NPL4 PROTEIN.//9.80E-86//515aa//37%//P33755 
C-NT2RP4000556//SUR4 PROTEIN (SRE1 PROTEIN).//7.40E-14//233aa//31%//P40319 
C-NT2RP4000614//Homo sapiens TLS-associated protein TASR-2 mRNA, complete cds.//2.90E-188//863bp// 
20 99%//AF067730 

C-NT2RP4000648//TRANS- ACTING TRANSCRIPTIONAL PROTEIN ICP0.//3.70E-07//175aa//27%//P09309 
C-NT2RP4000657//SPORE COAT POLYSACCHARIDE BIOSYNTHESIS PROTEIN SPSE.//1 .10E-32//350aa// 
30%//P39625 

C-NT2RP400071 3//HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X.//1 .10E-13//295aa// 
25 27%//Q11073 

C-NT2RP4000724//RETROVIRUS-RELATED ENV POLYPROTEIN7/3.20E-191//199aa//78%//P10267 
C-NT2RP4000737//Mus musculus F-bOx protein FBL10 mRNA, partial cds.//4.60E-250//1462bp//84%//AF 176524 
C-NT2RP4000781 //HYPOTHETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC REGION.// 
0.000000032//67aa//31 %//P5391 5 

30 C-NT2RP400081 7//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN1 ,4-ALPHA- GLUCOSI- 

DASE) (1 ,4-ALPHA-D-GLUCAN GLUCO HYDROLASE) 7/9. 80 E-11//503aa//23%//P08640 
C-NT2RP4000837//Homo sapiens mRNA for zinc finger protein SALL1 7/4.30E-94//810bp//65%//Y 18265 
C-NT2RP4000839//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/8. 50 E-21//271 aa//28%//Q 00808 
C-NT2RP4000855//AMINOPEPTIDASE B (EC 3.4.11.6) (ARGINYL AMINOPEPTIDASE)(ARGININE AMI- 

35 NOPEPTIDASE) (CYTOSOL AMINOPEPTIDASE IV) (AP-B).//5.70E-82//324aa//48%//O09175 

C-NT2RP4000865//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//4.10E-85//174aa//55%//P16415 
C-NT2RP4000878//MYELOID UPREGULATED PROTEIN.//6.20E-91//173aa//87%//O35682 
C-NT2RP4000879//UBIQUITIN-ACTIVATING ENZYME El (A1S9 PROTEIN).//9.60E-96//513aa//42%//P22314 
C-NT2RP4000907//Mouse NLRR-1 mRNA for leucine-rich-repeat protein, complete cds.//0//2127bp//86%// 

40 D45913 

C-NT2RP4000925//FIBROMODUUN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN).//2.60E-26// 
227aa//36%//Q06828 

C-NT2RP4000927//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB-1) (DEUBIQUITINATING EN- 
45 ZYME 1 )Jh .50E-76//346aa//43%//Q61 068 

C-NT2RP4000928//Homo sapiens mRNA for CDS2 protein.//0//2487bp//99%//Y1 6521 

C-NT2RP4000929//PUTATIVE ATP-DEPENDENT RNA HEUCASE MJ1505.//1 .40E-07//185aa//25%//Q58900 
C-NT2RP4000973//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1)7/1 .40E-26// 
90aa//42%//P38660 

50 C-NT2RP4000979//Homo sapiens putative HIV-1 infection related protein mRNA, partial cds7/2.30E-81//389bp// 

100%//AF094583 

C-NT2RP4000989//UNC-47 PROTEIN 7/8.20 E-06//1 73aa//25%//P34579 

C-NT2RP4000997//DNA-DIRECTED RNA POLYMERASE 1135 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 
POLYMERASE I SUBUNIT 2) (RPA135)7/0//838aa//87%//P70700 
55 C-NT2RP4001 004//VACUOLAR PROTEIN 87/3.70E-1 6//401 aa//26%//P39968 

C-NT2RP4001010//Rattus norvegicus PSD-95/SAP90-associated protein-4 mRNA, complete cds7/3.50E-257// 
1377bp//91%//U67140 

C-NT2RP4001029//Homo sapiens transcription factor LBP-1b (LBP-1) mRNA, complete cds7/0//2002bp//98%// 
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AF1 98487 

C-NT2RP4001 041 //PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6.1 .1 .4) (LEUCINE-TRNA LIGASE)//1 .50E- 
92//443aa//44%//Q09996 

C-NT2RP4001 064//SYNAPTONEMAL COMPLEX PROTEIN SC65.//6.70E-51//335aa//37%//Q64375 
5 C-NT2RP4001079//CALCIUM-TRANSPORTING ATPASE 1 (EC 3.6.1 .38) (GOLGI CA2 + -ATPASE)7/1 .30E-123// 

563aa//46%//P 13586 

C-NT2RP4001080//Homo sapiens mRNAfor Rod1, complete cds7/0//1439bp//99%//AB023967 
C-NT2RP4001086//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 
2.30E-07//474aa//22%//P1 2036 
10 C-NT2RP4001095//DOUBLE-STRANDED RNA-SPECIFIC EDITASE 1 (EC 3.5.-.-) (DSRNA ADENOSINE DEAM- 

INASE) (RNA EDITING ENZYME 1 )7/2. 60 E-17//1 21 aa//36%//P5 1400 

C-NT2RP4001117//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//1 .90E-1 1 5//224aa//1 00%// 
P38378 

C-NT2RP4001122/mPD PROTEIN.//1 .40E-65//253aa7/41%//0 15736 
15 C-NT2RP4001126/nTRICHOHYALIN.//2.90E-18//380aa//26%//Q07283 

C-NT2RP4001143//SUCCINYL-DIAMINOPIMELATE DESUCCINYLASE (EC 3.5.1.18) (SDAP).//2.10E-07// 
93aa//33%//P44514 

C-NT2RP40011 48//SOF1 PROTEIN.//1 .30E-104//236aa//52%//P33750 

C-NT2RP4001149//Homo sapiens cleft lip and palate transmembrane protein 1 (CLPTM1) mRNA, complete cds.// 
20 4.40E-1 87//731 bp//1 00%//AF037339 

C-NT2RP4001150//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (NR-CAM) (BRAVO).// 
3.40E-29//385aa//29%//P35331 

C-NT2RP4001174//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT).// 
4.70E-29//227aa//35%//P521 78 
25 C-NT2RP4001206//Drosophila melanogaster strawberry notch (sno) mRNA, complete cds.//4.40E-104//l460bp// 

65%//U95760 

C-NT2RP4001207//Homo sapiens Ran binding protein 11 mRNA, complete cds7/0//2940bp//99%//AFllH09 
C-NT2RP4001213//ZINC FINGER PROTEIN 184 (FRAGMENT).//5.70E-141//511aa//43%//Q99676 
C-NT2RP4001219//PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR (EC 5.3.4.1) 7/6. 20 E-27// 
30 90aa//42%//P38660 

C-NT2RP4001228//RING CANAL PROTEIN (KELCH PROTEIN)7/1 .80E-103//508aa//43%//Q04652 
C-NT2RP4001 256//Homo sapiens mRNA for gamma tubulin ring complex protein (76p gene).//0//2006bp//1 00%// 
AJ249677 

C-NT2RP4001260//Homo sapiens F-box protein Fbx21 (FBX21) mRNA, complete cds.//0//1866bp//100%// 
35 AF1 74601 

C-NT2RP4001274//Human transporter protein (g17) mRNA, complete cds.//4.40E-58//1196bp//61%//U49082 
C-NT2RP4001276//TRICHOHYALIN7/7.90E-09//126aa//32%//Q07283 

C-NT2RP4001 31 3//MITOCHONDRIAL IMPORT RECEPTOR SUBUNITTOM40 (MOM38 PROTEIN) (TRANSLO- 
CASE OF OUTER MEMBRANE 40 KD SUBUNIT).//5.90E-17//296aa//29%//P24391 
40 C-NT2RP4001 31 5//Bos taurus mRNA for Rab5 GDP/GTP exchange factor, Rabex5.//8.50E-21 3//1 1 29bp//92%// 

AJ001119 

C-NT2RP4001336//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE PROTEIN.//0.000016// 
186aa//29%//O24076 

C-NT2RP4001339//Homo sapiens mRNAfor AMMERC1 protein.//9.20E-160//736bp//99%//AJ007014 
45 C-NT2RP4001345//Homo sapiens mRNA for LCAT-like lysophospholipase (LLPL), complete cds.//2.7e-310// 

1 400bp//1 00%//AB01 7494 

C-NT2RP4001351//Human ovarian cancer down regulated myosin heavy chain homolog (Doc1) mRNA, complete 
CdS.//1.40E-58//2425bp//59%//U53445 

C-NT2RP4001372//IR REGULAR CHIASM C-ROUGHEST PROTEIN PRECURSOR (IRREC PROTEIN)7/1 .60E- 
50 1 9//222aa//30%//Q08 1 80 

C-NT2RP4001375//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1.112) (TYROSINE- PRO- 
TEIN KINASE 1).//9.20E-17//146aa//35%//P1 81 60 

C-NT2RP4001 379//HYPOTHETICAL 49.1 KD PROTEIN C11D3.06 IN CHROMOSOME l.//2.00E-53//436aa// 
30%//Q10085 

55 C-NT2RP4001 389//KESIPROTEIN.//1 .70E-31//342aa//34%//P35844 

C-NT2RP4001407//TRICHOHYALINy/1.90E-05//298aa//21%//P22793 
C-NT2RP4001414//SEPTIN 2 HOMOLOG (FRAGMENT) 7/7.70 E-190//422aa//82%//Q 141 41 
C-NT2RP4001433//ZINC FINGER PROTEIN 184 ( FRAGMENT) 7/1. 20 E-138//419aa//54%//Q99676 
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C-NT2RP4001474//Xenopus laevis putative Zic3 binding protein mRNA, complete cdsJ/2.70E-66//738bp//71%// 
AF129131 

C-NT2RP4001483//2-OXOGLUTARATE DEHYDROGENASE El COMPONENT PRECURSOR (EC 1.2.4.2) (AL- 
PHAS ETOGLU TAR ATE DEHYDROGENASE).//0//962aa//78%//Q0221 8 
5 C-NT2RP4001498//ANKYRIN REPEAT-CONTAINING PROTEIN AKR1 7/1 .00E-27//374aa//29%//P39010 

C-NT2RP4001529//Homo sapiens transcription factor LBP-1b (LBP-1) mRNA, complete cds.//0//2002bp//98%// 
AF1 98487 

C-NT2RP4001 547//HYPOTHETICAL 45.0 KD PROTEIN IN NOT1/CDC39-HMR INTERGENIC REGION.//5.70E- 
54//242aa//38%//P25656 

10 C-NT2RP4001551//Homo sapiens chromatin-specific transcription elongation factor FACT 140 kDa subunit mR- 

NA, complete cds.//0//3202bp//99%//AF1 52961 

C-NT2RP4001555//PUTATIVE ENDONUCLEASE VIII (EC 3.2.-.-).//4.70E-09//21 6aa//24%//P96902 
C-NT2RP4001567//ARMADILLO SEGMENT POLARITY PROTEIN.//5.40E-07//213aa//26%//Q02453 
C-NT2RP4001568//ZINC FINGER PROTEIN GCS1 7/1 .80E-1 0//1 09aa//36%//P351 97 
15 C-NT2RP4001574//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-COP) .//0//874aa// 

96%//P53620 

C-NT2RP4001575//Rattus norvegiqus mRNA for ARE1 prote in 7/0//1 087bp//87%//AJ2 23830 
C-NT2RP4001 592//ISOLEUCYL-TRNA SYNTHETASE (EC 6.1.1.5) (ISOLEUCINE--TRNA LIGASE) (ILERS).// 
1 .70E-141//373aa7/47%//P73505 
. 20 C-NT2RP4001 634//CENTROM ERIC PROTEIN E (CENP-E PROTEIN).//2.80E-14//652aa//22%//Q02224 

C-NT2RP4001638//DNA REPAIR/TRANSCRIPTION PROTEIN MET1 8/MMS1 97/5.1 0E-46//234aa//32%// 
P40469 

C-NT2RP4001644//MYOSIN UGHT CHAIN KINASE (EC 2.7.1.117) (MLCK)7/6.40E--19//111aa//45%//P25323 
C-NT2RP4001656/A/ACUOLAR BIOGENESIS PROTEIN END1 (PEP5 PROTEIN).//1 .10E-45//310aa//27%// 
25 p 12868 

C-NT2RP4001 696//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD SUBUNIT (CPSF 
100 KD SUBUNIT)7/4.00E-10//243aa//25%//Q10568 

C-NT2RP4001725//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT7/3.00E-10//128aa//32%// 
Q 10282 

30 C-NT2RP4001730//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1 .-) 

(DUGT)7/6.40E-1 70//1 1 68aa//33%//Q09332 

C-NT2RP4001753//2INC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/3.90E-236//665aa//58%// 
P51523 

C-NT2RP4001760//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 
35 CIOGENITAL DYSPLASIA PROTEIN)7/4.10E-16//263aa//27%//P98174 

C-NT2RP4001 790//Homo sapiens zinc finger protein ZFP-95 (ZFP95) mRNA, alternatively spliced, complete cds.// 
0//3053bp//99%//AF1 70025 

C-NT2RP4001 822//PLATELET- ENDOTHELIAL TETRASPAN ANTIGEN 3 (PETA-3) (GP27) (MEMBRANE GLYC- 
OPROTEIN SFA-1) (CD151 ANTIGEN)7/1.20E-30//241aa//30%//O35566 
40 C - NT2 R P40 0 1 823//M I C RO Fl BR I L- ASSOC I ATE D GLYCOPROTEIN 47/1 .10E-19//77aa//54%//P55083 

C-NT2RP4001838//Homo sapiens CoREST protein (COREST) mRNA, complete cds7/6.30E-99//555bp//73%// 
AF1 55595 

C-NT2RP4001849//SH3-BINDING PROTEIN 3BP-1 7/1 .40E-85//489aa//43%//P55194 
C-NT2RP4001 861/HTUCHOHYALIN.//1 .00E-35//307aa//34%//P37709 

45 C-NT2RP4001 896//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/1 .40E-08//345aa7/25%//Q00808 

C-NT2RP4001927//MICROTUBULE-ASSOCIATED PROTEIN YTM1 7/1 .30E-38//258aa//32%//Q 12024 
C-NT2RP4001 938//TRANSCRIPTIONAL REPRESSOR CTCF7/9.80E-60//303aa//38%//P497 11 
C-NT2RP4001946//PROTEIN-L-ISOASPARTATE O-METHYLTRANSFERASE (EC 2.1.1.77) (PROTEIN- BETA- 
ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEIN L-ISOASPARTYL METHYLTRANSFERASE) (L-ISO- 

50 ASPARTYL PROTEIN CARBOXYL METHYLTRANSFERASE) 7/1 .50E-13//21 1 aa//28%//Q43209 

C-NT2RP4001950//GLUTAMIC ACID-RICH PROTEIN P R EC U R SO R7/1 .20 E- 1 3//3 56aa//27%//P 13816 
C-NT2RP4001966//MUS musculus ODZ3 (Odz3) mRNA, partial cdS.//0//3203bp//87%//AF195418 
C-NT2RP4001975//Homo sapiens golgi membrane protein GP73 mRNA, complete cds.//0//3024bp//99%// 
AF236056 

55 C-NT2RP400201 8//RING CANAL PROTEIN (KELCH PROTEIN)7/6.90E-24//370aa//27%//Q04652 

C-NT2RP4002047//GTP-BINDING PROTEIN LEPA.//1 .50E-168//601aa//52%//O67618 

C-NT2RP4002058//PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE (DEAH BOX PROTEIN 13)// 
1 .00E-1 37//679aa//40%//O431 43 
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C-NT2RP4002078//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//3.00E-150//722aa// 
39%//Q05481 

C-NT2RP4002081 //TRANSCRIPTION INITIATION FACTOR MA ALPHA AND BETA CHAINS (TFIIA P35 AND PI 
9 SUBUNITS) (TFIIA-42) (TFIIAL).//6.70E-06//250aa//31%//P52655 
5 C-NT2RP4002408//PROTEIN KINASE CEK1 (EC 2.7.1 .-)7/1 ,50E-63//159aa//53%//P38938 

C-NT2RP4002791//NUCLEOPROTEINTPRy/6.50E-05//659aa//23%//P12270 
C-NT2RP5003461//RLR1 PROTEIN.//9.70E-22//177aa//27%//P53552 

C-NT2RP5003477//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/5.50E-1 5//280aa//27%//Q00808 
C-NT2RP5003500//Mus musculus mRNA for heparan sulfate 6-sulfotransferase 2, complete cds7/1.30E-237// 
10 820bp//87%//AB024565 

C-NT2RP5003506//Homo sapiens putative G protein-coupled receptor (RAIG1) mRNA, complete cdsV/O// 
2289bp//99%//AF095448 

C-NT2RP5003522//NADPH-CYTOCHROME P450 REDUCTASE (EC 1.6.2.4) (CPR).//3.30E-23//219aa//40%// 
P37116 

15 C-OVARC1000001//Homo sapiens mRNA for actin binding protein ABP620, complete cds.//7.00E-217//683bp// 

99%//AB029290 

C-OVARC1000006//HISTONEH2A.iy/1.10E-55//117aa//99%//P02262 

C-OVARC1 00001 3//APOPTOTIC PROTEASE ACTIVATING FACTOR 1 (APAF-1 )7/4.20E-06//102aa//32%// 
014727 

20 C-OVARC1000014//Homo sapiens GLE1 (GLE1) mRNA, complete cdsJ/2.60E-295//1393bp//97%//AF058922 

C-OVARC1 000060//EXTRACELLULAR RIBONUCLEASE LE PRECURSOR (EC 3.1.27.1) (RNASE LE).//3.20E- 
07//60aa//45 %//P80022 

C-OVARC1000071//Homo sapiens NTF2-related export protein NXT1 (NXT1) mRNA, complete cds.//1.50E-47// 
727bp//67%//AF1 56957 

25 C-OVARC1000085//Human mRNA for proteasome subunit HC5.//1.00E-151//699bp//100%//D00761 

C-OVARC1000087//HISTONEMACRO-H2A.1.//1 .60E-12//174aa//26%//Q02874 

C-OVARC1000091//HOST CELL FACTOR C1 (HCF) (VP16 ACCESSORY PROTEIN) (HFC1) (VCAF) (CFF).// 
8.40E-14//259aa//30%//P51610 

C-OVARC1000106//TROPOMYOSIN 1, FUSION PROTEIN 337/0.000032//165aa//27%//P49455 
30 C-OVARC1000139//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1.2.15) (UBIQUITIN THI- 

OLESTERASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUITINATING ENZYME 4) 
(UBIQUITOUS NUCLEAR PROTEIN HOMOLOG)7/2.70E-12//120aa//32%//O13107 

C-OVARC1 0001 51//Homo sapiens partial mRNA for putative protein p38 interacting with transcription factor Spl.// 
2.50E-95//461 bp//98%//AJ242975 
35 C-OVARC1 000209//Oryza sativa submergence induced protein 2A mRNA, complete cds.//1 .80E-32//51 1 bp//65%// 

AF068332 

C-OVARC1000241//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INTERACTING PROTEIN) 
(MEMBER OF PAS PROTEIN 1) (MOP1) (HIF1 ALPHA).//8.20E-120//351aa//54%//Q16665 
C-OVARC1000288//VACUOLAR AMINOPEPTIDASE I PRECURSOR (EC 3.4.11.22) (POLYPEPTIDASE)(LEU- 
40 CINE AMINOPEPTIDASE IV) (LAPIV) (AMINOPEPTIDASE lll)(AMINOPEPTIDASE YSC 1)7/5.40 E-53//384aa// 

30%//P 14904 

C-OVARC1000304//PROTEIN MOV-107/1 .10E-249//519aa//87%//P23249 
C-OVARC1000309//THREONINE SYNTHASE (EC 4.2.99.2). 112. 70 E-40//1 54aa//38%//P29363 
C-OVARC1000326//Rattus norvegicus lamina-associated polypeptide 1C (LAP1C) mRNA, complete cds.//9.20E- 
45 1 48//787bp//76%//U 19614 

C-OVARC1 000335//HYPOTHETICAL 39.3 KD PROTEIN IN GCN4-WBP1 INTERGENIC REGION.//5.90E-14// 
200aa//27%//P40004 

C-OVARC1 000437//TENSIN.//7.90E-1 81//340aa//84%//Q04205 

C-OVARC1000465//PROTEIN TRANSPORT PROTEIN SEC7y/1.20E-25//227aa//25%//P11075 
50 C-OVARC1000473//DUAL SPECIFICITY PROTEIN PHOSPHATASE 3 (EC 3.1.3.48) (EC 3.1.3.16) (DUAL SPE- 

CIFICITY PROTEIN PHOSPHATASE VH R) 7/3. 10E-10//125aa//35%//P5 1452 
C-OVARC1000479//Rattus norvegicus mRNA for TIP120, complete cds.//0//1872bp//89%//D87671 
C-OVARC1000520//Homo sapiens supervillin mRNA, complete cds7/2.20E-157//892bp//91%//AF05l850 
C-OVARC1000556//RIBOSOMAL PROTEIN S6 KINASE II ALPHA 2 (EC 2.7.1 .-) (S6KII-ALPHA 2) (P90-RSK 2) 
55 (RIBOSOMAL S6 KINASE 3) (RSK3) ( P P90 RSK3) 7/3. 30 E-67//132aa//95%//Q 15349 

C-OVARC1000564//Homo sapiens sorting nexin 5 (SNX5) mRNA, complete cds.//1 .0e-3l0//l440bp//98%// 
AF121855 

C-OVARC1 000649//Human squamous cell carcinama of esophagus mRNA for GRB-7 SH2 domain protein, com- 
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plete cds.//0//1 81 2bp//98%//D43772 

C-OVARC1000679//Homo sapiens myosin-IXa mRNA, complete cds.//0//808bp//99%//AF1 17888 
C-0VARC1 000682//PROCESSING ALPHA- 1 ,2-MANNOSIDASE (EC 3.2.1 .-) (ALPHA- 1 ,2-MANNOSIDASE 1 B).// 
1 .1 0E-209//293aa//95%//P39098 
5 C-OVARC1000722//Homo sapiens chromosome 1q2Mq23 beta- 1 ,4-galactosy transferase mRNA, complete 

cds.//0//759bp//98%//AF038661 

C-OVARC 1 000746//M ATE RN AL EFFECT PROTEIN STAU FEN 7/0. 00000001 7//78aa//48%//P25 159 
C-OVARC1000751//PROBABLE PROTEIN PHOSPHATASE 2C T23F11.1 (EC 3.1.3.16) (P P2C) 7/5.60 E- 11// 
74aa//37%//P49596 

10 C-OVARC 1 000771 //RAS- RELATED PROTEIN RAB-27/1,10E-46//121aa//79%//P08886 

C-OVARC1000800//MITOCHONDRIAL STRESS-70 PROTEIN PRECURSOR (75 KD GLUCOSE REGULATED 
PROTEIN) (GRP 75)7/3.90E-46//78aa//98%//O35501 

C-OVARC 1 000834//Homo sapiens mRNA for atopy related autoantigen CALC.//2.80E-258//1 1 83bp//99%//Y1 771 1 
C-OVARC1000846//NUCLEOLIN (PROTEIN C23).//0.0000097//1 09aa//30%//P08199 

is C-OVARC 1 000850//Homo sapiens PB39 mRNA, complete cds.//0//2095bp//99%//AF045584 

C-OVARC1000862//M.musculus mRNA for FT1 7/5.90E-226//1498bp//81%//Z67963 
C-OVARC1000876//MOB1 PROTEIN (MPS1 BINDER 1)7/2.20E-50//206aa//52%//P40484 
C-OVARC1000885//OXIDOREDUCTASE UCPA (EC 1 .-.-.-)7/1 .30E-32//1 70aa//34%//P37440 
C-OVARC1 00091 5//Homo sapiens histone deacetylase 5 mRNA, complete cds.//1.60E-121//591bp//97%// 

20 AF1 32608 

C-OVARC1000936//COAT PROTEIN GP37 (ENV PROTEIN GP37)7/0.0000054//135aa//28%//P03398 
C-OVARC1000937//S-PHASE ENTRY CYCLIN 67/4.90E-10//61aabp//49%//P32943 

C-OVARC 1 000945//Rattus norvegicus mRNA for atypical PKC specific binding protein, complete cds.//0//1 961 bp// 
82%//AB005549 

25 C-OVARC1 000959//HYPOTHETICAL PROTEIN MJ09337/1 .20E-1 7//127aa//33%//Q58343 

C-OVARC1000999//ANKYR1N HOMOLOG PRECURSOR7/4.10E-11//189aa//32%//Q06527 
C-OVARC1001034//Mus musculus Fn54 mRNA, partial cds7/1.50E-178//1113bp//86%//AF001533 
C-OVARC1001038//Homo sapiens mRNA for Ariadne-2 protein 7/0//1 1 72bp//97%//AJ 130978 
C-OVARC1001051//EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN 

30 EPS15) (AF-1 P PROTEIN)7/1 .10E-08//216aa//23%//P42566 

C-OVARC1001055//PRE-B CELL ENHANCING FACTOR PRECURSORS7/1 .90E-35//76aa//98%//P43490 
C-OVARC1001065//Homo sapiens CGI-12 protein mRNA, complete cds7/1.00E-215//1027bp//98%//AF1 32946 
C-OVARC1001068//Homo sapiens Era GTPase A protein (HERA-A) mRNA, partial cds.//0//1819bp//99%// 
AF082657 

35 C-OVARC1001092//Homo sapiens mRNA for JM5 protein, complete CDS (clone IMAGE 53337, 

LLNLC110F1857Q7 (RZPD Berlin) and LLNLC110G0913Q7 (RZPD Be rlin))-//2. 00 E-214//769bp//97%//AJ 005897 
C-OVARC1001107//Homo sapiens protein methyltransferase (JBP1) mRNA, complete cds.//6.l0E-276//594bp// 
98%//AF1 67572 

C-OVARC1001113//Homo sapiens diaphanous 1 (HDIA1) mRNA, complete cds.//5.le-3l0//l588bp//93%// 
40 AF051782 

C-OVARC1001154//Homo sapiens clone 24720 epithelin 1 and 2 mRNA, complete cds.//2.30E-296//1561bp// 
93%//AF055008 

C-OVARC1 001 1 71//Homo sapiens translation initiation factor 3 47 kDa subunit mRNA, complete cds7/5.70E-1 51// 
436bp//92V/U94855 

45 C-OVARC1001180//UBIQUITIN-LIKE PROTEIN DSK27/1 .10E-11//221aa//25%//P48510 

C-OVARC1001200//Mus musculus mRNA for HS1 binding protein 37/5.80E-88//658bp//80%//AJ132192 
C-OVARC1001232//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD SUBUNIT (CPSF 
100 KD SUBUNlT)7/5.10E-22//83aa//37%//Q10568 

C-OVARC1 001 244//H. sapiens mRNA for Drosophila female sterile homeotic (FSH) homologue.//0//l 467bp//99%// 
50 X62083 

C-OVARC1001271//NUCLEOLAR TRANSCRIPTION FACTOR 1 (UPSTREAM BINDING FACTOR 1) (UBF-1).// 
0.000001 4//224aa//26%//P25976 

C-OVARC1001306//N-MYC PROTO-ONCOGENE P ROTE IN 7/0. 00000 073//247aa//27%//P 18444 
C-OVARC1001342//40S RIBOSOMAL PROTEIN S8.//1 .40E-110//207aa//99%//P09058 
55 C-OVARC1001372//Homo sapiens Iiprin-alpha4 mRNA, partial cds7/2.00E-252//1146bp//99%//AF034801 

C-OVARC1001381//Homo sapiens mRNA for candidate tumor suppressor involved in B-CLL7/6.00E-148//683bp// 
99%//AJ224819 

C-OVARC1001417//Homo sapiens thyroid hormone receptor-associated protein complex component TRAP170 
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mRNA, complete cds.//0//1 71 5bp//99%//AF1 35802 

C-OVARC1001419//Homo sapiens GOK (STIM1) mRNA, complete cds.//4.90E-48//586bp//69%//U52426 
C-OVARC1001436//ENL PROTEIN7/0.00000009//81aa//39%//Q03111 

C-OVARC1001476//Mus musculus YGR163w mRNA homologue, complete cds.//1.80E-187//510bp//89%// 
5 AB017616 

C-OVARC1001496//Homo sapiens C-terminal binding protein 2 mRNA, complete cds.//0//1876bp//98%// 
AF016507 

C-OVARC1001506//POLYCYSTIN PRECURSOR (AUTOSOMAL DOMINANT POLYCYSTIC KIDNEY DISEASE 
PROTEIN 1)7/0//777aa//91%//P98161 
10 C-OVARC 1 00 1 555//NGG 1 -I NTE RACTI NG FACTOR 3.//4.40E-19//130aa//40%//P53081 

C-OVARC1001577//Homo sapiens SRp46 splicing factor transcribed retropseudogene.//0//1167bp//100%// 
AF031165 

C-OVARC1001610//Homo sapiens choline/ethanolaminephosphotransferase (CEPT1) mRNA, complete cds7/0// 
1 870bp//99%//AF068302 

15 C-OVARC1 001 703//Mus musculus ARL-6 interacting protein-2 (Aip-2) mRNA, complete cds.//3.50E-1 6//399bp// 

61%//AF133670 

C-OVARC1001711//CORNIFIN B (SMALL PROLINE-RICH PROTEIN 1B) (SPR1B) (SPR1 B).//2.80E-10//106aa// 
38%//Q62267 

C-OVARC1001713//ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED Dl- 
20 AZEPAM BINDING INHIBITOR) (MA-DBI).//4.40E-40//195aa//41%//P07106 

C-OVARC1001726//APICAL-LIKE PROTEIN (APXL PROTEIN).//4.30E-16//116aa//43%//Ql3796 
C-OVARC1001731//TROPOMYOSIN ALPHA CHAIN, FIBROBLAST ISOFORM F2.//4.00E-122//282aa//85%// 
P08942 

C-OVARC1 001 762//N-TERMINAL ACETYLTRANSFERASE 1 (EC 2.3.1.88) (AMINO-TERMINAL, ALPHA- AMI- 
25 NO, ACETYLTRANSFERASE 1).//6.40E-85//514aa//34%//P 12945 

C-OVARC1 001 766//Homo sapiens eukaryotic translation initiation factor el F3, p35 subunit mRNA, complete cds.// 
0//963bp//99%//U97670 

C-OVARC1001809//Mus musculus sphingosine kinase (SPHKIa) mRNA, partial cds.//2.70E-190//1624bp//76%// 
AF068748 

30 C-OVARC1001942//N-TERMINAL ACETYLTRANSFERASE 1 (EC 2.3.1.88) (AMINO-TERMINAL, ALPHA- AMI- 

NO, ACETYLTRANSFERASE 1).//3.10E-81//497aa//35%//P 12945 

C-OVARC1001943//MUS musculus DEBT-91 mRNA, complete CdS.//0//2035bp//87%//AF1 43859 
C-OVARC1001987//Homo sapiens prolactin regulatory element-binding protein (PREB) mRNA, complete cds.// 
0//1 083bp//99%//AF203687 

35 C-OVARC1002050//Homo sapiens mRNA for actin binding protein ABP620, complete cds.//0//1019bp//99%// 

AB029290 

C-OVARC1002112//HISTONE MACRO-H2A.1 .//3.00E-174//371aa//90%//Q02874 

C-OVARC1002127//SODIUM-INDEPENDENT ORGANIC ANION TRANSPORTER 2 (BRAIN DIGOXIN CARRI- 
ER PROTEIN) (BRAIN-SPECIFIC ORGANIC ANION TRANSPORTER) (OATP-B1).//5.40E-52//306aa//35%// 
40 035913 

C-OVARC100213 8//SAP1 PROTEIN7/7.60E-60//128aa//59%//P39955 

C-OVARC1002156//Danio rerio uridine kinase mRNA, complete cdsy/6.00E-16//262bp//64%//AFl 95851 
C-OVARC1002165//3-OXO-5-ALPHA-STEROID 4-DEHYDROGENASE 2 (EC 1.3.99.5) (STEROID 5-ALPHA- 
REDUCTASE 2) (SR TYPE 2).//7.60E-08//114aa//37%//P31213 
45 C-OVARC1 0021 82//BETA-TRCP (BETA-TRANSDUCIN REPEAT-CONTAINING PROTEIN) (BTRCP).//1 .70E- 

09//207aa//30%//Q91 854 

C-PLACE1000004//Homo sapiens IDN3-B mRNA, complete cds .//0//2365bp//99%//AB0 19602 
C-PLACE1 000007//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE R10E11.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
50 ZYME)7/1 .60E-81//212aa//70%//P34547 

C-PLACE1000040//TRANS FORMING PROTEIN P21/K-RAS 2B.//1 .40E-17//185aa//32%//P08643 
C-PLACE1000061//Human ribosomal protein L37a mRNA sequence.//7.90E-54//190bp//94%//L22l54 
C-PLACE1000066//SSU72 PROTEIN.//1 .10E-39//206aa//43%//P53538 

C-PLACE1000081//Human SEC7 homolog Tic (TIC) mRNA, complete cds.//0//2077bp//99%//U63127 
55 C-PLACE1000133/TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTION FACTOR 3).// 

1 .80E-62//158aa//81%//P20290 

C-PLACE1 0001 42//3-HYDROXYBUTYRYL-COA DEHYDRATASE (EC 4.2.1.55) (CROTONASE).//2.80E-29// 
134aa//43%//P52046 
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C-PLACE1 0001 84//Homo sapiens estrogen -related receptor gamma mRNA, complete cds.//1 .30E-305//1417bp// 
98%//AF058291 , 

C-PLACE1000185//Homo sapiens mRNA for N-Acetylglucosamine kinase7/4.90E-258//1183bp//99%//AJ242910 
C-PLACE1 00021 3//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSI- 
5 DASE) (1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)7/4.50E-05//1 97aa//26%//P08640 

C-PLACE1000383//Homo sapiens mRNA for MTMR1 protein7/0//753bp//99%//AJ224979 
C-PLACE1000401//POLIOVIRUS RECEPTOR PRECURSOR (CD155 ANTIGEN).//2.70E-30//352aa//31%// 
P15151 

C- PLACE 1 000406//PTB- ASSOCIATED SPLICING FACTOR (PSF).//1.20E-132//334aa//72%//P23246 
W C-PLACE1000420//7.8-DIHYDRO-8-OXOGUANINE TRIPHOSPHATASE (EC 3.1.6.-) (8-OXO-DGTPASE).// 

2.80E-06//134aa//29%//P53368 

C-PLACE1000492//Rat vacuolar protein sorting homolog r-vps33b mRNA, complete cds.//0//2041 bp//87%// 
U35245 

C-PLACE1000547//Homo sapiens GDP-mannose pyrophosphorylase B (GMPPB) mRNA, complete cds.//3.70E- 
15 241//1 1 24bp//98%//AF1 35421 

C-PLACE1000583//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//1 .60E-47//207aa//46%// 
P51522 

C-PLACE1000588//INTERFERON-INDUCED GUANYLATE-BINDING PROTEIN 1 (GUANINE NUCLEOTIDE- 
BINDING PROTEIN 1).//1.60E-270//437aa//86%//P32455 
20 C-PLACE1000596//Homo sapiens mRNA for NS1 -binding protein (NS1-BP)7/0//1540bp//99%//AJ0 12449 

C-PLACE1000610//MSN5PROTEIN7/0.0000026//136aa//26%//P52918 

C-PLACE1 00061 1//Rattus norvegicus neural membrane protein 35 mRNA, complete cds.//2.00E-55//779bp// 
67%//AF044201 

C-PLACE1000636//MALE STERILITY PROTEIN 27/1 .20 E-39//261 aa//27%//Q 08891 
25 C-PLACE1000653//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds.//0//1992bp// 

99%//AF1 80371 

C-PLACE1000656//Homo sapiens mRNA for JM4 protein, complete CDS (clone IMAGE 546750 and 
LLNLC110F1857Q7 (RZPD Berlin)).//2.10E-277//1260bp//99%//AJ005896 

C-PLACE1 000706//Homo sapiens transcriptional intermediary factor 1 gamma mRNA, complete cds.//0//1 366bp// 
30 99%//AF1 19043 

C-PLACE1 000755//Homo sapiens mRNA for Helicase-MOl, complete cds.//4.60E-250//1 1 89bp//97%//AB028449 
C-PLACE1000769//Homo sapiens CGI-1 8 protein mRNA, complete cds.//0//1985bp//98%//AF 132952 
C-PLACE1 000786//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 
CIOGENITAL DYSPLASIA PROTEIN HOMOLOG) 7/7. 1 0E-09//59aa//47%//P52734 
35 C-PLACE1000793//NEUROGENIC PROTEIN BIG BRAIN 7/1. 70E-07//251aa//24%//P23645 

C-PLACE1 000863//PUTATIVE MITOCHONDRIAL 40S RIBOSOMAL PROTEIN YHR148W7/2.50E-49//181aa// 
54%//P32899 

C-PLACE1 000909//ANKYRIN REPEAT-CONTAINING PROTEIN AKR1 7/2.60E-1 9//404aa//26%//P39010 
C-PLACE1000977//BETA-CHIMAERIN (BETA-CHIMERIN).//4.40E-22//129aa//35%//Q03070 
40 C-PLACE1000979//ZINC FINGER PROTEIN 1357/2. 50 E-153//326aa//64%//P52742 

C-PLACE1000987//Rattus norvegicus late gestation lung 2 protein (Lgl2) mRNA, complete cds7/5.90E-278// 
1476bp//92V/AF110195 

C-PLACE1 001 036//Homo sapiens mRNA for alpha integrin binding protein 63, partial7/0//1988bp//99%//AJ131 721 
C-PLACE1001054//Homo sapiens mRNA for RuvB-like DNA helicase TIP49b, complete cds7/4.00E-300// 
45 1 355bp//1 00%//AB024301 

C-PLACE1 001 062//Homo sapiens mRNA for lysine-ketoglutarate reductase/saccharopine dehydrogenase, partial 
CDS7/1 .60E-207//742bp//99%//AJ00771 4 

C-PLACE1001092//Homo sapiens sorting nexin 4 mRNA, complete cds.//0//1500bp//99%//AF065485 
C-PLACE1001104//MYOSIN HEAVY CHAIN, NON-MUSCLE (ZIPPER PROTEIN) (MYOSIN li)7/6.80E-18// 
50 529aa//23%//Q99323 

C-PLACE1001118//ZINC FINGER PROTEIN 1 357/5 .40E-147//443aa//57%//P52742 
C-PLACE1 001 1 71//MYOTUBULARIN.//7.1 0E-84//1 98aa//73%//Q1 3496 

C-PLACE1001238//Mouse mRNA for RNA polymerase I associated factor (PAF53), complete cds7/2.00E-202// 
1333bp//80%//D14336 

55 C-PLACE1 001 257//RING CANAL PROTEIN (KELCH PROTEIN)7/4.30E-54//257aa//46%//Q04652 

C-PLACE1001294//Mus musculus XY body protein (Xybp) mRNA, complete cds.//6.20E-223//1092bp//78%// 
AF 120207 

C-PLACE1001304//Homo sapiens C2H2 (Kruppel-type) zinc finger protein mRNA, complete cds.//0//2U5bp// 
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99%//AF1 59567 

OPLACE1001377//Homo sapiens ADAM 10 (ADAM 10) mRNA, complete CdS.//5.90E-228//827bp//99%// 
AF009615 

C-PLACE1 001 383//ZINC-FINGER PROTEIN UBI-D4 (APOPTOSIS RESPONSE ZINC FINGER PROTEIN REQ- 
5 UIEM).//3.00E-33//138aa//42%//Q61 103 

C-PLACE1 001 387//EPIDERM AL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE EPS8.//2.30E-61// 
132aa//46%//Q 12929 

C-PLACE1 001 51 7//Homo sapiens gene for glycosylphosphatidylinositol anchor attachment 1 (GPAA1 ), complete 
CdS.//4.60E-1 1 2//392bp//87%//AB0021 37 
10 C-PLACE1 001 602//CCR4-ASSOCIATED FACTOR 1 (CAF1)7/5.70E-130//244aa//99%//Q60809 

C-PLACE1001632//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//1 .40E-118//429aa//48%// 
P51523 

C-PLACE1 001 672//P ROB ABLE AMINOTRANSFERASE T01 B1 1 .2 (EC 2.6.1 .-).//4.30E-66//1 74aa//45%//P91 408 
C-PLACE1001692//S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN (EC 3.1.2.14) 
15 (THIOESTERASE H).//4.00E-81//263aa//56%//P08635 

C-PLACE1 001 739//PUTAT1VE ATP-DEPENDENT RNA HEUCASE PL10.//3.50E-75//439aa//41%//P 16381 
C-PLACE1001748//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds.//0//2602bp//99%//AF061243 
C-PLACE1001771//Homo sapiens mRNA for transient receptor potential protein TRP6.//0//2900bp//99%// 
AJ006276 

20 C-PLACE1 001 781//PROBABLE PHOSPHOMANNOMUTASE (EC 5.4.2.8) (PMM).//5.40E-63//427aa//35%// 

Q57290 

C-PLACE1 001 81 7//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds.// 
0//1 995bp//99%//AF058953 

C-PLACE1001845//Mus musculus cyclin ania-6a mRNA, complete cds.//3.30E-31//925bp//62%//AF159159 
25 C-PLACE1 001 869//L-RIBULOKINASE (EC 2.7.1 .16)7/2,00E-27//270aa//31%//P94524 

C-PLACE1001920//Homo sapiens MDC-3.13 isoform 2 mRNA, complete cds.//0//1729bp//99%//AF099935 
C-PLACE1 001 983//HYPOTHETICAL 46.4 KD PROTEIN IN FFH-GRPE INTERGENIC REGION.//7.50E-16// 
319aa//26%//P37908 

C-PLACE1 001 989//PUTATIVE AMIDASE (EC 3.5.1.4)7/1 .40E-78//496aa//37%//Q49091 
30 C-PLACE1002046//UGATIN (FRAGMENT) V/1 .70E-240//560aa//80%//Q61211 

C-PLACE1 002073//ADENYLATE CYCLASE (EC 4.6.1 .1 ) (ATP PYROPHOSPHATE -LYASE) (ADENYLYL CYCLA- 
SE)./^. 30E-07//1 88aa//29%//P49606 

C-PLACE1002090//SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72).//6.50E-58//11 2aa//100%// 
076094 

35 C-PLACE1 0021 40//Rattus norvegicus apelin mRNA, complete cds.//l .40E-43//425bp//74%//AFl 79679 

C-PLACE1002171//TRANSCRIPTION REGULATORY PROTEIN SWI3 (SWI/SNF COMPLEX COMPONENT 
SWI3) (TRANSCRIPTION FACTOR TY E2) M0 . 00005// 1 79aa//23%//P3259 1 

C-PLACE1002395//Mus musculus mRNA for UBE-1c1, UBE-1c2, UBE-1C3, complete cds.//7.90E-100//966bp// 
75%//AB030505 

40 C-PLACE1002433//CHROMOSOME ASSEMBLY PROTEIN XCAP-Ey/5.10E-05//278aa//24%//P50533 

C-PLACE1002437//ATP-BINDING CASSETTE TRANSPORTER 1 .//4.50E-76//180aa//83%//P4 1233 
C-PLACE1002438//ZINC FINGER PROTEIN 151 (MIZ-1 PROTEIN).//4.20E-06//133aa//29%//O13105 
C-PLACE1002450//Human zinc finger protein mRNA, complete cds7/0//2565bp//99%//U69274 
C-PLACE1002474//Mus musculus matrilin-2 precursor mRNA, complete cds.//0//2092bp//84%//U69262 

45 C-PLACE1 002493//Homo sapiens signal transducing adaptor molecule 2A (STAM2) mRNA, complete cds.//l .70E- 
1 1 3//545bp//98%//AF042273 

C-PLACE1002500//Rattus norvegicus zinc transporter (ZnT-2) mRNA, complete cds.//2.90E-58//465bp//80%// 
U50927 

C-PLACE1002532//HOMEOBOX PROTEIN DLX-5.//1 .20E-152//289aa//96%//P70396 
50 C-PLACE1002571//ACTIN-LIKE PROTEIN 13E.//5.00E-99//386aa//48%//P45890 

C-PLACE1 002583//GLUTAMATE RECEPTOR, IONOTROPIC KAINATE 2 PRECURSOR (GLUTAMATE RECEP- 
TOR 6) (GLUR-6) (GLUTAMATE RECEPTOR BETA-2) (GLUR BETA-2) (FRAGMENT).//5.60E-34//76aa//98%// 
P39087 

C-PLACE1002591//CORONIN-UKE PROTEIN P57.//4.40E-70//208aa//66%//P31146 
55 C-PLACE1002598//OLIGORIBONUCLEASE (EC 3.1.-.-).//5.50E-17//76aa//56%//P45340 

C-PLACE1 002655//ADSEVERIN (SCINDERIN) (SC).//2.50E-278//543aa//92%//Q28046 
C-PLACE1002665//Mus musculus enhancer of polycomb (Epd) mRNA, complete cds.//0//2462bp//89%// 
AF079765 
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C-PLACE1002685//Homo sapiens B cell linker protein BLNK mRNA, alternatively spliced, complete cdsY/0// 
1750bp//99%//AF068180 

C-PLACE1002714//MYOSIN HEAVY CHAIN, NON-MUSCLE (ZIPPER PROTEIN) (MYOSIN ll).//9.40E-13// 
500aa//21%//Q99323 

5 C-PLACE1 002722//P ROB ABLE G PROTEIN-COUPLED RECEPTOR KIAA0001 .//9.00E-45//305aa//33%// 

Q15391 

C-PLACE1002775//PEREGRIN (BR140 PROTEIN)7/3.80E-13//272aa//28%//P55201 

C-PLACE1002782//Rattus norvegicus zinc transporter (ZnT-2) mRNA, complete cds.//3.80E-43//385bp//77%// 
U50927 

10 C-PLACE1 00281 6//HISTONE DEACETYLASE HDA1 7/2.20E-48//21 7aa//46%//P53973 

C-PLACE1002834//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//5.50E-203//396aa//86%// 
P51522 

C-PLACE1002908//Homo sapiens XGalT-1 mRNA for galactosyltransferase I, complete cds.//0//l654bp//99%// 
AB028600 

15 C-PLACE1 002991 //PUTATIVE AMIDASE (EC 3.5.1. 4)7/1 .40E-78//496aa//37%//Q49091 

C-PLACE1 003030//Homo sapiens snRNA activating protein complex 1 90kD subunit (SNAP1 90) mRNA, complete 
CdS.//8.50E-44//225bp//100%//AF032387 

C-PLACE1 003045//POLYCYSTIN 2 (AUTOSOMAL DOMINANT POLYCYSTIC KIDNEY DISEASE TYPE II PRO- 
TEIN) (POLYCYSTWIN) (R48321 ).//1 .70 E-05//1 50aa//24%//Q 13563 
20 C-PLACE1 003100//HEP27 PROTEIN (PROTEIN D).//2.60E-79//253aa//60%//0 13268 

C-PLACE1003174//UBIQUITIN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42).//3.80E-37//143aa//51%//P42743 

C-PLACE1 0031 76//Homo sapiens clone pHN1 868 tyrosyl-DNA phosphodiesterase protein (TDP1 ) mRNA, partial 
CdS.//1 .70E-1 48//687bp//99%//AF1 82003 
25 C-PLACE1 0031 90//SOF1 PROTEIN.//1 .90E-1 1 0//325aa//48%//P33750 

C-PLACE1 003238//PROBABLE G PROTEIN-COUPLED RECEPTOR KIAA0001 .//4.90E-76//309aa//47%// 
Q15391 

C-PLACE1 003258//EARLY EMBRYOGENESIS ZYG-11 PROTEIN.//7.90E-22//70aa//47%//P21541 
C-PLACE1003302//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1 ).//6.90E-206//396aa//86%// 
30 P51522 

C-PLACE10033537/Homo sapiens breast cancer antiestrogen resistance 3 protein (BCAR3) mRNA, complete 
CdS.//0//2435bp//99%//U9271 5 

C-PLACE1 003366//Homo sapiens otoferlin (OTOF) mRNA, complete cds.//1 .40E-78//542bp//67%//AF1 07403 
C-PLACE1003394//Homo sapiens RAB14 protein (RAB14) mRNA, complete cds.//2.60E-139//648bp//99%// 
35 AF1 52463 

C-PLACE1 003420//PUTATIVE MITOCHONDRIAL CARRIER YIL006W.//1 .30E-40//278aa//36%//P40556 
C-PLACE1 003493//ENDOTHELIAL CELL MULTIMERIN PRECURSOR.//1 . 70 E-23//322aa//26%//Q 13201 
C-PLACE1 00351 9//H. sapiens hnRNP-E2 mRNA7/5.10E-218//905bp//99%//X78136 

C-PLACE1 003521 //HYPOTHETICAL HELICASE C28H8.3 IN CHROMOSOME IIIV/0.0000011//101aa//32%// 
40 Q09475 

C-PLACE1 003537//ENDOSOMAL P24A PROTEIN PRECURSOR (70 KD ENDOMEMBRANE PROTEIN) (PHE- 
ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT) J/7 . 70 E -68//404aa//33%//P32802 

C- P LAC E 1 003596//OLI GO SACCHARYL TRANSFER AS ESTT3 SUBUNIT HO MOLOG.//2.60E-93//270aa//66%// 
45 P46975 

C-PLACE1003602//Homo sapiens mRNA expressed in placental . 90 E-278//1275bp//99%//D83200 
C-PLACE1 003605//HAP5 TRANSCRIPTIONAL ACTIVATOR7/0.00000023//82aa//35%//Q0251 6 
C-PLACE1 00361 1//Homo sapiens anaphase-promoting complex subunit 4 (APC4) mRNA, complete cds.//6.20E- 
1 69//683bp//99%//AF1 9 1 338 
50 C-PLACE1 003625//ARMADILLO SEGMENT POLARITY PROTEIN.//3.20E-1 0//380aa//25%//P1 8824 

C-PLACE1003669//TRICHOHYALIN7/5.60E-09//219aa//30%//P22793 

C-PLACE1003704//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 
SRP75)7/8.00E-1 9//209aa//34%//Q081 70 

C-PLACE1003709//Homo sapiens mitotic checkpoint kinase Bub1 (BUB1) mRNA complete cds7/6.20E-282// 
55 1 31 6bp//98%//AF053305 

C-PLACE1003738//ZINC FINGER PROTEIN 135.//9.60E-118//350aa//46%//P52742 

C-PLACE1003760//Homo sapiens tetraspanin TM4-A mRNA, complete cds.//5.20E-289//1313bp//97%// 
AF1 33423 
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C-PLACE1003885//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 
FERASE).//3.70E-222//651aa//66%//P25500 

C-PLACE1003888//1-PHOSPHATIDYLINOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE DELTA 1 (EC 
3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1 ) (PLC-III) (FRAGMENT).//6.70E-113//501aa//46%// 
5 P10895 

C-PLACE1 003903//CTP SYNTHASE (EC 6.3.4.2) (UTP--AMMONIA LIGASE) (CTP SYNTHETASE) 7/1 .40E-243// 
584aa//74%//P17812 

C-PLACE1 00391 5//PROBABLE ARGINYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1.19) (ARGININE- 
-TRNA UGASE) (ARGRS)7/2.40E-108//581aa//40%//Q05506 
10 C-PLACE1003923//Homo sapiens p53 regulated PA26-T2 nuclear protein (PA26) mRNA, complete cds7/0// 

1 670bp//99%//AF0331 20 

C-PLACE1003968//5'-AMP-ACTIVATED PROTEIN KINASE, GAMMA-1 SUBUNIT (AMPK GAMMA- 1 CHAIN).// 
2.40E-1 24//326aa//73%//P80385 

C-PLACE1004104//Rattus norvegicus rsecS mRNA, complete cds.//0//2384bp//86%//AF032666 
15 C-PLACE1004128//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 4 (TRANSDUCIN BETA 

CHAIN 4)7/6. 1 0E-1 81//340aa//96%//P29387 

C-PLACE1004149//Rattus norvegicus GERp95 mRNA, complete cds7/3.30E-41//452bp//65%//AF1 95534 
C-PLACE1004183//Homo sapiens for TOMMike protein.//0//l279bp//97%//AJ0 10071 
C-PLACE1 0041 97//BUTYROPHILIN PRECURSOR (BT)7/4.50E-10//208aa//27%//Q62556 
20 C-PLACE1004203//Homo sapiens GPI-anchored membrane protein CDw108 precursor, mRNA, complete cds.// 
0//1 882bp//99%//AF069493 

C-PLACE1004256//Mus musculus short coiled coil protein SCOCO (Scoc) mRNA, complete cds.//2.00E-93// 
960bp//76%//AF1 15778 

C-PLACE1004258//Homo sapiens vanilloid receptor-like protein 1 (VRL-1) mRNA//0//1144bp//98%//AF129112 
25 C-PLACE1 004270//TRANSMEMBRANE PROTEASE, SERINE 2 (EC 3.4.21 .-)7/9.70E-36//389aa//31%//O1 5393 

C-PLACE1004277//Homo sapiens two pore domain K + channel (TASK-2) mRNA, complete cds 7/0//1498bp//99%// 
AF084830 

C-PLACE1004302//SOF1 PROTEIN.//1 .90E-110//325aa//48%//P33750 
C-PLACE1 00431 6//H. sapiens mRNA for apoptosis specific protein.//0//1767bp//99%//Y11588 
30 C-PLACE1004358//Homo sapiens connector enhancer of KSR-like protein CNK1 mRNA, complete cds7/0// 

2512bp//99%//AF100153 

C-PLACE1 004428//PRISTANOYL-COA OXIDASE (EC 1 .3.3.-)7/1 .20E-39//385aa//33%//Q63448 
C-PLACE1004437//Human NAD + -specific isocitrate dehydrogenase beta subunit precursor, mRNA, nuclear gene 
encoding mitochondrial protein, complete cds7/0//985bp//99%//U49283 
35 C-PLACE1 004460//MATERNAL TUDOR PROTEIN7/0.0000002//218aa//23%//P25823 

C-PLACE1004471//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN H P F1 )7/2 . 90 E-56//276aa//4 1 %// 
P51522 

C-PLACE1004506//Homo sapiens carboxyl terminal LIM domain protein (CLIM1) mRNA, complete cds.//2.10E- 
1 6//402bp//62%//U90878 

40 C-PLACE1 00451 0//Homo sapiens TATA binding protein associated factor (TAFII150) mRNA, complete cds.// 

3.40E-227//1 037bp//99%//AF040701 

C-PLACE1004550//Homo sapiens CGI-20 protein mRNA, complete cdS.//3.50E-274//1305bp//97%//AF1 32954 
C-PLACE1 004564//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD SUBUNIT (CPSF 
100 KD SUBUNIT)7/0//525aa//99%//Q10568 
45 C-PLACE1004629//PROTEIN OS-9 PRECURSOR.//7.70E-18//264aa//32%//Q13438 

C-PLACE1004646//B.taurus mRNA for retinal pigment epithelial membrane receptor p63 7/4.40 E-42//985bp// 
59%//X66277 

C-PLACE1004674//Homo sapiens calcium binding protein (ALG-2) mRNA, complete cds.//1.30E-195//982bp// 
96%//AF035606 

50 C-PLACE1 004743//PROBABLE N-END-REC0GNI2ING PROTEIN (UBIQUITIN-PROTEIN LIGASE E3 COMPO- 

NENT) (N- RECOGNIN)7/4.40E-35//578aa//27%//O60152 

C-PLACE1 004751 //Homo sapiens mRNA for alpha2,3-sialyltransferase ST3Gal VI, complete cds7/7.10E-224// 
790bp//98%//AB022918 

C-PLACE1 004777//N-CHIMAERIN (NC) (N-CHIMERIN) (ALPHA CHIMERIN) (A-CHIMAERIN)7/1 .90E-32// 
55 259aa//32%//P30337 

C-PLACE1004793//RETROVIRUS-RELATED ENV POLYPROTEIN.//5.20E-47//577aa//25%//P 10267 
C-PLACE1 004804//AD E N YLATE CYCLASE (EC 4.6. 1.1) (ATP PYROPHOSPHATE-LYASE) (ADENYLYL CYCLA- 
SE)7/4.70E-65//695aa//29V/Q01 631 
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C-PLACE1004814//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 
SRP75)7/5.90E-1 9//1 96aa//36%//Q081 70 

C-PLACE1004868//MALE STERILITY PROTEIN 27/3.90E-39//261aa//27%//Q08891 

C-PLACE1 004902//PUTATI VE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELICASE 
5 SPACl0F6.02C7/9.30E-11//94aa//47%//O42643 

C-PLACE1 00491 8//L-LACTATE DEHYDROGENASE M CHAIN (EC 1.1.1.27) (LDH-A).//4.90E-48//198aa//44%// 
P06151 

C-PLACE1004930//Homo sapiens MDC-3.13 isoform 2 mRNA, complete cds//0//1853bp//98%//AF099936 
C-PLACE1 004937//SEL-10 PROTEIN7/6.30E-1 25//357aa//58%//Q93794 
10 C-PLACE1 004969//HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME X.//2.00E-14//205aa// 

26%//Q11073 

C-PLACE1005052//Homo sapiens CGI-16 protein mRNA, complete cds.//6.6e-313//1 41 3bp//99%//AF1 32950 
C-PLACE1005102//RING CANAL PROTEIN (KELCH PROTEIN)Y/2.60E-56//565aa//30%//Q04652 
C-PLACE1005176//Homo sapiens hypothalamus protein HT001 mRNA, complete cds.//3.90E-212//1040bp// 
15 96%//AF1 13539 

C-PLACE1 0051 87//APAG PROTEIN7/3.80E-1 3//1 22aa//36%//P05636 

C-PLACE1005243//SERINE/THREONINE PROTEIN KINASE PKPA (EC 2.7.1 .-).//1 .30E-27//349aa//32%// 
Q01577 

C-PLACE1005287//INNER CENTROMERE PROTEIN (INCENP).//2.30E-13//269aa//28%//P53352 
20 C- PLAC E 1 005305//GTP : AM P PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.10) (AK3).//2.00E-111// 

226aa//92%//P08760 

C-PLACE1005331//Homo sapiens 7h3 protein mRNA, partial cdsV/1.20E-226//748bp//95%//AF209931 
C-PLACE1005373//TRNA PSEUDOURIDINE SYNTHASE B (EC 4.2.1.70) (TRNA PSEUDOURIDINE 55 SYN- 
THASE) (PSI55 SYNTHASE) (PSEUDOURIDYLATE SYNTHASE) (URACIL HYDROLYASE).//8.60E-09//194aa// 
25 27%//033335 

C-PLACE1005467//PENICILLIN-BINDING PROTEIN 4* (PBP 4*) (PBP 4A)y/1.10E-09//93aa//31%//P32959 
C-PLACE1005494//Homo sapiens mRNA for transient receptor potential protein TRP6.//0//1649bp//99%// 
AJ006276 

C-PLACE1 005530//HYPOTHETICAL 47.6 KD PROTEIN C16C10.5 IN CHROMOSOME lll.//5.60E-52//173aa// 
30 57%//Q09251 

C-PLACE1005549//Homo sapiens mRNA for Rho guanine nucleotide-exchange factor, splice variant NET1A.// 
7.60E-97//1 287bp//67%//AJ01 0046 

C-PLACE1005557//60S RIBOSOMAL PROTEIN L27.//1 .90E-11//60aa//48%//P46288 

C- P L AC E1005584//TR AN S- ACTING TRANSCRIPTIONAL PROTEIN ICPQ (P135 PROTEIN) (IER 2.9/ER2.6).// 
35 6.80E-09//267aa//30%//P29128 

C-PLACE1 00561 1//Mus musculus mRNA for mDj10, complete Cds7/2.00E-33//379bp//66%//AB028860 
C-PLACE1005646//Homo sapiens RNA helicase-related protein mRNA, complete cds.//0//2130bp//99%// 
AF083255 

C-PLACE1005656//RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE M2 CHAIN (EC 1 .17.4.1) (RIBONUCLE- 
IC OTIDE REDUCTASE).//2.10E-148//321aa//83%//P31350 

C-PLACE10057277/Homo sapiens STRIN protein (STRIN) mRNA, complete cds.//2.00E-118//378bp//98%// 
AF1 62680 

C-PLACE1005739//INTERFE RON-GAMMA INDUCIBLE PROTEIN MG11///1 .30E-237//585aa//72%//Q60710 
C-PLACE1005763//S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN (EC 3.1.2.14) 
45 (THIOESTERASE II)7/2.50E-79//209aa//53%//P08635 

C-PLACE1005803//Homo sapiens mRNA for transcription factor (SMIF gene).//0//1985bp//99%//AJ275986 
C-PLACE1005804//Homo sapiens alpha 1 ,2-mannosidase IB mRNA, complete cds.//1.10E-217//994bp//99%// 
AF027156 

C-PLACE1 00581 3//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds.//0//2040bp//99%//AF065482 
50 C-PLACE1005876//CLEAVAGE AND POLYAD ENYLATION SPECIFICITY FACTOR, 100 KD SUBUNIT (CPSF 

100 KD SUBUNIT) 7/0//730aa//99%//Ql 0568 

C-PLACE1005890//BEM46 PROTEIN (FRAGMENT)7/9.90E-42//224aa//43%//P54069 
C-PLACE1005921//AIG1 PROTEIN7/3.00E-31//284aa//31%//P54120 

C-PLACE1005951//Homo sapiens prolactin regulatory element-binding protein (PREB) mRNA, complete cds.// 
55 1.1 0E-264//661 bp//99%//AF203687 

C-PLACE1005953//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1.-) 7/6.70 E-30//198aa//37%//P43636 
C-PLACE1005955A/ACUOLAR AMINOPEPTIDASE I PRECURSOR (EC 3.4.11 .22) (POLYPEPTIDASE)//5.40E- 
54//455aa//32%//P1 4904 
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C-PLACE1 005966//TRANSCRIPTION INITIATION FACTOR TFIID 90 KD SUBUNIT (TAFI 1-90)7/1 .40 E -07// 
254aa//25%//P38129 

C-PLACE1006003//Homo sapiens CGI-94 protein mRNA, complete cds.//2.40E-177//829bp//99%//AF151852 
C-PLACE1 00601 1//Homo sapiens mRNA for poly(ADP-ribose) polymerase-27/0//l564bp//99%//AJ236876 
5 C-PLACE1 006040//Homo sapiens mRNA for alpha endosulfine.//4.70E-1 61//744bp//99%//X99906 

C-PLACE1006119//Homo sapiens Ran-GTP binding protein mRNA, partial cds.//1.50E-148//681bp//99%// 
AF039023 

C-PLACE1 0061 57//E-SELECTIN PRECURSOR (ENDOTHELIAL LEUKOCYTE ADHESION MOLECULE 1) 
(ELAM-1) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECAM2) (CD62E)7/2.00E-28// 
10 236aa//30%//P98110 

C-PLACE1006167//PAF1 P ROTE IN 7/7.30 E-15//437aa//24%//P38351 

C-PLACE1 0061 70//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALPHA-C LARGE 
CHAIN) (1 00 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
CSUBUNIT)7/1.70E-169//373aa//88%//P17427 
15 C-PLACE1 0061 96//PUTATI VE ATP-DEPENDENT RNA HELICASE C1 2C2.06.//2.70E-1 1 6//496aa//48%//Q09747 

C-PLACE1006239//BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN)7/2.00E-16//244aa//31%// 
P28675 

C- PLACE 10Q6288//VOLTAGE-DE PEN DENT ANION-SELECTIVE CHANNEL PROTEIN 1 (VDAC1) (PLASMA- 
LEMMAL PORIN) (OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN) (PORIN 31 HL) (PORIN 31 HM).// 

20 4.60E-1 1 7//1 47aa//80%//P21 796 

C-PLACE1 00631 8//Mus musculus Skm-BOP2 (Bop) mRNA, complete cds.//3.00E-07//376bp//59%//U76374 
C-PLACE1006335//Homo sapiens NY-REN-50 antigen mRNA, partial cds.//0//1649bp//99%//AF155112 
C-PLACE1006368//HYALU RON AN -MEDIATED MOTILITY RECEPTOR (HYALURONIC ACID RECEPTOR).// 
1 .30E-1 8//460aa//24%//Q00547 

25 C-PLACE1 006385//Homo sapiens epsin 2a mRNA, complete cds7/0//11 68bp//99%//AF062085 

C-PLACE1006438//ZINC FINGER PROTEIN 165.//2.50E-45//122aa//43%//P49910 

C- PLAC E 1 006469//AC ETYL-CO ENZYM E A SYNTHETASE (EC 6.2.1 .1) (ACETATE--COA LIGASE) (ACYL- AC- 
TIVATING ENZYME).//1 .20E-83//313aa//49%//P27550 

C-PLACE1 006482//TRANSCRI PTION FACTOR MAFF.//7. 70 E-55//142aa//85%//Q 90595 
30 C-PLACE1006488//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68).//1 .10E-229//367aa//96%// 

Q00004 

C-PLACE1006492//Homo sapiens transmembrane protein 2 (TMEM2) mRNA, complete cds.//0//2618bp//99%// 
AF1 37030 

C-PLACE1006506//Homo sapiens anaphase-promoting complex subunit 4 (APC4) mRNA, complete cds7/0// 
35 2170bp//99%//AF191338 

C- PLACE 1006531 //Homo sapiens putative RNA-binding protein Q99 mRNA, complete cds.//0//1 967bp//99%// 
AF093097 

C-PLACE1 006534//POLYPEPTIDE N-AC ETYLG ALACTOS AM I N YLTR ANS F E RASE (EC 2.4.1 .41)(PROTEIN- 
UD P AC ETYLGALACTOS AM I NYLTRANSFERASE)(UDP-GALN AC: POLYPEPTIDE, N-ACETYLGALACTOSAM- 
40 I N YLTRANS FE R AS E) (G ALNAC-T 1)7/8. 30 E-08//100aa//41%//Q 10472 

C-PLACE1006552//MYOSIN HEAVY CHAIN, CLONE 203 (FRAGMENT) 7/1 .20E-09//426aa//21%//P39922 
C-PLACE1 00661 5//Homo sapiens eukaryotic translation initiation factor elF3, p35 subunit mRNA, complete cds.// 
0//1 464bp//99%//U97670 

C-PLACE1006626//Homo sapiens mRNA for Helicase-MOl, complete cds7/0//1 760bp//99%//AB028449 
45 C-PLACE1006678//Homo sapiens mRNA for type II membrane protein, complete cds, clone:HP1 03287/5. 80E- 

24//734bp//62%//AB0 1 5630 

C-PLACE1 006731 //RIBOFLAVIN KINASE (EC 2.7.1 .26) (FLAVOKINASE)/ FMN ADENYLYLTRANSFERASE (EC 

2.7.7.2) (FAD PYROPHOSPHORYLASE) (FAD SYNTH ETAS E)7/6.90E-13//1 77aa//33%//Q59263 

C-PLACE1 006754//BILIARY GLYCOPROTEIN 1 PRECURSOR (BGP-1 ) (ANTIGEN CD66) (CD66A ANTIGEN).// 

50 6.20 E-63//1 91 aa//43%//P1 3688 

C-PLACE1 00681 9//UNE-1 REVERSE TRANSCRIPTASE HOMOLOG7/9.80E-213//232aa//80%//P08547 
C-PLACE1 006829//UBIQUITIN CARBOXYL-TERM IN AL HYDROLASE 4 (EC 3.1 .2.1 5) (UBIQUITIN THIOLESTE- 
RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4) (DEUBIQUITINATING ENZYME 4) (UBIQUI- 
TOUS NUCLEAR PROTEIN).//2.00E-15//188aa//29%//P35123 

55 C-PLACE1 006878//TRNA-SPLICING ENDONUCLEASE SUBUNIT SEN2 (EC 3.1.27.9) (TRNA-INTRON ENDO- 

NUCLEASE)7/1 .90E-08//1 22aa//36%//P1 6658 
C-PLACE1 00691 7//HSH49 PROTEIN.//5.50E-12//97aa//35%//Q99181 

C-PLACE1006935//HYPOTHETICAL95.2 KD PROTEIN R144.6 IN CHROMOSOME lll.//6.70E-48//278aa//41%// 
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Q 10000 

C-PLACE1 006956//ATP-DE PEN DENT PERMEASE MDL1 7/1 .30E-86//522aa//36%//P97998 
C-PLACE1006958//Homo sapiens mRNA for heat shock protein apg-1, complete cds.//0//1 770bp//99%// 
AB023421 

5 C-PLACE1 00701 4//36 KD NUCLEOLAR PROTEIN HNP36 (DELAY ED- EARLY RESPONSE PROTEIN 12) 

(DER12)7/3.20E-35//180aa//33%//Q14542 

C-PLACE1 0071 05//Homo sapiens muskelin (MKLN1) mRNA, complete cds7/0//2449bp//98%//AF047489 
C-PLACE1007140//TRICHOHYALIN7/1 .30E-25//816aa//22%//P37709 

C-PLACE1 007226//PROBABLE OXYGEN-INDEPENDENT COPROPORPHYRINOGEN III OXIDASE (EC 1 .-.-.-) 
10 (COPROPORPHYRINOGENASE) (COPROGEN OXIDASE).//! .00E-42//370aa//31%//P54304 

C-PLACE1007239//Homo sapiens mRNA for transcription elongation factor S-ll, hS-ll-T1 , complete cds.//6,50E- 
21 6//1 068bp//96%//D50495 

C-PLACE1 007243//UNC-47 PROTEIN.//1 .70E-07//21 1 aa//27%//P34579 
C-PLACE1007257//Homo sapiens mRNA for dia-12c protein7/0//2052bp//99%//Y15908 
15 C-PLACE1 00731 7//Drosophila melanogaster Adrift (adrift) mRNA, complete cds.//4.10E-l7//1037bp//56%// 

AF1 17649 

C-PLACE1007346//Homo sapiens estrogen-responsive B box protein (EBBP) mRNA, complete cds.//0//2366bp// 
99%//AF096870 

C-PLACE1007375//PHORBOL ESTER/DIACYLGLYCEROL-BINDING PROTEIN UNC-13.//0.00000044//127aa// 
20 30%//P27715 

C-PLACE1 007409//WHTTE PROTEIN. //1 .10E-64//428aa//32%//Q1 7320 

C-PLACE1 00741 6//DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (T-CELL ACTIVATION ANTIGEN CD26) 
(TP103) (ADENOSINE DEAMINASE COMPLEXING PROTEIN-2) (ADABP)7/8.80E-25//140aa//35%//P27487 
C-PLACE1 007488//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 
25 CIOGENITAL DYSPLASIA PROTEIN HOMOLOG)7/5.40E-53//426aa//33%//P52734 

C-PLACE1 00751 1//KERATIN, TYPE I CYTOSKELETAL 19 (CYTOKERATIN 19) (K19) (CK 1 9)7/1 .40E-85// 
385aa//45%//P08728 

C-PLACE1007537//Homo sapiens ankyrin repeat-containing protein ASB-2 mRNA, complete cds.//8.9e-316// 
1485bp//98%//AF159164 

30 C-PLACE1 007547//HYPOTHETICAL 97.1 KD PROTEIN R05D3.4 IN CHROMOSOME .00E-49//361 aa// 

36%//P34537 

C-PLACE1007598//ZINC FINGER PROTEIN 184 (FRAGMENT) 7/1 .60E-1 43//666aa//44%//Q99676 
C-PLACE1 007632//POLIOVIRUS RECEPTOR PRECURSOR7/1 .00E-07//228aa//31 %//P32506 
C-PLACE1 007649//GLU CO AMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSI- 
35 DASE) (1 ,4-ALPHA-D-GLUCAN GLUCO HYDROLASE) 7/4. 50 E-05//1 97aa//26%//P08640 

C-PLACE1007688//LA PROTEIN HOMOLOG (LA RIBONUCLEOPROTEIN) (LA AUTO ANTIGEN HOMOLOG).// 
8.70E-09//279aa//28%//Q26457 

C-PLACE1007697//GCN20 PROTEIN 7/7.60 E«119//717aa//38%//P43535 

C-PLACE1 007705//Mus musculus mRNA for Ndn related protein Ndr3, complete Cds.//1 . 1 0E-1 84//1 096bp//82%// 
40 AB033922 

C-PLACE1007706//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds.//0//343l bp//99%//AF06 1243 
C-PLACE1007729//RETROVIRUS-RELATED PROTEASE (EC 3.4.23.-).//1.50E-44//231aa//42%//P10265 
C-PLACE1007791//Homo sapiens IDN3-B mRNA, complete CdS.//0//1836bp//99%//AB0 19602 
C-PLACE1007897//Homo sapiens FLASH mRNA, complete cds.//0//2145bp//99%//AF154415 
45 C-PLACE1007946//MYOSIN HEAVY CHAIN, NON-MUSCLE (ZIPPER PROTEIN) (MYOSIN ll).//2.60E-14// 

370aa//25%//Q99323 

C-PLACE1 007954//HYPOTHETICAL 45.5 KD PROTEIN IN FIG1-GIP1 INTERGENIC REGION.//6.70E-13// 
168aa//31%//P38226 

C-PLACE1007955//Homo sapiens cyclin-D binding Myb-Iike protein mRNA, complete cds.//0//2252bp//99%// 
50 AF084530 

C-PLACE1007958//Homo sapiens CAM P-specific phosphodiesterase 8B(PDE8B) mRNA, partial cds.//0//2300bp// 
99%//AF079529 

C- PLAC E 1 007969//H ETE ROG EN EO US NUCLEAR RIBONUCLEOPROTEIN M (HNRNP M).//1 .10E-36//202aa// 
48%//P52272 

55 C-PLACE1008000//CHANNEL ASSOCIATED PROTEIN OF SYNAPSE-110 (CHAPSYN-110) (SYNAPTIC DEN- 

SITY PROTEIN PSD-93)7/6.10E-14//128aa//39%//O63622 

C-PLACE1 008044//NUCLEAR PORE COMPLEX PROTEIN NUP107 (NUCLEOPORIN NUP107) (107 KD NU- 
CLEOPORIN) (P1 05).//4.6e-31 8//613aa//94%//P52590 
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C-PLACE1008080//Homo sapiens mRNA for HEXIM1 protein, complete cds7/0//2152bp//99%//AB021179 
C-PLACE1008111//PROBABLE OXIDOREDUCTASE (EC 1 .-.-.-)7/3.00E-25//208aa//37%//Q03326 
C-PLACE1 0081 32//HYPOTHETICAL 127.4 KD PROTEIN F07F6.4 IN CHROMOSOME III.//1 ,30E-24//395aa// 
31%//Q09531 

5 C-PLACE1008177//TRICHOHYALIN7/2.30E-29//487aa//26%//P37709 

C-PLACE1 00820 1//Rattus rattus zinc finger protein, complete cds.//0//2265bp//83%//L23077 
C-PLACE1008244//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/9.50E-21//1 48aa//38%//Q 00808 
C-PLACE1008273//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAM MA-COP) 7/1 .30E-283// 
67laa//77%//P53620 

10 C-PLACE1008275//DNA REPAIR PROTEIN REV1 (EC 2.7.7.-).//2.30E-18//162aa//37%//P12689 

C-PLACE1 008309//Rattus norvegicus putative four repeat ion channel mRNA, complete cds.//5.20E-1 37//672bp// 
77%//AF078779 

C-PLACE1008330//EOSINOPHIL LYSOPHOSPHOLIPASE (EC 3.1.1.5) (CHARCOT-LEYDEN CRYSTAL PRO- 
TEIN) (LYSOLECITHIN ACYLHYDROLASE) (CLC) (GALACTIN-10)7/2.20E-23//94aa//47%//Q05315 
is C-PLACE1008356//Homo sapiens meningioma-expressed antigen 5 (MEA5) mRNA, partial cds.7/1.90E-170// 

780bp//1 00%//AF0361 44 

C-PLACE1008368//RING CANAL PROTEIN (KELCH PROTEIN) 7/5.30 E-26//309aa//30%//Q04652 
C-PLACE1008398//GENE 33 POLYPEPTIDE.//7.30E-114//243aa//87%//P05432 

C-PLACE1 008402//GEN ERAL VESICULAR TRANSPORT FACTOR P115 (TRAN-SCYTOSIS ASSOCIATED 
20 PROTEIN) (TAP)7/0//698aa//95%//P41 541 

C-PLACE1008426//RESTIN (CYTOPLASMIC LINKER PROTEIN-170) (CLIP-1 70)7/1 .80E-11//365aa//25%// 
042184 

C-PLACE1 008429//ANKYRIN HOMOLOG PRECURSOR7/3.1 0E-1 1//1 89aa//32%//Q06527 
C-PLACE1008465//Homo sapiens mRNA for rapa-1 (rapa gene)7/6.60E-243//1102bp//99%//AJ277275 
25 C-PLACE1008533//101 KD MALARIA ANTIGEN (P101) (ACIDIC BASIC REPEAT ANTIGEN).//1 ,10E-09//62aa// 

48%//P22620 

C-PLACE1 008603//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN NUP155) (155 KD NU- 
CLEOPORIN) (P140)7/7.80E-236//453aa//96%//P37199 

C-PLACE1008627//Homo sapiens mRNA for cysteine-rich protein 7/0//1850bp//99%//AJ006591 
30 C-PLACE1008643//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H2 PRECURSOR (III HEAVY CHAIN 

H2)7/5.20E-90//483aa//38%//O02668 

C-PLACE1008650//PRL1/PRL2-LIKE P ROTE IN 7/2.00 E-127//354aa//62%//0 136 15 

C-PLACE1008696//Homo sapiens NADH dehydrogenase-ubiquinone Fe-S protein 8 23 kDa subunit (NDUFS8) 
gene, nuclear gene encoding mitochondrial protein, complete cds.//0//3002bp//99%//AF03 8406 
35 C-PLACE1 008790//Homo sapiens importin alpha 7 subunit mRNA, complete cds.//0//1 670bp//99%//AF060543 

C-PLACE1008808//Homo sapiens mRNA for cell cycle checkpoint protein radlA.//2.30E-269//1225bp//99%// 
AJ004974 

C-PLACE1 00881 3//RattuS norvegicus rsec15 mRNA, complete CdS.//8.80E-268//1171bp//90%//AF032668 
C-PLACE1009020//NIFS PROTEIN7/3.90E-55//279aa//41%//P 12623 
40 C-PLACE1009027//Homo sapiens mRNA for doublecortin.//0//1919bp//99%//AJ003112 

C-PLACE1 009060//BRO1 PROTEIN.//6.70E-1 9//567aa//24%//P48582 

C-PLACE1009094//FURIN-LIKE PROTEASE 2 PRECURSOR (EC 3.4.21.75) (FURIN 2)7/1 .90 E-44//480aa// 
30%//P30432 

C-PLACE1009099//ZINC FINGER PROTEIN 41 (FRAGMENT)7/1 . 1 0E-1 79//452aa//67%//P51 81 4 
45 C-PLACE1 0091 1 3//Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds.// 

0//2529bp//99%//AF035586 

C-PLACE1 0091 30/UBIQUITIN-PROTEIN LIGASE E3A (EC 6.3.2.-) (ONCOGENIC PROTEIN -ASSOCIATED 
PROTEIN E6-AP)7/2.00E-68//1 81 aa//43%//Q05086 

C-PLACE1009158//Mus musculus mRNA for death inducer-obliteratoM (Dio-1).//5.40E-200//1790bp//75%// 
50 AJ238332 

C-PLACE1009186//Homo sapiens small zinc finger-like protein (TIM9b) mRNA, complete cds7/9.60E-255// 
1179bp//98%//AF150105 

C-PLACE1009246//POLLEN SPECIFIC PROTEIN SF3.//4.40E-16//82aa//43%//P29675 

C-PLACE1009298//VACUOLAR PROTEIN SORTING -ASSOCIATED PROTEIN VPS35.//2.00E-78//262aa//43%// 
55 P34110 

C-PLACE1 009308//GLUCOSE REPRESSION MEDIATOR PROTEIN7/4.00E-06//439aa//23%//P 14922 
C-PL7\CE1 00931 9//Rattus norvegicus outer membrane protein (OMP25) mRNA, complete cds; nuclear gene for 
mitochondrial product7/2.1 0E-1 32//1 229bp//75%//AF1 07295 
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C-PLACE1 00936 8//METAL HOMEOSTASIS FACTOR ATX27/2.50E-10//1 51 aa//29%//Q 12067 
C-PLACE1009398//ZINC FINGER PROTEIN 135.//6.20E-97//361aa//51%//P52742 

C-PLACE1 009404//HYPOTHETICAL 105.6 KD PROTEIN C16C9.06C IN CHROMOSOME l.//4.70E-08//165aa// 
33%//Q09820 

5 C-PLACE1009443//MUS musculus F-box protein FBL8 mRNA, complete Cds7/1.00E-173//1367bp//77%// 

AF1 76523 

C-PLACE1009444//PHOSPHATIDYLINOSITOL 4-KINASE ALPHA (EC 2.7.1.67) (PI4-KINASE) (PTDINS-4-KI- 
NASE) (PI4K-ALPHA)7/7.80E-71//82aa//89%//P42356 

C-PLACE1 009468//PHOSPHOLIPASE A-2-ACTIVATING PROTEIN (PLAP)7/3.10E-289//550aa//93%//P54319 
10 C-PLACE1 009476//PUTATIVE ATP-DEPENDENT RNA HELICASE T26G1 0.1 IN CHROMOSOME MI7/3.90E-40// 

179aa//37%//P34580 

C-PLACE1009477//Homo sapiens ubiquitin-fusion degradation protein 2 (UFD2) mRNA, complete cds.//6.60E- 
1 47//592bp//99%//AF0431 1 7 

C-PLACE1009524//ARF NUCLEOTIDE-BINDING SITE OPENER (ARNO PROTEIN) (ARF EXCHANGE FAC- 

15 TOR)7/8.1 0E-99//228aa//75%//Q9941 8 

C-PLACE1009571//Homo sapiens PTD002 mRNA, complete cds.//5.90E-185//857bp//99%//AF078857 
C-PLACE1 009596//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/5. 1 0E-54//291 aa//40%//Q 00808 
C-PLACE1 009622//MATERNAL EFFECT PROTEIN STAUFEN.//1 .30E-60//209aa7/41%//P251 59 
C-PLACE1009659//MEMBRANE-ASSOCIATED PROTEIN HEM-2 (NAP1 PROTEIN).//1 .50E-285//538aa//99%// 

20 P55161 

C-PLACE1009670//Homo sapiens genethonin 1 mRNA, complete cds7/0//1854bp//100%//AF062534 
C-PLACE1 009708//HYPOTHETICAL 143.3 KD TRP-ASP REPEATS CONTAINING PROTEIN C12G12.13C IN 
CHROMOSOME !7/7.00E-33//166aa//43%//Q09876 
C-PLACE1009721//MSF1 PROTEIN.//1 .70E-22//176aa//33%//P35200 
25 C-PLACE1 009731 //AIG1 PROTEIN7/1 .60E-22//274aa//28%//P54120 

C-PLACE1009763//Homo sapiens mRNA for Nedd8-activating enzyme hUba3, complete cds 7/4.30 E-29 All 
1329bp//100%//AB012190 

C-PLACE1 009798//RLR1 PROTEIN.//1 .60E-1 8//270aa//23%//P53552 

C-PLACE1009845//WEB1 PROTEIN (PROTEIN TRANSPORT PROTEIN SEC31).//2.30E-59//405aa//33%// 
30 P38968 

C - PLAC E 1 00986 1//CATH EPS IN B-LIKE CYSTEINE PROTEINASE 6 PRECURSOR (EC 3.4.22.-).//6.50E-28// 
209aa//38%//P43510 

C-PLACE1 009908//HYPOTHETICAL GTP-BINDING PROTEIN IN SEH1 -PRP20 INTERGENIC REGION.//1 .90E- 
1 08//277aa//43%//P531 45 

35 C-PLACE1 009925//Homo sapiens RNA helicase (RIG-I) mRNA, complete cds.//0//1 730bp//99%//AF038963 

C-PLACE1 009992//LIMULUS CLOTTING FACTOR C PRECURSOR (EC 3.4.21 .84).//4.60E-59//450aa//34%// 
P28175 

C-PLACE1009997//Rattus norvegicus A-kinase anchoring protein AKAP 220 mRNA, complete cds7/5.20E-70// 
736bp//73 %//U48288 

40 C-PLACE1010053//M.musculus Spnr mRNA for RNA binding protein 7/6 .00E-279//1402bp//94%//X84692 

C-PLACE1010074//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds.//0//2019bp//99%//AF065482 
C-PLACE1010096//100 KD PROTEIN (EC 6.3.2.-)7/1 .40 E-268//506aa//98%//Q 62671 
C-PLACE1010105//RING CANAL PROTEIN (KELCH PROTEIN)7/7.30E-114//537aa//44%//Q04652 
C-PLACE1 01 01 34//TRANSCRIPTION REGULATORY PROTEIN SNF2 (SWI/SNF COMPLEX COMPONENT 

45 SNF2) (REGULATORY PROTEIN SWI2) (REGULATORY PROTEIN GAM1) (TRANSCRIPTION FACTOR 

TYE3).//1 .70E-20//1 56aa//42%//P22082 

C-PLACE1010148//CYUCIN I (MULTIPLE-BAND POLYPEPTIDE I) 7/4.60 E-07//431aa//23%//P35662 
C-PLACE1010194//SPLICING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35) (SC-35) 
(SPUCING COMPONENT, 35 KD) (PR264 PROTEIN)7/9.80E-11//95aa//49%//Q01130 
50 C-PLACE1010231//CELL SURFACE GLYCOPROTEIN EMR1 PRECURSOR (EMR1 HORMONE RECEPTOR).// 

5.1 OE-27//371aa//28%//Q14246 

C-PLACE1 01 0261 //SEGREGATION DISTORTER PROTEIN7/1 .60E-77//214aa//62%//P25722 
C-PLACE1010310//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAG ME NT) 7/1 .20E-1 8//467aa//30%//P46804 
C-PLACE1010321//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT).// 
55 1.1 0E-09//350aa//22%//P521 78 

C-PLACE1 01 0362//1 -PHOSPHATIDYLINOSITOL PHOSPHODIESTERASE PRECURSOR (EC 3.1.4.10) 
(PHOSPHATIDYLINOSITOL-SPECIFIC PHOSPHOLIPASE C) (PI-PLC)7/2.00E-09//126aa//29%//P34024 
C-PLACE1010481//Bos taurus C5-glucuronyl epimerase mRNA, partial cds//0//2082bp//91%//AF003927 
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C-PLACE1010522//Homo sapiens mRNA for DEPP (decidual protein induced by progesterone), complete cds7/ 
0//1981 bp//99V/AB022718 

C-PLACE1010529//Homo sapiens TANK binding kinase TBK1 (TBK1) mRNA, complete cds.//0//1 750bp//99%// 
AF191838 

5 C-PLACE1 01 0547//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 7/1 .20E-07//616aa//24%// 

P25386 

C-PLACE1010579//Homo sapiens CED-6 protein (CED-6) mRNA, complete cds.//8.80E-300//1359bp//99%// 
AF191771 

C-PLACE1010599//Homo sapiens PexU mRNA for peroxisomal membrane anchor protein, complete cds7/0// 
10 1 904bp//99%//AB01 7546 

C-PLACE1010622/ATROPONIN T, CARDIAC MUSCLE ISOFORMS (TNTC) J/0 .0000001 6//1 20aa//28%//P02642 
C-PLACE1 01 0628//Homo sapiens S1 64 gene, partial cds; PS1 and hypothetical protein genes, complete cds; and 
S171 gene, partial cds7/7,50E-08//324bp//64%//AFl 09907 

C-PLACE1010661//TESTIS-SPECIFIC PROTEIN PBS 13.//5.70E-75//423aa//39%//Q01755 
15 C-PLACE1010662//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1.-) 

(DUGT)7/1.80E-222//808aa//52%//Q09332 

C-PLACE1010702//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6)7/5.20E-151//427aa//55%//P28160 
C-PLACE1 01 0720//Homo sapiens mRNA for chromosome-associated polypeptide-C, complete cds7/4.00E-299// 
1 091 bp//99%//AB01 9987 

20 C-PLACE1 01 0743//Homo sapiens myosin-IXb splice variant (Myo9b) mRNA, partial cds .//8. 9 OE-91 //668b p//82%// 

AF020267 

C-PLACE1010761//Homo sapiens mRNA for cisplatin resistance -associated overexpressed protein, complete 
CdS.//0//1 448bp//99%//AB034205 

C-PLACE1010771//M.musculus HCNGP mRN Ay/7.40 E-168//966bp//89%//X68061 
25 C-PLACE1010811//Rattus norvegicus mRNA for protein encoded by bdeight gene, partial.//1.60E-217//858bp// 

87%//AJ010392 

C-PLACE1010833//CALTRACTIN(CENTRIN).//0.0000001//154aa//28%//P41209 

C-PLACE1010870//2INC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 .30E-143//407aa// 
58%//Q05481 

30 C-PLACE1010896//NUF1 PROTEIN (SPINDLE POLY BODY SPACER PROTEIN SPC1 10)7/1 .50 E-25//583aa// 

23%//P35580 

C-PLACE1 01 0926//HYPOTHETICAL 72.2 KD PROTEIN C12C2.05C IN CHROMOSOME ll.//7.60E-23//103aa// 
53%//Q09746 

C-PLACE1010942//Homo sapiens intersectin long isoform (ITSN) mRNA, complete cds.//0//1440bp//99%// 
35 AF1 14487 

C-PLACE1 01 0960//ACTIN-LIKE PROTEIN 1 3E7/5.30E-98//297aa//48%//P45890 

C-PLACE1011041//Homo sapiens mRNA for BAP2-alpha protein, complete cds.//0//1 701bp//97%//AB015019 
C-PLACE1011046//1-PHOSPHATIDYUNOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE BETA 1 (EC 
3.1.4.11) (PLC-BETA-1) (PHOSPHOLIPASE C-BETA-1) (PLC-I) (PLC-154).//0//646aa//97%//P10894 
40 C-PLACE1011056//HISTONE HI, GONADAL7/6.80E-13//154aa//37%//P02256 

C-PLACE1011109//ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEFG)7/1.50E-22//63aa// 
88%//Q07803 

C-PLACE1 01111 4//P ROB ABLE ATP-DEPENDENT RNA HELICASE HASl.//2.90E-71//190aa//44%//Q03532 
C-PLACE1011160//Homo sapiens HFB30 mRNA, complete cds.//0//1691bp//99%//AB022663 
<5 C-PLACE1011185//INSERTION ELEMENT IS1 PROTEIN INSB.//1 .30E-89//167aa//100%//P03830 

C-PLACE1 01 1 21 9//PROBABLE OXIDOREDUCTASE (EC 1.-.-.-)7/3.20E-12//212aa//29%//G03326 
C-PLACE1011229//Homo sapiens ubiquitin-specific protease homolog (UPH) mRNA, complete cds 7/2. 30 E- 152// 
701 bp//99%//AF1 53604 

C-PLACE1011310//MYOSIN HEAVY CHAIN, GIZZARD SMOOTH M USCLE 7/3. 50 E-20//496aa//25%//P 10587 
so C-PLACE1011332//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds7/7.20E-151// 

697bp//99%//AF1 02265 

C-PLACE1011340//Homo sapiens IDN3-B mRNA, complete cds7/1 . 20 E-74//380bp//97%//AB0 19602 
C-PLACE1011371//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H2 PRECURSOR (ITI HEAVY CHAIN 
H2)7/1 .70E-78//383aa//39%//Q61 703 
55 C-PLACE1011399//Homo sapiens CGI-72 protein mRNA, complete cds7/3.20E-90//427bp//99%//AF151830 

C-PLACE1011433//TRANSCRIPTION FACTOR MIA (FACTOR A) (TFIIIA)7/3.00E-10//236aa//25%//P34695 
C-PLACE1011477//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds.//0//2040bp//99%//AF065482 
C-PLACE1 01 1 492//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT)7/ 
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4.90E-11//147aa//32%//P52178 

C-PLACE1011576//Human Kruppel related zinc finger protein (HTF10) mRNA, complete cds.//0//1791bp//82%// 
L11672 

C-PLACE1011586//Rattus norvegicus clone C53 CDK5 activator-binding protein mRNA, complete cds7/4.10E- 
5 259//1 538bp//87%//AF1 77476 

C-PLACE1011635//Homo sapiens heparan sulfate D-glucosaminyl 3-0-sulfotransferase-3B (30ST3B1) mRNA, 
complete cds7/0//1559bp//99%//AF1 05377 

C-PLACE1011664//CROOKED NECK PROTEIN.//1 .60E-187//505aa//64%//P 17886 

C-PLACE1011858//Homo sapiens BAG-family molecular chaperone regulator-2 mRNA, complete Cds.//1.30E- 
10 255//1 1 79bp//99%//AF0951 92 

C-PLACE1011896//Mus musculus Wnt10a mRNA, complete cds7/2.60E-287//1820bp//85%//U61969 
C-PLACE1 01 1 922//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN, TYPE 
B) (NMMHC-B)7/1 .30E-1 5//409aa//27%//P35580 

C-PLACE1011 923//Homo sapiens serum-inducible kinase mRNA, complete cds.//0//2782bp//99%//AF059617 
15 C-PLACE101-2031//Homo sapiens sorting nexin 13 (SNX13) mRNA, partial cds.//0//1701bp//100%//AF121862 

C-PLACE2000014//HYPOTHETICAL HELICASE C28H8.3 IN CHROMOSOME lll.//2.60E-42//104aa//49%// 
Q09475 

C-PLACE200001 5//EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN 
EPS15) (AF-1 P PROTEIN)7/1 .1 0E-1 1 6//364aa//45%//P42566 
20 C-PLACE2000021//Homo sapiens TRF1 -interacting ankyrin-related ADP-ribose polymerase mRNA, complete 

CdS.//2.70E-1 07//981 bp//74%//AF082556 

C-PLACE2000034//LAR PROTEIN PRECURSOR (LEUKOCYTE ANTIGEN RELATED) (EC 3.1 .3.48)7/2.20E-29// 
212aa//35%//P10586 

C-PLACE2000039//DYNEIN HEAVY CHAIN, CYTOSOLIC (DYHC) (MAP 1C)7/6.10E-293//388aa//99%//P38650 
25 C-PLACE2000062//Homo sapiens mRNA for type II membrane protein similar to HIV gp1 20-binding C-type lectin, 
complete CdS, Clone :HP01 3477/6. 30 E-166//656bp//94%//AB0 15629 

C-PLACE2000072//Homo sapiens ZNF202 beta (ZNF202) mRNA, complete cds.//0//3174bp//99%//AF027219 
C-PLACE20001 64//TIPD PROTEIN7/2.1 0E-59//481 aa//33%//01 5736 

C-PLACE200021 6//SPECTRIN BETA CHAIN, BRAIN (SPECTRIN, NON-ERYTHROID BETA CHAIN) (FODRIN 

30 BETA CHAIN) (S PTBN 1)7/6. 60 E- 11 5//226aa//99%//Q0 1082 

C-PLACE2000246//RING CANAL PROTEIN (KELCH PROTEIN)7/6.00E-57//239aa//34%//Q04652 
C-PLACE2000274//DYNEIN BETA CHAIN, CILIARY7/2.20E-167//880aa//37%//P23098 
C-PLACE2000341//Homo sapiens sodium-dependent multivitamin transporter (SMVT) mRNA, complete cds7/0// 
1 554bp//99%//AF069307 

35 C-PLACE2000371/TENSIN7/2.90E-78//561aa//37%//Q04205 

C-PLACE2000373//F-SPONDIN PRECURSOR7/8.60E-1 6//371 aa//28%//P35446 

C-PLACE2000398//LAR PROTEIN PRECURSOR (LEUKOCYTE ANTIGEN RELATED) (EC 3.1 .3.48).//6.30E-37// 
90aa//98%//P 10586 

C-PLACE2000399//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (CD99) (MIC2 PRO- 
40 TEIN) (12E7)7/1 .60E-14//180aa//39%//P 14209 

C-PLACE2000404//PROBABLE LEUCYL-TRNA SYNTHETASE (EC 6.1.1.4) (LEUCINE-TRNA LIGASE) 
(LEU RS) 7/9 .90 E-229//82 1 aa//54%//Q 09996 

C-PLACE2000411//Homo sapiens epsin 2b mRNA, complete cds7/3.80E-27l//642bp//99%//AF062085 
C-PLACE2000427//PROBABLE HELICASE MOT1 7/1 .20E-26//200aa//27%//P32333 
45 C-PLACE2000438//POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- 

UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTIDE, N- ACETYLGALACTOS- 
AMINYLTRANSFERASE) (GALNAC-T1)7/2.10E-86//348aa//41%//Q 10472 

C-PLACE2000458//CADH ERIN- RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN).//2.50E-25// 
165aa//40%//P33450 

so C-PLACE2000477//Homo sapiens putative secreted protein (ZSIG11) mRNA, complete cds 7/6. 70 E-127//671 bp// 

94%//AF072733 

C-PLACE3000009//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1)(FRAG- 
MENT)7/3.50E-30//400aa//30%//P11414 

C-PLACE3000020//Homo sapiens type III adenylyl cyclase (AC-MI) mRNA, complete cds.//0//2253bp//99%// 
55 AF033861 

C-PLACE3000059//Mus musculus mRNA for ubiquitin conjugating enzyme7/0//1979bp//90%//Y 17267 
C-PLACE30001 21 //VESICULAR TRAFFIC CONTROL PROTEIN SEC157/1 .90E-08//281aa//22%//P22224 
C-PLACE3000145//TENSIN7/1.00E-108//277aa//75%//Q04205 



2447 



EP1 074 617 A2 



C-PLACE3000147//Homo sapiens metalloproteinase with thrombospondin type 1 motifs ADAMTS1 (ADAMTS1) 
mRNA, complete cds.//0//2043bp//99%//AF 170084 

C-PLACE3000169//ZINC FINGER PROTEIN 1357/2.50E-90//358aa//47%//P52742 

C-PLACE3000218//Homo sapiens putative protein O-mannosyltransferase (POMT2) mRNA, complete cds7/0// 
5 1 862bp//98%//AF1 05020 

C-PLACE3000242//Human trophinin mRNA, complete cds7/0//2290bp//99%//U04811 
C-PLACE3000244//PROTEIN TSG24 (MEIOTIC CHECK POINT REGULATOR).//0//1435aa//92%//P53995 
C-PLACE3000254//Homo sapiens transcriptional activator SRCAP (SRCAP) mRNA, complete cds.//0//4583bp// 
83%//AF1 43946 

w C-PLACE3000339//GLUCO AMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1 ,4-ALPHA-D-GLUCAN G LU CO HYDROLASE) 7/9. 60 E-08//359aa//23%//P08 640 

C-PLAC E3000350//S ER IN E/THR EON IN E- PROTEIN KINASE SULU (EC 2.7.1 .-) 7/1 .00 E-54//41 8aa//38%// 
P46549 

C-PLACE3000416//Homo sapiens mRNA for actin binding protein ABP620, complete cds.//1.80E-141//565bp// 
15 98%//AB029290 

C-PLACE3000477//Homo sapiens phosphoprotein pp75 mRNA, partial cds.//0//3012bp//98%//AF1 53085 
C-PLACE4000009//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN, TYPE 
B) (NMMHC-B)7/2.90E-54//626aa//297o//P35580 

C-PLACE4000014//X-LINKED HEUCASE II (X-LINKED NUCLEAR PROTEIN) (XNP)7/3.10E-111//348aa//41%// 
20 P46100 

C-PLACE4000052//Homo sapiens ATP cassette binding transporter 1 (ABC1 ) mRNA, complete cds.//0//4661 bp// 
99%//AF1 65281 

C- PLACE4000063//GLU COAM YLAS E S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE)(1.4-ALPHA-D-GLUCANGLUCOHYDROLASE)7/1.70E-15//740aa//23%//P08640 
25 C-PLACE4000100//Homo sapiens hydroxypyruvate reductase (GRHPR) gene, complete cds.//0//4199bp//97%// 

AF1 46689 

C-PLACE4000128//Mus musculus putative transcription factor mRNA, complete cds.//1 .60E-86//190aabp//88%// 
AF091234 

C-PLACE4000156//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7)7/1 .40E-235//516aa// 
30 51%//Q05481 

C-PLACE4000192//ZINC FINGER PROTEIN 142 (KIAA0236) (HA4654)7/7.00E-22//369aa//25%//P52746 
C-PLACE4000211//Homo sapiens BAZ2A mRNA for bromodomain adjacent to zinc finger domain 2A, complete 
Cds.//0//5709bp//96%//AB032254 

C-PLACE4000230//Mus musculus semaphorin Via mRNA, complete cds7/0//2567bp//88%//AF030430 
35 C-PLACE4000259//H.sapiens gene for U5 snRNP-specific 200kD protem7/0//5l43bp//90%//Z70200 

C-PLACE4000261 //PEREGRIN (BR140 PROTEIN)7/9.50E-10//128aa//34%//P55201 
C-PLACE4000269//Rattus norvegicus rexo70 mRNA, complete cds.//0//2034bp//89%//AF032667 
C-PLACE4000326//NAM7 PROTEIN (NONSENSE-MEDIATED MRNA DECAY PROTEIN 1) (UP-FRAMESHIFT 
SUPPRESSOR 1)7/8. 10E-24//319aa//31%//P30771 
*o C-PLACE4000369//Homo sapiens thyroid hormone receptor-associated protein complex component TRAP240 
mRNA, complete cds.//1 .40E-1 85//1 1 35bp//67%//AF1 1 7754 

C-PLACE4000401 //ACETYL-COENZYME A SYNTHETASE (EC 6.2.1 .1) (ACETATE--COA LIGASE) (ACYL- AC- 
TIVATING ENZYME).//7.20E-22//54aa//62%//Q01 576 

C-PLACE4000431//H.sapiens gene for U5 snRNP-specific 200kD protein 7/0//5142bp//90%//Z70200 
<5 C-PLACE4000450//Homo sapiens BAZ2A mRNA for bromodomain adjacent to zinc finger domain 2A, complete 

CdS.//0//5709bp//96%//AB032254 

C-PLACE4000489//PROTEIN GRAINY-HEAD (DNA-BINDING PROTEIN ELF-1) (ELEMENT l-BINDING ACTIV- 
ITY) (TRANSCRIPTION FACTOR NTF-1 )7/5. 70 E-60//254aa//44%//P 13002 

C-PLACE4000522//NEUROGENIC LOCUS NOTCH PROTEIN HOMOLOG PRECURSOR (XOTCH PROTEIN).// 

50 2.40E-1 91//828aa//48%//P21 783 

C-PLACE4000548//GLUCO AMYLASE S1/S2 PRECURSOR (EC 3.2.1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSI- 
DASE) (1,4-ALPHA-D-GLUCANGLUCOHYDROLASE)7/8.70E-13//784aa//21%//P08640 
C-PLACE4000558//PROBABLE UBIQUITIN CARBOXYL-TERM IN AL HYDROLASE FAF (EC 3.1 .2.15) (UBIQUI- 
TIN THIOLESTERASE FAF) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE FAF) (DEUBIQUITINATING EN- 

55 ZYME FAF) (FAT FACETS PROTEIN)7/1 .50E-26//252aa//35%//P55824 

C-PLAC E400058 1 //Fl BROP ELLI N I PRECURSOR (EPIDERMAL GROWTH FACTOR-RELATED PROTEIN 1) 
(UEGF-1)7/9.30E-70//226aa//52%//P10079 

C-PLACE4000650//TUBE RIN (TUBEROUS SCLEROSIS 2 HOMOLOG PROTEIN)7/7.90E-17//201aa//34%// 
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P49816 

C-PLACE4000654//Mus musculus mRNAfor ubiquitin conjugating enzyme y/0//6340bp//87%//Y1 7267 
C-SKNMC1 00001 1//PUTATIVE IMPORTIN BETA-4 SUBUNIT (KARYOPHERIN BETA-4 SUBUNIT).//5.50E-35// 
431aa//29%//O60100 

5 C-SKNMC1000013//Homo sapiens ATP-binding cassette protein M-ABC1 mRNA, nuclear gene encoding mito- 

chondrial protein, complete cds7/0//2384bp//99%//AF047690 

C-SKNMC1000046//Homo sapiens liprin-alpha3 mRNA, partial cds.//1.90E-162//749bp//99%//AF034800 
C-SKNMC1 000050//CALPAIN 2, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM; ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (M-TYPE).//3.20E-41//87aa//98%//P17655 
w C-SKNMC1000091//Homo sapiens mRNA for leucine-zipper protein, complete cds.//6.10E-190//872bp//99%// 

AB021663 

C-THYR01 000034/TR1CHOHYALIN.//9.40E-1 0//1 76aa//30%//P37709 

C-THYRO1000072//MYOSIN UGHT CHAIN KINASE, SMOOTH MUSCLE AND NON-MUSCLE ISOZYMES (EC 
2.7.1.117) (MLCK) [CONTAINS: TELOKIN]7/3.40E-16//201aa//29%//P11799 
15 C-THYRO1000085//PAIRED BOX PROTEIN PAX-8, ISOFORMS 8A/8B.//2.00E-72//155aa//92%//Q06710 

C-THYRO1000121//Rattus norvegicus CTD-binding SR-like protein rA8 mRNA, complete cds.//0//l737bp//87%// 
U49055 

C-THYR01000132//Homo sapiens echinoderm microtubule-associated protein homolog HuEMAP mRNA, com- 
plete CdS.//1 .1 0E-1 59//824bp//95%//U9701 8 
20 C-THYR01000173//Homo sapiens AP-mu chain family member mulB (HSMU1B) mRNA, complete cds.//0// 

1 71 3bp//99%//AF020797 

C-THYR01000197//Homo sapiens mRNA for poly(A)-specifiC ribonucl ease. //0//2362bp//99%//A J 005698 
C-THYRO1000242//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//5.00E-118//239aa//66%// 
P51523 

25 C-THYR01 000288//Homo sapiens mRNA for Hs Ste24p, complete cds.//0//21 61 bp//99%//AB01 6068 

C-THY-ROl000327//Homo sapiens autocrine motility factor receptor (AMFR) mRNA, complete cds.//0//1 567bp// 
99%//AF124145 

C-THYRO1000343//ATROPHIN-1 (DENTATORUBRAL-PALUDOLUYSIAN ATROPHY PROTEIN).//4.90E-06// 
280aa//31%//P54259 

30 C-THYRO1000358//SELENIUM-BINDING LIVER PROTEIN y/2.30E-229//237aa//79%//P1 7563 

C-THYR01000394//Homo sapiens peroxisomal membrane protein PMP 24 mRNA, complete cds7/1.20E-299// 
1 325bp//99%//AF072864 

C-THYR01 000395//Homo sapiens actin-binding protein (IPP) mRNA, complete cds7/0//2092bp//99%//AF1 56857 
C-THYR01000401//Human TcD37 homolog (HTcD37) mRNA, partial cds.//1.10E-90//430bp//99%//U67085 
35 C-THYR01 000488//Homo sapiens HFB30 mRNA, complete CdS.//0//2254bp//1 00%//AB022663 

C-THYRO1000501//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A))(RO(SS-A))Y/ 
4.20E-98//408aa//42%//P1 9474 

C-THYRO1000569//Mus musculus hematopoietic zinc finger protein mRNA, complete cds.//0//1557bp//91%// 
AF1 18566 

40 C-THYR01000585//Homo sapiens protein associated with Myc mRNA, complete cds.//0//l901bp//99%// 

AF075587 

C-THYRO1000605//Homo sapiens histone acetyltransferase (HBOa) mRNA, complete cds.//0//3080bp//99%// 
AF1 40360 

C-THYR01000662//Homo sapiens XPV mRNA for DNA polymerase eta, complete cds.//0//2341 bp//99%// 
45 AB024313 

C-THYR01000666//Mus musculus mRNA for kinesin like protein 9.//0//2001bp//86%//AJ 132889 
C-THYR01000684//Homo sapiens BAG-family molecular chaperone regulator-5 mRNA, complete cdsV/0// 
3347bp//99%//AF095195 

C-THYRO1000748//RHO-GAP HEMATOPOIETIC PROTEIN C1 (P115) (KIAA0131).//3.30E-96//335aa//52%// 
50 P98171 

C-TH YR0 1 000756//ALPHA-N-ACETYLGALACTOSAM IN IDE ALPHA-2.6-SIALYLTRANSFERASE (EC 2.4.99.-) 
(ST6GALNACIII)(STY).//1.80E-55//243aa//42%//Q64686 

C-THYR01000783//Xenopus laevis tail-specific thyroid hormone up-regulated (gene 5) mRNA, complete cds.// 
2.40E-1 57//1 656bp//70%//U37373 
55 C-THYRO1000852//Human branched-chain amino acid aminotransferase (ECA40) mRNA, complete cds.//1 .40E- 

1 37//689bp//96%//U62739 

C-THYRO1000926//Homo sapiens cAMP-specific phosphodiesterase 8B (PDE8B) mRNA, partial cdsV/07/ 
2387bp//99%//AF079529 
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C-THYR01 1 000934//PYRROLINE-5-CARBOXYLATE REDUCTASE (EC 1.5.1.2) (P5CR) (P5C REDUCTASE).// 
7.50E-57//31 5aa//43%//P32322 

C-TH YRO 1 00095 1 //Dl H YD ROXYACETON E KINASE 2 (EC 2.7.1.29) (GLYCERONE KINASE).//5.00E-83// 
566aa//37%//P43550 

C-THYRO1000983//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (EC 6.3.2.19) (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B)7/6.30E-17//143aa//39%//P35132 
C-THYRO1001003//UBIQUITIN-CONJUGATING ENZYME E2-21.2 KD (EC 6.3.2.19) (UBIQUITIN-PROTEIN 
UGASE) (UBIQUITIN CARRIER PROTEIN).//5.90E-14//84aa//41V/P52491 

C-THYR01 001 033//TRANSFORMATION-SENSITIVE PROTEIN IEFSSP 3521 7/8.40E-1 2//1 67aa//29%//P31 948 
C-THYRO1001100//ZINC FINGER X-UNKED PROTEIN ZXDA (FRAGMENTJ.//1 .20E-67//245aa//62%//P981 68 
C-THYRO1001120//Homo sapiens deltex (Dx) mRNA, complete cds.//1.30E-110//1947bp//65%//AF053700 
C-THYRO1001134//Homo sapiens CGI-78 protein mRNA, complete cds.//0//1898bp//99%//AF151835 
C-THYRO1001189//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//1 ,10E-200//546aa// 
62%//Q05481 

C-THYRO1001204//Homo sapiens cathepsin Z precursor (CTSZ) gene, exons 4, 5, and 6 and complete cds; and 
TH1 gene partial sequence7/3.80E-100//478bp//99%//AF 136276 

C-THYRO1001287//MANNOSYL-OLIGOSACCHARIDE ALPHA-1 ,2-MANNOSIDASE (EC 3.2.1.113) (MAN(9)- 
ALPHA-MANNOSIDASE) (FRAGMENT).//3.40E-51//429aa//33%//P45701 

C-THYRO1001313//Homo sapiens sorting nexin 11 (SNX11) mRNA, complete cds.//0//2330bp//94%//AF121861 
C-TH YR01 001 347//Homo sapiens RAN binding protein 16 mRNA, complete cds7/2.00E-263//3101bp//68%// 
AF064729 

C-THYRO1001374//CYTOSOLIC ACYL COENZYME A THIOESTER HYDROLASE (EC 3.1.2.2) (LONG CHAIN 
ACYL-COA THIOESTER HYDROLASE) (CTE-I 1)7/1 .80E-13//361aa//22%//O001 54 
C-THYRO1001405//PLECTIN.//6.90E-19//450aa//27%//P30427 

C-TH YR01 001 406//PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1 .1 .-)7/1.10E-131//219aa//81%// 
070503 

C-TH YR01 001 458//MYOSIN HEAVY CHAIN, NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN, 
TYPE B) (NMMHC-B)7/2.70E-171//559aa//59%//P35580 

C-THYR01 001 61 7//Homo sapiens cDN A for dihydroxy acetone phosphate acyltransferase (DAP-AT).//0//l 784bp// 
99%//AJ002190 

C-TH YR01 001 656//Homo sapiens Leman coiled-coil protein (LCCP) mRNA, complete cds.//4.l0E-273//l947bp// 
82%//AF1 75968 

C-THYR01001671//Homo sapiens mRNA for 2'-5' oligoadenylate synthetase 59 kDa isoform.//0//1820bp//99%// 
AJ225089 

C-THYRO1001703//NIFR3-LIKEPROTEIN.//2.90E-32//282aa//32%//P45672 

C-THYRO1001721//RING CANAL PROTEIN (KELCH PROTEIN).//9.30E-34//220aa//38%//Q04652 

C-THYRO1001738//TUBULIN-TYROSINE LIGASE (EC 6.3.2.25) (TTL).//2.40E-20//21 7aa//30%//P38584 

C-TH YR01 001 809//MYOCYTE NUCLEAR FACTOR (MNF).//1 .40E-74//158aa//89%//P42128 

C-Y79AA1 00001 3//Mus musculus RING finger protein A07 mRNA, complete cds.//8.90E-205//1435bp//81%// 

AF171060 

C-Y79AA1000033//Homo sapiens CARD4 mRNA, complete cds. //0//2929bp//96%//AF 126484 
C-Y79AA1000037//DNA-BINDING PROTEIN BMI-1 7/2.40E-30//80aa//60%//P25916 

C-Y79AA1000059//Homo sapiens ary I- hydrocarbon interacting protein-like 1 (AIPL1) gene, complete cds//0// 
980bp//96%//AF1 80472 

C-Y79AA1000181//Homo sapiens CGI-01 protein mRNA, complete cds7/0//1858bp//99%//AF 132936 
C-Y79AA1 00021 4//Homo sapiens histone H2A.F/Z variant (H2AV) mRNA, complete cds.//7.10E-71//345bp// 
100%//AF081192 

C-Y79AA1000231//Homo sapiens nucleolar protein NOP5/NOP58 mRNA, complete cds.//0//1515bp//99%// 
AF1 23534 

C-Y79AA1000268//MUS musculus Nip21 mRNA, complete Cds7/2.10E-50//648bp//64%//AF035207 

C-Y79AA1 000313//CALPHOTIN.//0.00001 1//336aa//23%//Q0291 0 

C-Y79AA1000328//SEL-10PROTEIN7/0.000000067//219aa//25%//Q93794 

C-Y79AA1000342//Homo sapiens Ciz1 mRNA, complete cds7/0//2644bp//81%//AB030835 

C-Y79AA1 000346//Homo sapiens nonclathrin coat protein gamma2-COP mRNA, complete cds.//0//2520bp//99%// 

AF1 57833 

C-Y79AA1000349//M.musculus Spnr mRNA for RNA binding protein 7/0//2048bp//93%//X846 92 
C-Y79AA1000368//REDUCED VIABILITY UPON STARVATION PROTEIN 161 .//4.00E-20//261aa//27%//P25343 
C-Y79AA1000469//Mus musculus ancient ubiquitous 46 kDa protein AUP1 precursor (Aup1) mRNA, complete 
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CdS.//8.30E-252//1 207bp//85%//U41 736 

C-Y79AA1000540//CELL POLARITY PROTEIN TEA1 .//2.1 0E-1 2//21 1 aa//33%//P 87061 

C-Y79AA1 000560//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALPHA-C LARGE 
CHAIN) (1 00 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
5 C SUBUNIT)7/0//652aa//98%//P1 7427 

C-Y79AA1000589//32.3 KD PROTEIN IN CWP1-MBR1 INTERGENIC REGION.//2.40E-27//216aa//34%//P28320 
C-Y79AA1000627//Homo sapiens zinc finger protein (ZF51 28) mRNA, complete cds.//2.00E-287//2031bp//82%// 
AF060503 

C-Y79AA1000705//M.musculus mRNA of enhancer-trap-locus 1 7/5.80E-254//1477bp//84%//X69942 
10 C-Y79AA1000734//Homo sapiens peroxisomal biogenesis factor (PEX11b) mRNA, complete cds.//0//1594bp// 

99%//AF093670 

C-Y79AA1000748//Rattus norvegicus clone C42 CDK5 activator-binding protein mRNA, complete cds.//6.60E- 
286//1 832bp//84%//AF1 77477 

C-Y79AA1000752//PUTAT1VE HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN X (HNRNP X) (CBP).// 
15 4.90E-91//200aa//64%//Q61990 

C-Y79AA1000782//CYTOSOLIC PURINE S'-NUCLEOTIDASE (EC 3.1 .3.5).//3.00E-37//469aa//27%//P49902 
C-Y79AA1000784//Homo sapiens RanBP7/importin 7 mRNA, complete cds.//1.10E-236//1076bp//99%// 
AF098799 

C-Y79AA1000794//Homo sapiens actin -associated protein 2E4/kaptin (2E4) mRNA, 2E4-1 allele, complete cds.// 
20 0//1 61 0bp//99%//AF1 05369 

C-Y79AA1 000800//Homo sapiens putative secreted protein (ZSIG11 ) mRNA, complete cds.//1 .60E-284//1 288bp// 
99%//AF072733 

C-Y79AA1000833//TUBULIN ALPHA- 1 CHAIN.//5.00E-1 73//220aa//79%//P05209 

C-Y79AA1000962//MYOSIN HEAVY CHAIN, NON-MUSCLE (ZIPPER PROTEIN) (MYOSIN 1 1)7/4. 20 E- 17// 
25 430aa//27%//Q99323 

C-Y79AA1000966//Homo sapiens COP9 complex subunit 4 mRNA, complete cds.//0//1586bp//99%//AF1 00757 
C-Y79AA1000968//Rattus norvegicus initiation factor elF-2B gamma subunit (elF-2B gamma) mRNA, complete 
CdS.//3.90E-248//1468bp//87%//U38253 

C-Y79AA1000985//Human centrosomal protein kendrin mRNA, complete cds.//4.70E-151//985bp//87%//U52962 
30 C-Y79AA1001048//ACYL-COA DEHYDROGENASE, VERY-LONG-CHAIN SPECIFIC PRECURSOR (EC 

1 .3.99.-) (VLCAD)7/3.1 0E-1 38//583aa//47%//P45953 

C-Y79AA1 001 21 1//Homo sapiens origin recognition complex subunit 6 (ORC6) mRNA, complete cds.//0//1 435bp// 
99%//AF1 39658 

C-Y79AA1001233//ESTRADIOL 17 BETA-DEHYDROGENASE 1 (EC 1.1.1.62) (17-BETA-HSD 1) (1 7-BETA-HY- 
35 DROXYSTEROID DEHYDROGENASE 1).//7.70E-50//228aa//42%//P51657 

C-Y79AA1001236//Homo sapiens cell division protein mRNA, complete cds.//0//1612bp//99%//AF063015 
C-Y79AA1001299//Homo sapiens mRNA for integrase interactor 1b protein (INI1B)y/0//996bp//99%//AJ011738 
C-Y79AA1001312//ZINC FINGER PROTEIN MLZ-4 (ZINC FINGER PROTEIN 46).//0.000000023//193aa//30%// 
Q03309 

40 C-Y79AA1001323//MUS musculus mRNA for GSG1 , complete cds.//3.30E-172//1171bp//83%//D87325 

C-Y79AA1001384//Homo sapiens very large G-protein coupled receptor-1 (VLGR1) mRNA, complete cds7/0// 
4708bp//99%//AF055084 

C-Y79AA1001391//HOMEOBOX PROTEIN HOX-A13 (HOX-1J).//1 .20E-58//178aa//66%//P31271 
C-Y79AA1001394//CELL DIVISION PROTEIN FTSH HOMOLOG (EC 3.4.24.-)7/1 .20E-13//230aa//32%//O83746 
45 C-Y79AA1001402//Homo sapiens paraneoplastic cancer-testis-brain antigen (MA4) mRNA, partial cds.//8.50E- 

65//784bp//62%//AF083 1 1 5 

C-Y79AA1 001 493//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (EC 6.3.2.19) (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B)y/3.80E-18//151 aa//38%//P35132 
C-Y79AA1001533//Mouse mRNA for RNA polymerase I associated factor (PAF53), complete Cds7/4.50E-193// 
50 1 333bp//80%//D1 4336 

C-Y79AA1001548//PHOSPHATIDYLINOSITOL 4-KINASE ALPHA (EC 2.7.1.67) (PI4-KINASE) (PTDINS-4-KI- 
NASE) (PI4K-ALPHA)7/7.50E-76//85aa//90%//P42356 

C-Y79AA1 001 581// ACETYL-COENZYME A SYNTHETASE (EC 6.2.1 .1) (ACETATE--COA LIGASE) (ACYL- AC- 
TIVATING ENZYME)7/1 .90E-40//482aa//27%//P27550 
55 C-Y79AA1 001 594//HYALURONAN-MEDIATED MOTILITY RECEPTOR (HYALURONIC ACID RECEPTOR).// 

2.50E-1 4//41 Oaa//24%//Q00547 

C-Y79AA1001603//POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- 
UDP AC ETYLG ALACTOS AM I N YLTR ANSF E FIAS E) (UDP-GALNAC:POLYPEPTIDE, N- ACETYLGALACTOS- 
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AMINYLTRANSFERASE) (GALNAC-T1 )7/1 .70E-84//313aa//48%//G07537 
C-Y79AA1001613//ZINC FINGER PROTEIN 1327/3.80E-91//209aa//41%//P52740 

C-Y79AA1001679//Homo sapiens lambda-crystallin mRNA, complete cds7/3.4e-310//1430bp//98%//AF077049 
C-Y79AA1001692//Mus musculus strain C57BL/J germ cell-less protein (Gd) mRNA, complete cds7/1 .40E-78// 
5 227aa//40%//Q01820 

C-Y79AA1001705//Homo sapiens p53 regulated PA26-T2 nuclear protein (PA26) mRNA, complete cds7/3.40E- 
47//626bp//68%//AF0331 20 

C-Y79AA1001711//Human 60-kdal ribonucleoprotein (Ro) mRNA, complete cds,//l.20E-258//H85bp//99%// 
J04137 

10 C-Y79AA1001827//Homo sapiens mammalian inositol hexakisphosphate kinase 2 (IP6K2) mRNA, complete cds.// 

0//1 689bp//98%//AF1 771 45 

C-Y79AA1001866//Homo sapiens zinc finger protein ZNF180 (ZNF180) mRNA, complete cds.//0//2927bp//97%// 
AF1 92913 

C-Y79AA1001874//OX40L RECEPTOR PRECURSOR (ACT35 ANTIGEN) (TAX-TRANSCRIPTION ALLY ACTI- 
OS VATED GLYCOPROTEIN 1 RECEPTOR) (CD134 ANTIGEN).//4.50E-08//135aa//31%//P43489 
C-Y79AA1001 875//RAS- RELATED PROTEIN RAB-77/9.40E-12//34aa//97%//P51 149 

C-Y79AA1001923//Homo sapiens F-box protein Fbx22 (FBX22) gene, partial Cds.//7.10E-52//279bp//97%// 
AF1 74602 

C-Y79AA1001963//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELICASE 

20 SPAC1 0F6.02C7/1 .00E-1 0//94aa//47%//O42643 

C-Y79AA1002027//UBIQUITIN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42).//9.90E-39//143aa//52%//P42743 
C-Y79AA1002083//H.sapiens mRNA for MUF1 protein.//5.00E-163//752bp//99%//X86018 
C-Y79AA1002103//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//3.00E-257//549aa//76%//P16415 

25 C-Y79AA1002139//DNAJ PROTEIN HOMOLOG 1 (DROJ1)7/9.00E-17//120aa//45%//Q24133 

C-Y79AA1002204//COMPLEXIN 2 (SYNAPHIN 1) (921-L).//7.50E-09//131aa//35%//Q13329 
C-Y79AA1 002208//ANKYR IN 7/8.1 0E-34//1 88aa//38%//Q02357 

C-Y79AA1 002209/TYROSYL-TRNA SYNTHETASE (EC 6.1 .1.1) (TYROSINE-TRNA LIGASE) (TYRRS).//1 .60E- 
72//437aa//39%//P00952 

30 C-Y79AA1002210//TUMOR NECROSIS FACTOR, ALPHA-INDUCED PROTEIN 1, ENDOTHELIAL (B12 PRO- 

TEINIC 000001 8//1 40aa//25%//Q1 3829 

C-Y79AA1 00221 1//PHOSPHATIDYLETHANOLAMINE-BINDING PROTEIN HOMOLOG F40A3.3.//1.70E-17// 
146aa//35%/7016264 

C-Y79AA1002229//DNA CROSS-LINK REPAIR PROTEIN PS02/SNM 1 7/7.1 0E-1 7//21 3aa//31 %//P30620 
35 C-Y79AA1 002246//SYNAPTOTAGM IN V.//1 .60E-28//286aa//32%//O00445 

C-Y79AA1002258//Homo sapiens mRNA for HIP1 R, complete CdS.//0//2106bp//99%//AB0 13384 
C-Y79AA1002307//Homo sapiens astrotactin2 (ASTN2) mRNA, complete cds.//0//1209bp//99%//AF1 16574 
C-Y79AA1 00231 1//R.norvegicus mRNA for cytosolic resiniferatoxin-binding protein.//2.90E-l86//H30bp//82%// 
X67877 

40 C-Y79AA1002361//Rattus norvegicus mRNA for protein phosphatase 1 (GL-subunit).//6.90E-140//966bp//82%// 

Y18208 

C-Y79AA1002399//Homo sapiens mRNA for sperm protein.//0//1163bp//95%//X91879 

C-Y79AA1 00241 6//Mus musculus CTP synthetase homolog (CTPsH) mRNA, complete cds.//3.9e-317//1902bp// 
86%//U49385 

45 C-Y79AA1002431//TRANSDUC IN-LIKE ENHANCER PROTEIN 2 (ESG2)7/9.80E-62//318aa//35%//Q04725 

C-Y79AA1002433//Homo sapiens chromatin- specific transcription elongation factor FACT 140 kDa subunit mR- 
NA, complete cds7/0//1545bp//96%//AF1 52961 

C-Y79AA1002472//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7)7/1 .50E-136//472aa// 
49%//Q05481 

50 C-Y79AA1002482//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7)7/2.70E-137//340aa// 

51%//Q05481 

C-Y79AA1002487//Homo sapiens chromosome 5 F-box protein Fbx4 (FBX4) mRNA, complete cds7/7.3e-311// 
1 444bp//98%//AF1 29534 



Claims 

1 . Use of an oligonucleotide as a primer for synthesizing the polynucleotide comprising the nucleotide sequence set 
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forth in any one of SEQ ID NOs: 1-5547 and SEQ ID NOs: 16111-16164, or the complementary strand thereof, 
wherein said oligonucleotide is complementary to said polynucleotide or the complementary strand thereof and 
comprises at least 15 nucleotides. 

2. A primer set for synthesizing polynucleotides, the primer set comprising an oligo-dT primer and an oligonucleotide 
complementary to the complementary strand of the polynucleotide comprising the nucleotide sequence set forth 
in any one of SEQ ID NOs: 1-5547 and SEQ ID NOs: 16111-16164, wherein said oligonucleotide comprises at 
least 15 nucleotides. 

3. A primer set for synthesizing polynucleotides, the primer set comprising a combination of an oligonucleotide com- 
prising a nucleotide sequence complementary to the complementary strand of the polynucleotide comprising a 5'- 
end nucleotide sequence and an oligonucleotide comprising a nucleotide sequence complementary to the poly- 
nucleotide comprising a 3'-end nucleotide sequence, wherein said oligonucleotides comprise at least 1 5 nucle- 
otides and wherein said combination of 5'-end nucleotide sequence 3'-end nucleotide sequence is selected from 
the group consisting of: 

SEQ ED NO: 1 / SEQ ID NO: 5548, SEQ ID NO: 4 / SEQ ID NO: 5549, SEQ ID NO: 5 / SEQ — 
ID NO: 5550, SEQ ID NO: 6 / SEQ ID NO: 5551 , SEQ ID NO: 7 / SEQ ID NO: 5552, SEQ ID 
NO: 8 / SEQ ID NO: 5553, SEQ ID NO: 9 / SEQ ID NO: 5554, SEQ ED NO: 10 / SEQ ID NO: 
5555, SEQ ID NO: 11 / SEQ ID NO: 5556, SEQ ID NO: 12 / SEQ ID NO: 5557, SEQ ID NO: . 
13 / SEQ ID NO: 5558, SEQ ID NO: 14 / SEQ ID NO: 5559, SEQ ID NO: 15 / SEQ ID NO: 
5560, SEQ ID NO: 16 / SEQ ID NO: 5561, SEQ ID NO: 17 / SEQ ID NO: 5562, SEQ ID NO: 
18 / SEQ ID NO: 5563, SEQ ID NO: 19 / SEQ ID NO: 5564, SEQ ID NO: 20 / SEQ ID NO: 
5565, SEQ ID NO: 21 / SEQ ID NO: 5566, SEQ ID NO: 22 / SEQ ID NO: 5567, SEQ ID NO: 
23 / SEQ ID NO: 5568, SEQ ID NO: 24 / SEQ ID NO: 5569, SEQ ID NO: 25 / SEQ ID NO: 
5570, SEQ ID NO: 26 / SEQ ED NO: 5571, SEQ ID NO: 27 / SEQ ID NO: 5572, SEQ ID NO: 
28 / SEQ ED NO: 5573, SEQ ID NO: 29 / SEQ ED NO: 5574, SEQ ED NO: 30 / SEQ ID NO: 
5575, SEQ ED NO: 31 / SEQ ID NO: 5576, SEQ ID NO: 32 / SEQ ED NO: 5577, SEQ ED NO: 
33 / SEQ ID NO: 5578, SEQ ID NO: 34 / SEQ ED NO: 5579, SEQ ED NO: 35 / SEQ ID NO: 
5580, SEQ ED NO: 37 / SEQ ID NO: 5581, SEQ ID NO: 38 / SEQ ED NO: 5582, SEQ ED NO: 
39 / SEQ ED NO: 5583, SEQ ID NO: 40 / SEQ ID NO: 5584, SEQ ID NO: 42 / SEQ ID NO: 
5585, SEQ ED NO: 43 / SEQ ID NO: 5586, SEQ ID NO: 44 / SEQ ID NO: 5587, SEQ ED NO: 
45 / SEQ ED NO: 5588, SEQ ID NO: 46 / SEQ ID NO: 5589, SEQ ED NO: 47 / SEQ ID NO: 
5590, SEQ ED NO: 48 / SEQ ID NO: 5591, SEQ ED NO: 49 / SEQ ED NO: 5592, SEQ ED NO: 
50 / SEQ ED NO: 5593, SEQ ID NO: 51 / SEQ ED NO: 5594, SEQ ID NO: 52 / SEQ ID NO: 
5595, SEQ ID NO: 53 / SEQ ID NO: 5596, SEQ ID NO: 54 / SEQ ED NO: 5597, SEQ ED NO: * 
55 / SEQ ED NO: 5598, SEQ ID NO: 56 / SEQ ID NO: 5599, SEQ ED NO: 57 / SEQ ID NO: 
5600, SEQ ED NO: 58 / SEQ ID NO: 5601, SEQ ED NO: 59 / SEQ ED NO: 5602, SEQ ED NO: 
60 / SEQ ID NO: 5603, SEQ ID NO: 61 / SEQ ED NO: 5604, SEQ ED NO: 62 / SEQ ID NO: 
5605, SEQ ID NO: 63 / SEQ ID NO: 5606, SEQ ED NO: 65 / SEQ ED NO: 5607, SEQ ED NO: 
66 / SEQ ED NO: 5608, SEQ ID NO: 67 / SEQ ED NO: 5609, SEQ ED NO: 68 / SEQ ID NO: 
5610, SEQ ED NO: 69 / SEQ ID NO: 5611, SEQ ED NO: 70 / SEQ ED NO: 5612, SEQ ED NO: 
71 / SEQ ID NO: 5613, SEQ ID NO: 72 / SEQ ED NO: 5614, SEQ ED NO: 74 / SEQ ID NO: 
5615, SEQ ED NO: 76 / SEQ ID NO: 5616, SEQ ED NO: 77 / SEQ ED NO: 5617, SEQ ED NO: 
78 / SEQ ED NO: 561 8, SEQ ED NO: 79 / SEQ ED NO: 5619, SEQ ED NO: 80 / SEQ ID NO: 
5620, SEQ ID NO: 81 / SEQ ID NO: 5621, SEQ ED NO: 82 / SEQ ED NO: 5622, SEQ ED NO: 
83 / SEQ ED NO: 5623, SEQ ID NO: 84 / SEQ ED NO: 5624, SEQ ID NO: 85 / SEQ ID NO: 
5625, SEQ ID NO: 86 / SEQ ID NO: 5626, SEQ ED NO: 87 / SEQ ID NO: 5627, SEQ ED NO: 
88 / SEQ ID NO: 5628, SEQ ID NO: 89 / SEQ ED NO: 5629, SEQ ED NO: 90 / SEQ ID NO: 
5630, SEQ ID NO: 91 / SEQ ED NO: 5631, SEQ ED NO: 92 / SEQ ED NO: 5632, SEQ ED NO: 
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93 / SEQ ID NO: 5633, SEQ ID NO: 94 / SEQ ID NO: 5634, SEQ ID NO: 95 / SEQ ID NO: 
5635, SEQ ID NO: 96 / SEQ ID NO: 5636, SEQ ID NO: 97 / SEQ ID NO: 5637, SEQ ID NO: 
98 / SEQ ID NO: 5638, SEQ ID NO: 99 / SEQ ID NO: 5639, SEQ ID NO: 100 / SEQ ID NO: 
5640, SEQ ID NO: 101 / SEQ ID NO: 5641, SEQ ED NO: 102 / SEQ ID NO: 5642, SEQ ID 
NO: 103 / SEQ ID NO: 5643, SEQ ID NO: 104 / SEQ ID NO: 5644, SEQ ID NO: 105 / SEQ ID 
NO: 5645, SEQ ED NO: 106 / SEQ ED NO: 5646, SEQ ED NO: 107 / SEQ ED NO: 5647, 
SEQ ID NO: 108 / SEQ ED NO: 5648, SEQ ID NO: 109 / SEQ ID NO: 5649, SEQ ED NO: 110/ 
SEQ ID NO: 5650, SEQ ED NO: 11 1 / SEQ ED NO: 5651 , SEQ ID NO: 1 12 / SEQ ID NO: 5652, 
SEQ ID NO: 113 / SEQ ID NO: 5653, SEQ ID NO: 1 14 / SEQ ID NO: 5654, SEQ ID NO: 1 15 / 
SEQ ID NO: 5655, SEQ ID NO: 116 / SEQ ID NO: 5656, SEQ ID NO: 117 / SEQ ED NO: 5657, 
SEQ ID NO: 1 1 8 / SEQ ID NO: 5658, SEQ ID NO: 1 19 / SEQ ID NO: 5659, SEQ ID NO: 1 20 / 
SEQ ID NO: 5660, SEQ ID NO: 121 / SEQ ID NO: 5661, SEQ ID NO: 122 / SEQ ID NO: 5662, 
SEQ ID NO: 123 / SEQ ID NO: 5663, SEQ ID NO: 124 / SEQ ED NO: 5664, SEQ ID NO: 125 / 
SEQ ID NO: 5665, SEQ ID NO: 126 / SEQ ED NO: 5666, SEQ ID NO: 127 / SEQ ID NO: 5667, 
SEQ ID NO: 128 / SEQ ID NO: 5668. SEQ ID NO: 129 / SEQ ED NO: 5669, SEQ ID NO: 130 / 
SEQ ED NO: 5670. SEQ ID NO: 134 / SEQ ED NO: 5671, SEQ ID NO: 132 / SEQ ED NO: 5672, 
SEQ ID NO: 133 /SEQ ID NO: 5673, SEQ ID NO: 134 /SEQ ID NO: 5674, SEQ ID NO: 135 / 
SEQ ED NO: 5675, SEQ ID NO: 136 / SEQ ID NO: 5676, SEQ ID NO: 1 37 / SEQ ED NO: 5677, 
SEQ ID NO: 138 /SEQ ID NO: 5678, SEQ ID NO: 139/SEQIDNO: 5679, SEQ ED NO: 140-C 
SEQ ED NO: 5680, SEQ ID NO: 141 / SEQ ED NO: 5681, SEQ ID NO: 142 / SEQ ID NO: 5682, 
SEQ ID NO: 143 / SEQ ED NO: 5683, SEQ ID NO: 144 / SEQ ID NO: 5684, SEQ ID NO: 145 / 
SEQ ID NO: 5685, SEQ ID NO: 146 / SEQ ID NO: 5686, SEQ ID NO: 147 / SEQ ID NO: 5687, 
SEQ ID NO: 148 / SEQ ED NO: 5688, SEQ ID NO: 149 / SEQ ID NO: 5689, SEQ ID NO: 150 / 
SEQ ID NO: 5690, SEQ ED NO: 151 / SEQ ED NO: 5691, SEQ ID NO: 153 / SEQ ID NO: 5692, 
SEQ ID NO: 154 / SEQ ID NO: 5693, SEQ ID NO: 155 / SEQ ID NO: 5694, SEQ ID NO: 156 / 
SEQ ID NO: 5695, SEQ ED NO: 157 / SEQ ED NO: 5696, SEQ ID NO: 158 / SEQ ID NO: 5697, 
SEQ ID NO: 159 /SEQ ID NO: 5698, SEQ ED NO: 160 /SEQ ED NO: 5699, SEQ ID NO: 161 / 
SEQ" ID NO: 5700, SEQ ID NO: 162 / SEQ ID NO: 5701, SEQ ED NO: 163 / SEQ ID NO: 5702, 
SEQ ED NO: 164 / SEQ ID NO: 5703, SEQ ID NO: 165 / SEQ ID NO: 5704, SEQ ID NO: 166 / 
SEQ ID NO: 5705, SEQ ED NO: 167 / SEQ ID NO: 5706, SEQ ID NO: 168 / SEQ ID NO: 5707. 
SEQ ID NO: 169 / SEQ ED NO: 5708, SEQ ID NO: 170 / SEQ ID NO: 5709, SEQ ID NO: 171 / 
SEQ ID NO: 5710, SEQ ED NO: 173 / SEQ ID NO: 5711, SEQ ID NO: 174 / SEQ ID NO: 5712, 
SEQ ID NO: 175 / SEQ ED NO: 5713, SEQ ID NO: 176 / SEQ ID NO: 5714, SEQ ID NO: 177 / 
SEQ ED NO: 5715, SEQ ID NO: 178 / SEQ ID NO: 5716, SEQ ID NO: 179 / SEQ ID NO: 5717, 
SEQ ID NO: 180 /SEQ ID NO: 5718, SEQ ID NO: 181 / SEQ ID NO: 5719, SEQ ED NO: 182 / 
SEQ ID NO: 5720, SEQ ID NO: 183 / SEQ ID NO: 5721, SEQ ID NO: 184 / SEQ ID NO: 5722, 
SEQ ID NO: 1 85 / SEQ ID NO: 5723, SEQ ED NO: 1 86 / SEQ ID NO: 5724, SEQ ED NO: 187 / 
SEQ ID NO: 5725, SEQ ID NO: 188 / SEQ ID NO: 5726, SEQ ID NO: 189 / SEQ ID NO: 5727, 
SEQ ID NO: 190 / SEQ ED NO: 5728, SEQ ID NO: 191 / SEQ ID NO: 5729, SEQ ID NO: 192 / 
SEQ ID NO. 5730, SEQ ID NO: 193 / SEQ ID NO: 5731, SEQ ED NO: 194 / SEQ ID NO: 5732, 
SEQ ID NO: 195 / SEQ ED NO: 5733, SEQ ID NO: 196 / SEQ ID NO: 5734, SEQ ID NO: 197 / 
SEQ ED NO: 5735. SEQ ID NO: 198 / SEQ ID NO: 5736. SEQ ED NO: 199 / SEQ ED NO: 5737, 
SEQ ID NO: 200 / SEQ ID NO: 5738, SEQ ID NO: 201 / SEQ ID NO: 5739, SEQ ED NO: 202 / 
SEQ ID NO: 5740, SEQ ID NO: 203 / SEQ ID NO: 5741, SEQ ID NO: 204 / SEQ ED NO: 5742, 
SEQ ID NO: 205 / SEQ ID NO: 5743, SEQ ID NO: 206 / SEQ ID NO: 5744, SEQ ID NO: 207 / 
SEQ ID NO: 5745, SEQ ED NO: 208 / SEQ ID NO: 5746. SEQ ED NO: 209 / SEQ ID NO: 5747, 
SEQ ID NO: 210 /SEQ ED NO: 5748, SEQ ID NO: 21 1 / SEQ ID NO: 5749, SEQ ID NO: 212 / 
SEQ ID NO: 5750, SEQ ED NO: 21 3 / SEQ ED NO: 5751, SEQ ID NO: 214 / SEQ ID NO: 5752, 
SEQ ID NO: 215 /SEQ ID NO: 5753, SEQ ED NO: 216 /SEQ ED NO: 5754, SEQ ID NO: 217 / 
SEQ ED NO: 5755, SEQ ED NO: 21 8 / SEQ ID NO: 5756, SEQ ID NO: 219 / SEQ ED NO: 5757, 
SEQ ID NO: 220 / SEQ ID NO: 5758, SEQ ED NO: 221 / SEQ ID NO: 5759, SEQ ID NO: 222 / 
SEQ ID NO: 5760, SEQ ED NO: 223 / SEQ ID NO: 5761, SEQ ED NO: 224 / SEQ ED NO: 5762, 
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SEQ ID NO: 225 / SEQ ID NO: 5763, SEQ ID NO: 226 / SEQ ID NO: 5764, SEQ ID NO: 227 / 
SEQ ID NO: 5765, SEQ ID NO: 228 / SEQ ID NO: 5766, SEQ ID NO: 229 / SEQ ED NO: 5767, 
SEQ ID NO: 230 / SEQ ID NO: 5768, SEQ ID NO: 231 / SEQ ID NO: 5769, SEQ ID NO: 232 / 
SEQ ID NO: 5770, SEQ ID NO: 233 / SEQ ID NO: 5771, SEQ ID NO: 234 / SEQ ED NO: 5772, 
SEQ ID NO: 235 / SEQ ID NO: 5773, SEQ ID NO: 236 / SEQ ED NO: 5774, SEQ ID NO: 238 / 
SEQ ID NO: 5775, SEQ ID NO: 239 / SEQ ID NO: 5776, SEQ ID NO: 240 / SEQ ED NO: 5777, 
SEQ ID NO: 241 / SEQ ID NO: 5778, SEQ ED NO: 242 / SEQ ID NO: 5779, SEQ ID NO: 243 / 
SEQ ID NO: 5780, SEQ ID NO: 244 / SEQ ID NO: 5781, SEQ ID NO: 245 / SEQ ID NO: 5782, 
SEQ ID NO: 246 / SEQ ED NO: 5783, SEQ ID NO: 247 / SEQ ID NO: 5784. SEQ ID NO: 248 / 
SEQ ID NO- 5785, SEQ ED NO: 249 / SEQ ED NO: 5786, SEQ ID NO: 250 / SEQ ID NO: 5787, 
SEQ ID NO: 251 / SEQ ID NO: 5788, SEQ ID NO: 252 / SEQ ID NO: 5789, SEQ ID NO: 253 / 
SEQ ID NO- 5790, SEQ ED NO: 254 / SEQ ID NO: 5791, SEQ ID NO: 255 / SEQ ID NO: 5792, 
SEQ ID NO: 256 / SEQ ID NO: 5793, SEQ ID NO: 257 / SEQ ED NO: 5794, SEQ ID NO: 258 / 
SEQ ED NO: 5795, SEQ ED NO: 259 / SEQ ID NO: 5796, SEQ ID NO: 260 / SEQ EO NO: 5797, 
SEQ ID NO: 261 / SEQ ED NO: 5798, SEQ ED NO: 262 / SEQ ID NO: 5799, SEQ ED NO: 263 / 
SEQ ED NO: 5800, SEQ ID NO: 264 / SEQ ID NO: 5801, SEQ ID NO: 265 / SEQ ID NO: 5802, 
SEQ ID NO- 266 / SEQ ED NO: 5803, SEQ ID NO: 267 / SEQ ED NO: 5804, SEQ ED NO: 268 / 
SEQ ID NO: 5805, SEQ ID NO: 269 / SEQ ID NO: 5806, SEQ ID NO: 270 / SEQ ID NO: 5807, 
SEQ ID NO: 271 / SEQ ID NO: 5808, SEQ ED NO: 272 / SEQ ID NO: 5809, SEQ ID NO: 273J 
SEQ ID NO: 5810, SEQ ID NO: 274 / SEQ ID NO: 5811, SEQ ID NO: 275 / SEQ ID NO: 5812, 
SEQ ID NO: 276 / SEQ ED NO: 5813, SEQ ID NO: 277 / SEQ ED NO: 5814, SEQ ID NO: 278 / 
SEQ ED NO: 5815, SEQ ID NO: 279 / SEQ ID NO: 5816, SEQ ID NO: 280 / SEQ ID NO: 5817, 
SEQ ID NO: 281 / SEQ ID NO: 5818, SEQ ED NO: 282 / SEQ ID NO: 5819, SEQ ID NO: 283 / 
SEQ ED NO: 5820, SEQ ID NO: 284 / SEQ ID NO: 5821, SEQ ID NO: 285 / SEQ ID NO: 5822, 
SEQ ID NO: 286 / SEQ ID NO: 5823, SEQ ID NO: 287 / SEQ ED NO: 5824, SEQ ID NO: 288 / 
SEQ ID NO: 5825, SEQ ED NO: 289 / SEQ ID NO: 5826, SEQ ID NO: 290 / SEQ ID NO: 5827, 
SEQ ID NO: 291 / SEQ ID NO: 5828, SEQ ID NO: 292 / SEQ ID NO: 5829, SEQ ID NO: 293 / 
SEQ ID NO: 5830, SEQ ID NO: 294 / SEQ ED NO: 5831, SEQ ID NO: 295 / SEQ ID NO: 5832, 
SEQ ID NO: 296 / SEQ ED NO: 5833, SEQ ID NO: 297 / SEQ ED NO: 5834, SEQ ED NO: 298 / 
SEQ ID NO: 5835, SEQ ID NO: 299 / SEQ ID NO: 5836, SEQ ID NO: 300 / SEQ ID NO: 5837, 
SEQ ID NO: 301 / SEQ ID NO: 5838, SEQ ED NO: 302 / SEQ ID NO: 5839, SEQ ID NO: 303 / 
SEQ ID NO: 5840. SEQ ED NO: 304 / SEQ ID NO: 5841, SEQ ED NO: 305 / SEQ ED NO: 5842, 
SEQ ID NO- 306 / SEQ ED NO: 5843, SEQ ED NO: 307 / SEQ ID NO: 5844, SEQ ID NO: 308 / 
SEQ ID NO- 5845, SEQ ED NO: 309 / SEQ ID NO: 5846, SEQ ID NO: 310 / SEQ ID NO: 5847, 
SEQ ID NO: 31 1 / SEQ ED NO: 5848, SEQ ED NO: 312 / SEQ ID NO: 5849, SEQ ID NO: 313 / 
SEQ ID NO: 5850, SEQ ID NO: 314 / SEQ ID NO: 5851. SEQ ED NO: 315 / SEQ ED NO: 5852, 
SEQ ED NO- 316 /SEQ ID NO: 5853, SEQ ID NO: 317/ SEQ ID NO: 5854, SEQ ID NO: 318 / 
SEQ ID NO: 5855, SEQ ID NO: 319 / SEQ ED NO: 5856, SEQ ID NO: 320 / SEQ ID NO: 5857, 
SEQ ID NO: 321 / SEQ ID NO: 5858, SEQ ID NO: 322 / SEQ ED NO: 5859, SEQ ID NO: 323 / 
SEQ ID NO: 5860, SEQ ED NO: 324 / SEQ ED NO: 5861 , SEQ ED NO: 325 / SEQ ID NO: 5862, 
SEQ ID NO- 326 / SEQ ID NO: 5863, SEQ ID NO: 327 / SEQ ID NO: 5864, SEQ ID NO: 328 / 
SEQ ED NO: 5865, SEQ ED NO: 329 / SEQ ID NO: 5866, SEQ ID NO: 330 / SEQ ID NO: 5867, 
SEQ ID NO: 331 / SEQ ID NO: 5868, SEQ ID NO: 332 / SEQ ID NO: 5869, SEQ ID NO: 334 / 
SEQ ED NO: 5870, SEQ ED NO: 335 / SEQ ID NO: 5871, SEQ ED NO: 337 / SEQ ED NO: 5872, 
SEQ ID NO- 338 / SEQ ID NO: 5873, SEQ ID NO: 339 / SEQ ID NO: 5874, SEQ ID NO: 340 / 
SEQ ID NO: 5875, SEQ ID NO: 341 / SEQ ID NO: 5876, SEQ ID NO: 342 / SEQ ID NO: 5877, 
SEQ ID NO- 343 / SEQ ID NO: 5878, SEQ ID NO: 344 / SEQ ID NO: 5879, SEQ ID NO: 345 / 
SEQ ID NO: 5880, SEQ ID NO: 346 / SEQ ID NO: 5881, SEQ ID NO: 347 /SEQ ID NO: 5882, 
SEQ ED NO: 348 / SEQ ID NO: 5883, SEQ ED NO: 349 / SEQ ID NO: 5884, SEQ ID NO: 350 / 
SEQ ED NO: 5885, SEQ ID NO: 351 / SEQ ID NO: 5886, SEQ ID NO: 352 / SEQ ID NO: 5887, 
SEQ ID NO: 353 / SEQ ID NO: 5888, SEQ ID NO: 354 / SEQ ID NO: 5889, SEQ ID NO: 356 / 
SEQ ID NO: 5890, SEQ ID NO: 357 / SEQ ID NO: 5891 , SEQ ID NO: 358 / SEQ ID NO: 5892, 
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SEQ ID NO: 359 / SEQ ID NO: 5893, SEQ ID NO: 360 / SEQ ID NO: 5894, SEQ ID NO: 361 / 
SEQ ED NO: 5895, SEQ ID NO: 362 / SEQ ID NO: 5896, SEQ ID NO: 363 / SEQ ID NO. 5897, 
SEQ ID NO: 364 / SEQ ID NO: 5898, SEQ ID NO: 365 / SEQ ID NO: 5899, SEQ ID NO: 366 / 
SEQ ID NO: 5900, SEQ ID NO: 367 / SEQ ID NO: 5901, SEQ ED NO: 368 / SEQ ID NO: 5902, 
SEQ ED NO: .369 / SEQ ID NO: 5903, SEQ ID NO: 370 / SEQ ED NO: 5904, SEQ ID NO: 371 / 
SEQ ID NO: 5905, SEQ ID NO: 372 / SEQ ID NO: 5906, SEQ ID NO: 373 / SEQ ID NO: 5907, 
SEQ ID NO: 374 / SEQ ID NO: 5908, SEQ ED NO: 375 / SEQ ED NO: 5909, SEQ ID NO: 377 / 
SEQ ID NO: 5910, SEQ ID NO: 378 / SEQ ID NO: 5911, SEQ ID NO: 379 / SEQ ID NO: 5912, 
SEQ ID NO: 380 / SEQ ID NO: 5913, SEQ ID NO: 381 / SEQ ID NO: 5914, SEQ ID NO: 382 / 
SEQ ID NO: 5915, SEQ ID NO: 383 / SEQ ED NO: 5916, SEQ ID NO: 384 / SEQ ED NO: 5917. 
SEQ ED NO: 385 /SEQ ED NO: 5918, SEQ ID NO: 386 / SEQ ED NO: 5919, SEQ ED NO: 387 / 
SEQ ED NO: 5920, SEQ ID NO: 388 / SEQ ED NO: 5921, SEQ ID NO: 389 / SEQ ID NO: 5922, 
SEQ ID NO: 391 / SEQ ED NO: 5923, SEQ ID NO: 392 / SEQ ED NO: 5924, SEQ ED NO: 393 / 
SEQ ID NO: 5925, SEQ ED NO: 394 / SEQ ID NO: 5926, SEQ ID NO: 395 / SEQ ID NO: 5927, 
SEQ ID NO: 396 / SEQ ID NO: 5928, SEQ ID NO: 397 / SEQ ID NO: 5929, SEQ ED NO: 398 / 
SEQ ED NO: 5930, SEQ ID NO: 39? / SEQ ID NO: 5931, SEQ ID NO: 400 / SEQ ID NO: 5932, 
SEQ ED NO: 401 / SEQ ID NO: 5933, SEQ ID NO: 402 / SEQ ID NO: 5934, SEQ ID NO: 403 / 
SEQ ED NO: 5935, SEQ ID NO: 404 / SEQ ID NO: 5936, SEQ ED NO: 405 / SEQ ED NO: 5937, 
SEQ ID NO: 406 / SEQ ID NO: 5938, SEQ ID NO: 407 / SEQ ID NO: 5939, SEQ ID NO: 409/ 
SEQ ED NO: 5940, SEQ ID NO: 410 / SEQ ID NO: 5941, SEQ ID NO: 411 / SEQ ID NO: 5942, 
SEQ ID NO: 412 / SEQ ID NO: 5943, SEQ ID NO: 413 / SEQ ED NO: 5944, SEQ ID NO: 414 / 
SEQ ID NO: 5945, SEQ ID NO: 415 / SEQ ID NO: 5946, SEQ ID NO: 416 / SEQ ID NO: 5947, 
SEQ ID NO: 417 / SEQ ED NO: 5948, SEQ ED NO: 418 / SEQ ID NO: 5949, SEQ ED NO: 419 / 
SEQ ED NO: 5950, SEQ ID NO: 420 / SEQ ID NO: 5951, SEQ ID NO: 421 /SEQ ID NO: 5952, 
SEQ ED NO: 422 / SEQ ED NO: 5953, SEQ ED NO: 423 / SEQ ID NO: 5954, SEQ ID NO: 424 / 
SEQ ED NO: 5955. SEQ ID NO: 425 / SEQ ED NO: 5956, SEQ ID NO: 426 / SEQ ID NO: 5957, 
SEQ ED NO: 427 / SEQ ED NO: 5958, SEQ ED NO: 428 / SEQ ED NO: 5959, SEQ ID NO: 429 / 
SEQ ED NO: 5960, SEQ ID NO : 430 / SEQ ED NO: 5961 , SEQ ED NO: 431 / SEQ ED NO: 5962, 
SEQ ED NO: 432 / SEQ ID NO: 5963, SEQ ED NO: 433 / SEQ ID NO: 5964, SEQ ID NO: 434 / 
SEQ ED NO: 5965, SEQ ID NO: 435 / SEQ ED NO: 5966, SEQ ID NO: 436 / SEQ ED NO: 5967, 
SEQ ID NO: 437 / SEQ ID NO: 5968, SEQ ID NO: 438 / SEQ ED NO: 5969, SEQ ID NO: 439 / 
SEQ ID NO: 5970, SEQ ID NO: 440 / SEQ ID NO: 5971, SEQ ID NO: 441 / SEQ ID NO: 5972, 
SEQ ED NO: 442 / SEQ ID NO: 5973, SEQ ED NO: 443 / SEQ ID NO: 5974, SEQ ID NO: 444 / 
SEQ ED NO: 5975, SEQ ED NO: 445 / SEQ ID NO: 5976, SEQ ID NO: 446 / SEQ ID NO: 5977, 
SEQ ED NO: 447 / SEQ ID NO: 5978, SEQ ID NO: 448 / SEQ ED NO: 5979, SEQ ED NO: 449 / 
SEQ ED NO: 5980, SEQ ED NO: 450 / SEQ ID NO: 5981, SEQ ED NO: 451 / SEQ ID NO: 5982, 
SEQ ED NO: 452 / SEQ ED NO: 5983, SEQ ID NO: 453 / SEQ ID NO: 5984, SEQ ID NO: 454 / 
SEQ ID NO: 5985, SEQ ID NO: 455 / SEQ ID NO: 5986, SEQ ID NO: 457 / SEQ DO NO: 5987, 
SEQ ED NO: 458 / SEQ ED NO: 5988, SEQ ED NO: 459 / SEQ ID NO: 5989, SEQ ID NO: 460 / 
SEQ ED NO: 5990, SEQ ED NO: 461 / SEQ ID NO: 5991, SEQ ED NO: 462 / SEQ ID NO: 5992, 
SEQ ID NO: 463 / SEQ ED NO: 5993, SEQ ED NO: 464 / SEQ ED NO: 5994, SEQ ID NO: 465 / 
SEQ ID NO: 5995, SEQ ID NO: 466 / SEQ ID NO: 5996, SEQ ID NO: 467 / SEQ ED NO: 5997, 
SEQ ID NO: 468 / SEQ ED NO: 5998, SEQ ED NO: 469 / SEQ ID NO: 5999, SEQ ED NO: 470 / 
SEQ ED NO: 6000, SEQ ID NO: 471 / SEQ ED NO: 6001. SEQ ID NO: 473 / SEQ ED NO: 6002. 
SEQ ED NO: 474 / SEQ ID NO: 6003, SEQ ID NO: 475 / SEQ ED NO: 6004, SEQ ID NO: 476 / 
SEQ ID NO: 6005, SEQ ID NO: 477 / SEQ ID NO: 6006, SEQ ID NO: 478 / SEQ ED NO: 6007, 
SEQ ID NO: 479 / SEQ ED NO: 6008, SEQ ED NO: 480 / SEQ ED NO: 6009, SEQ ID NO: 481 / 
SEQ ID NO: 6010, SEQ ED NO: 482 /SEQ ID NO: 6011. SEQ ID NO: 483 /SEQ ID NO: 6012, 
SEQ ED NO: 484 / SEQ ED NO: 6013, SEQ ID NO: 485 / SEQ ID NO: 6014, SEQ ID NO: 486 / 
SEQ ED NO: 6015, SEQ ID NO: 487 / SEQ ED NO: 6016, SEQ ID NO: 488 / SEQ ED NO: 6017, 
SEQ ID NO: 489 / SEQ ID NO: 6018, SEQ ED NO: 490 / SEQ ID NO: 6019, SEQ ID NO: 492 / 
SEQ ID NO: 6020, SEQ ID NO: 493 / SEQ ED NO: 6021, SEQ ID NO: 494 / SEQ ID NO: 6022, 
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SEQ ID NO: 495 / SEQ ID NO: 6023, SEQ ID NO: 497 / SEQ ID NO: 6024, SEQ ID NO: 498 / 
SEQ ID NO: 6025, SEQ ID NO: 499 / SEQ ID NO: 6026, SEQ ID NO: 500 / SEQ ID NO: 6027, 
SEQ ID NO: 501 / SEQ ID NO: 6028, SEQ ID NO: 502 / SEQ ID NO: 6029, SEQ ID NO: 503 / 
SEQ ID NO: 6030, SEQ ID NO: 504 / SEQ ID NO: 6031, SEQ ID NO: 505 / SEQ ID NO: 6032, 
SEQ ID NO: 506 / SEQ ID NO: 6033, SEQ ID NO: 507 / SEQ ID NO: 6034, SEQ ID NO: 508 / 
SEQ ID NO: 6035, SEQ ID NO: 509 / SEQ ID NO: 6036, SEQ ID NO: 510 / SEQ ID NO: 6037, 
SEQ ID NO: 511 / SEQ ID NO: 6038, SEQ ID NO: 512 / SEQ ID NO: 6039, SEQ ID NO: 513 / 
SEQ ID NO: 6040, SEQ ID NO: 514 / SEQ ID NO: 6041, SEQ ID NO: 515 / SEQ ID NO: 6042, 
SEQ ID NO: 516 / SEQ ID NO: 6043, SEQ ID NO: 517 / SEQ ID NO: 6044, SEQ ID NO: 518 / 
SEQ ID NO: 6045, SEQ ID NO: 519 / SEQ ID NO: 6046, SEQ ED NO: 520 / SEQ ID NO: 6047, 
SEQ ID NO: 521 / SEQ ID NO: 6048, SEQ ED NO: 522 / SEQ ID NO: 6049, SEQ ID NO: 523 / 
SEQ ED NO: 6050, SEQ ID NO: 524 / SEQ ED NO: 6051, SEQ ID NO: 525 / SEQ ID NO: 6052, 
SEQ ID NO: 526 / SEQ ID NO: 6053, SEQ ED NO: 527 / SEQ ID NO: 6054, SEQ ID NO: 528 / 
SEQ ED NO: 6055, SEQ ID NO: 529 / SEQ ED NO: 6056, SEQ ED NO: 530 / SEQ ID NO: 6057, 
SEQ ID NO: 531 / SEQ ID NO: 6058, SEQ ED NO: 532 / SEQ ID NO: 6059, SEQ ID NO: 533 / 
SEQ ID NO: 6060, SEQ ID NO: 534 / SEQ ID NO: 6061, SEQ ID NO: 535 / SEQ ID NO: 6062, 
SEQ ID NO: 536 / SEQ ID NO: 6063, SEQ ID NO: 537 / SEQ ID NO: 6064, SEQ ID NO: 538 / 
SEQ ID NO: 6065, SEQ ID NO: 539 / SEQ ID NO: 6066, SEQ ID NO: 540 / SEQ ED NO: 6067, 
SEQ ID NO: 541 / SEQ ID NO: 6068, SEQ ID NO: 542 / SEQ ID NO: 6069, SEQ ID NO: 543_/_ 
SEQ ED NO: 6070, SEQ ID NO: 544 / SEQ ID NO: 6071, SEQ ID NO: 545 / SEQ ID NO: 6072. 
SEQ ID NO: 546 / SEQ ID NO: 6073, SEQ ID NO: 547 / SEQ ED NO: 6074, SEQ ID NO: 548 / 
SEQ ID NO: 6075, SEQ ID NO: 549 / SEQ ID NO: 6076, SEQ ID NO: 550 / SEQ ED NO: 6077, 
SEQ ID NO: 551 / SEQ ID NO: 6078, SEQ ID NO: 553 / SEQ ID NO: 6079, SEQ ID NO: 554 / 
SEQ ID NO: 6080, SEQ ED NO: 555 / SEQ ID NO: 6081, SEQ ID NO: 556 / SEQ ID NO: 6082, 
SEQ ED NO: 557 / SEQ ID NO: 6083, SEQ ED NO: 558 / SEQ ED NO: 6084, SEQ ID NO: 559 / 
SEQ ED NO: 6085, SEQ ED NO: 560 / SEQ ED NO: 6086, SEQ ID NO: 561 / SEQ ID NO: 6087, 
SEQ ED NO: 562 / SEQ ID NO: 6088, SEQ ID NO: 563 / SEQ ED NO: 6089, SEQ ED NO: 564 / 
SEQ ED NO: 6090, SEQ ID NO: 565 / SEQ ID NO: 6091, SEQ ED NO: 566 / SEQ ID NO: 6092. 
SEQ ID NO- 567 / SEQ ID NO: 6093, SEQ ID NO: 568 / SEQ ED NO: 6094, SEQ ID NO: 569 / 
SEQ ID NO: 6095, SEQ ID NO: 570 / SEQ ID NO: 6096, SEQ ED NO: 571 / SEQ ID NO: 6097, 
SEQ ED NO: 572 / SEQ ID NO: 6098, SEQ ID NO: 573 / SEQ ID NO: 6099, SEQ ED NO: 574 / 
SEQ ED NO: 6100, SEQ ED NO: 575 / SEQ ID NO: 6101 , SEQ ID NO: 576 / SEQ ID NO: 6102, 
SEQ ED NO: 577 / SEQ ED NO: 6103, SEQ ID NO: 578 / SEQ ID NO: 6104, SEQ ID NO: 579 / 
SEQ ID NO: 6105, SEQ ED NO: 580 / SEQ ID NO: 6106, SEQ ID NO: 581 / SEQ ED NO: 6107, 
SEQ ID NO: 582 / SEQ ID NO: 6108, SEQ ID NO: 583 / SEQ ID NO: 6109. SEQ ED NO: 584 / 
SEQ ID NO: 6110, SEQ ED NO: 585 / SEQ ID NO: 6111, SEQ ID NO: 586 / SEQ ID NO: 6112, 
SEQ ID NO: 587 / SEQ ID NO: 6113, SEQ ID NO: 588 / SEQ ID NO: 6114, SEQ ID NO: 589 / 
SEQ ID NO: 6115, SEQ ID NO: 590 / SEQ ID NO: 61 16, SEQ ID NO: 591 / SEQ ED NO: 61 17, 
SEQ ID NO: 593 / SEQ ID NO: 61 1 8, SEQ ID NO: 594 / SEQ ID NO: 61 19, SEQ ID NO: 595 / 
SEQ ID NO: 6120, SEQ ID NO: 596 / SEQ ED NO: 6121. SEQ ID NO: 597 / SEQ ID NO: 6122, 
SEQ ID NO: 598 / SEQ ID NO: 6123. SEQ ID NO: 599 / SEQ ID NO: 6124, SEQ ID NO: 600 / 
SEQ ED NO: 6125, SEQ ID NO: 601 / SEQ ID NO: 6126, SEQ ID NO: 602 / SEQ ED NO: 6127, 
SEQ ED NO: 603 / SEQ ID NO: 6128, SEQ ED NO: 604 / SEQ ID NO: 6129, SEQ ID NO: 605 / 
SEQ ED NO: 6130, SEQ ED NO: 606 / SEQ ID NO: 6131, SEQ ID NO: 607 / SEQ ED NO: 6132, 
SEQ ID NO: 608 / SEQ ID NO: 6133. SEQ ID NO: 609 / SEQ ED NO: 6134, SEQ ID NO: 610 / 
SEQ ID NO: 6135, SEQ ED NO: 611 /SEQ ID NO: 6136, SEQ ID NO: 612 /SEQ ID NO: 6137, 
SEQ ID NO: 613 / SEQ ID NO: 6138, SEQ ID NO: 614 / SEQ ED NO: 6139, SEQ ED NO: 615 / 
SEQ ID NO: 6140, SEQ ED NO: 617 / SEQ ID NO: 6141, SEQ ID NO: 618 / SEQ ID NO: 6142, 
SEQ ED NO: 619 / SEQ ID NO: 6143, SEQ ID NO: 620 / SEQ ED NO: 6144, SEQ ID NO: 621 / 
SEQ ID NO: 6145, SEQ ED NO: 622 / SEQ ED NO: 6146, SEQ ID NO: 623 / SEQ ED NO: 6147, 
SEQ ED NO: 624 / SEQ ED NO: 6148. SEQ ID NO: 625 / SEQ ID NO: 6149, SEQ ID NO: 626 / 
SEQ DD NO: 6150, SEQ ID NO: 627 / SEQ ID NO: 6151, SEQ ID NO: 628 / SEQ ID NO: 6152, 
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SEQ ID NO: 629 / SEQ ID NO: 6153, SEQ ID NO: 630 / SEQ ID NO: 6154, SEQ ID NO: 631 / 
SEQ ID NO: 6155, SEQ ID NO: 632 / SEQ ID NO: 6156, SEQ ID NO: 633 / SEQ ID NO: 6157, 
SEQ ID NO: 634 / SEQ ID NO: 6158, SEQ ID NO: 635 / SEQ ID NO: 6159, SEQ ID NO: 636 / 
SEQ ID NO: 6160, SEQ ID NO: 637 / SEQ ID NO: 6161, SEQ ID NO: 638 / SEQ ID NO: 6162, 
SEQ ID NO: 639 / SEQ ID NO: 6163, SEQ ID NO: 640 / SEQ ID NO: 6164, SEQ ID NO: 641 / 
SEQ ID NO: 6165, SEQ ID NO: 642 / SEQ ID NO: 6166, SEQ ID NO: 643 / SEQ ID NO: 6167, 
SEQ ID NO: 644 / SEQ ID NO: 6168, SEQ ID NO: 645 / SEQ ID NO: 6169, SEQ ID NO: 646 / 
SEQ ID NO: 6170, SEQ ID NO: 648 / SEQ ID NO: 6171, SEQ ID NO: 649 / SEQ ID NO: 6172, 
SEQ ID NO: 650 / SEQ ID NO: 6173, SEQ ID NO: 651 / SEQ ID NO: 6174, SEQ ID NO: 652 / 
SEQ ID NO: 6175, SEQ ID NO: 653 / SEQ ID NO: 6176, SEQ ID NO: 655 / SEQ ID NO: 6177, 
SEQ ID NO: 656 / SEQ ID NO: 6178, SEQ ID NO: 657 / SEQ ID NO: 6179, SEQ ID NO: 658 / 
SEQ ID NO: 6180, SEQ ID NO: 659/ SEQ ID NO: 6181, SEQ ID NO: 660/ SEQ ID NO: 6182, 
SEQ ID NO: 662 / SEQ ED NO: 6183, SEQ ID NO: 663 / SEQ ID NO: 6184, SEQ ED NO: 664 / 
SEQ ED NO: 6185, SEQ ID NO: 665 / SEQ ED NO: 6186, SEQ ID NO: 666 / SEQ ID NO: 6187, 
SEQ ED NO: 667 / SEQ ED NO: 61 88, SEQ ID NO: 668 / SEQ ID NO: 6189, SEQ ID NO: 669 / 
SEQ ED NO: 6190, SEQ ED NO: 670 / SEQ ID NO: 6191, SEQ ID NO: 671 / SEQ ED NO: 6192, 
SEQ ID NO: 672 / SEQ ED NO: 6193. SEQ ID NO: 673 / SEQ ID NO: 6194, SEQ ID NO: 674 / 
SEQ ED NO: 6195. SEQ ED NO: 675 / SEQ ED NO: 6196. SEQ ID NO: 676 / SEQ ID NO: 6197, 
SEQ ID NO: 677 / SEQ ID NO: 6198, SEQ ID NO: 678 / SEQ ID NO: 6199, SEQ ID NO: 672i 
SEQ ED NO: 6200, SEQ ID NO: 680 / SEQ ID NO: 6201, SEQ ID NO: 681 / SEQ ED NO: 6202, 
SEQ ID NO: 682 / SEQ ID NO: 6203, SEQ ID NO: 683 / SEQ ID NO: 6204, SEQ ED NO: 684 / 
SEQ ED NO: 6205, SEQ ID NO: 685 / SEQ ID NO: 6206, SEQ ID NO: 686 / SEQ ED NO: 6207, 
SEQ ED NO: 687 / SEQ ED NO: 6208, SEQ ID NO: 688 / SEQ ED NO: 6209, SEQ ED NO: 689 / 
SEQ ED NO: 6210, SEQ ID NO: 690 / SEQ ID NO: 6211, SEQ ID NO: 691 / SEQ ID NO: 6212, 
SEQ ED NO: 692 / SEQ ID NO: 6213, SEQ ID NO: 693 / SEQ ED NO: 6214, SEQ ID NO: 694 / 
SEQ ED NO: 6215, SEQ ED NO: 695 / SEQ ID NO: 6216, SEQ ID NO: 696 / SEQ ED NO: 6217, 
SEQ ID NO: 697 / SEQ ID NO: 621 8, SEQ ED NO: 698 / SEQ ID NO: 6219, SEQ ID NO: 699 / 
SEQ ED NO: 6220, SEQ ED NO: 700 / SEQ ID NO: 6221, SEQ ED NO: 701 / SEQ ID NO: 6222, 
SEQ ID NO: 702 / SEQ ID NO: 6223, SEQ ED NO: 703 / SEQ ID NO: 6224, SEQ ED NO: 704 / 
SEQ ID NO: 6225, SEQ ID NO: 705 / SEQ ID NO: 6226, SEQ ID NO: 706 / SEQ ED NO: 6227, 
SEQ ED NO: 707 / SEQ ED NO: 6228, SEQ ED NO: 708 / SEQ ED NO: 6229, SEQ ID NO: 709 / 
SEQ ED NO: 6230, SEQ ID NO: 710 / SEQ ID NO: 6231, SEQ ID NO: 711 /SEQ ED NO: 6232, 
SEQ ID NO: 712 / SEQ ID NO: 6233, SEQ ID NO: 713 / SEQ ID NO: 6234, SEQ ED NO: 714 / 
SEQ ID NO: 6235, SEQ ID NO: 715 / SEQ ID NO: 6236, SEQ ID NO: 716 / SEQ ED NO: 6237, 
SEQ ID NO: 717 /SEQ ID NO: 6238, SEQ ED NO: 718 /SEQ ED NO: 6239, SEQ ID NO: 719 / 
SEQ ED NO: 6240, SEQ ED NO: 720 / SEQ ID NO: 6241, SEQ ID NO: 721 / SEQ ID NO: 6242, 
SEQ ID NO: 722 / SEQ ED NO: 6243, SEQ ID NO: 723 / SEQ ID NO: 6244, SEQ ID NO: 724 / 
SEQ ID NO: 6245, SEQ ED NO: 725 / SEQ ED NO: 6246, SEQ ED NO: 726 / SEQ ID NO: 6247, 
SEQ ID NO: 727 / SEQ ID NO: 6248, SEQ ID NO: 728 / SEQ ID NO: 6249, SEQ ED NO: 729 / 
SEQ ED NO: 6250, SEQ ID NO: 730 / SEQ ID NO: 6251, SEQ ID NO: 731 / SEQ ED NO: 6252, 
SEQ ED NO: 732 / SEQ ID NO: 6253, SEQ ID NO: 733 / SEQ ID NO: 6254, SEQ ID NO: 734 / 
SEQ ID NO: 6255, SEQ ID NO: 735 / SEQ ID NO: 6256, SEQ ED NO: 736 / SEQ ID NO: 6257, 
SEQ ID NO: 737 / SEQ ID NO: 6258, SEQ ED NO: 738 / SEQ ID NO: 6259, SEQ ED NO: 739 / 
SEQ ID NO: 6260, SEQ ED NO: 740 / SEQ ED NO: 6261, SEQ ID NO: 741 / SEQ ID NO: 6262, 
SEQ ID NO: 742 / SEQ ID NO: 6263, SEQ ID NO: 743 / SEQ ID NO: 6264, SEQ ID NO: 744 / 
SEQ ED NO: 6265, SEQ ED NO: 745 / SEQ ED NO: 6266, SEQ ID NO: 746 / SEQ ED NO: 6267, 
SEQ ID NO: 747 / SEQ ID NO: 6268, SEQ ED NO: 748 / SEQ ID NO: 6269, SEQ ID NO: 749 / 
SEQ ID NO: 6270, SEQ ED NO: 751 / SEQ ED NO: 6271. SEQ ID NO: 752 / SEQ ED NO: 6272, 
SEQ ID NO: 753 / SEQ ID NO: 6273. SEQ ED NO: 754 / SEQ ED NO: 6274. SEQ ID NO: 755 / 
SEQ ID NO: 6275. SEQ ID NO: 756 / SEQ ID NO: 6276. SEQ ID NO: 757 / SEQ ED NO: 6277, 
SEQ ID NO: 758 / SEQ ID NO: 6278, SEQ ED NO: 759 / SEQ ID NO: 6279, SEQ ED NO: 760 / 
SEQ ID NO: 6280, SEQ ID NO: 761 / SEQ ED NO: 6281, SEQ ID NO: 762 / SEQ ID NO: 6282, 
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SEQ ID NO: 763 / SEQ ID NO: 6283. SEQ ID NO: 764 / SEQ ID NO: 6284, SEQ ID NO: 765 / 
SEQ ID NO: 6285, SEQ ID NO: 766 / SEQ ID NO: 6286, SEQ ID NO: 767 / SEQ ID NO: 6287. 
SEQ ID NO: 769 / SEQ ID NO: 6288, SEQ ED NO: 770 / SEQ ID NO: 6289, SEQ ID NO: 771 / 
SEQ ID NO: 6290. SEQ ID NO: 772 / SEQ ID NO: 6291, SEQ ED NO: 773 / SEQ ED NO: 6292, 
SEQ ED NO: 775 / SEQ ED NO: 6293, SEQ ID NO: 776 / SEQ ED NO: 6294, SEQ ED NO: 777 / 
SEQ ID NO: 6295, SEQ ID NO: 778 / SEQ ED NO: 6296, SEQ ED NO: 779 / SEQ ID NO: 6297, 
SEQ ID NO: 780 / SEQ ID NO: 6298, SEQ ID NO: 781 / SEQ ED NO: 6299, SEQ ID NO: 782 / 
SEQ ED NO: 6300, SEQ ID NO: 783 / SEQ ID NO: 6301, SEQ ID NO: 784 / SEQ ED NO: 6302, 
SEQ ED NO: 785 / SEQ ID NO: 6303, SEQ ID NO: 786 / SEQ ID NO: 6304, SEQ ID NO: 787 / 
SEQ ID NO: 6305, SEQ ID NO: 789 / SEQ ID NO: 6306, SEQ ED NO: 790 / SEQ ID NO: 6307, 
SEQ ID NO: 791 / SEQ ID NO: 6308, SEQ ID NO: 792 / SEQ ED NO: 6309, SEQ ID NO: 793 / 
SEQ ED NO: 6310, SEQ ED NO: 794 / SEQ ID NO: 6311, SEQ ED NO: 796 / SEQ ID NO: 6312, 
SEQ ED NO: 797 / SEQ ID NO: 6313, SEQ ED NO: 798 / SEQ ID NO: 6314, SEQ ID NO: 799 / 
SEQ ED NO: 6315. SEQ ED NO: 800 / SEQ ID NO: 6316, SEQ ID NO: 801 / SEQ ID NO: 6317. 
SEQ ED NO: 802 / SEQ ID NO: 6318, SEQ ID NO: 803 / SEQ ID NO: 6319, SEQ ED NO: 804 / 
SEQ ED NO: 6320. SEQ ED NO: 805 / SEQ ID NO: 6321, SEQ ED NO: 806 / SEQ ID NO: 6322. 
SEQ ED NO: 807 / SEQ ID NO: 6323, SEQ ID NO: 808 / SEQ ID NO: 6324. SEQ ED NO: 809 / 
SEQ ED NO: 6325, SEQ ID NO: 810 / SEQ ED NO: 6326, SEQ ED NO: 81 1 / SEQ ID NO: 6327. 
SEQ ID NO: 812 / SEQ ID NO: 6328, SEQ ID NO: 813 / SEQ ID NO: 6329, SEQ ID NO: 814J. 
SEQ ED NO: 6330. SEQ ID NO: 815 / SEQ ID NO: 6331. SEQ ED NO: 816 / SEQ ID NO: 6332. 
SEQ ID NO: 817 / SEQ ID NO: 6333, SEQ ED NO: 818 / SEQ ID NO: 6334, SEQ ED NO: 819 / 
SEQ ID NO: 6335, SEQ ID NO: 820 / SEQ ID NO: 6336, SEQ ED NO: 821 / SEQ ED NO: 6337, 
SEQ ID NO: 822 / SEQ ID NO: 6338, SEQ ID NO: 823 / SEQ ID NO: 6339, SEQ ID NO: 824 / 
SEQ ED NO: 6340, SEQ ID NO: 825 / SEQ ID NO: 6341, SEQ ID NO: 826 / SEQ ID NO: 6342, 
SEQ ID NO: 827 / SEQ ED NO: 6343, SEQ ID NO: 828 / SEQ ID NO: 6344, SEQ ED NO: 829 / 
SEQ ED NO: 6345, SEQ ID NO: 830 / SEQ ID NO: 6346, SEQ ID NO: 831 / SEQ ID NO: 6347, 
SEQ ID NO: 832 / SEQ ED NO: 6348, SEQ ID NO: 833 / SEQ ED NO: 6349, SEQ ED NO: 834 / 
SEQ ED NO: 6350, SEQ ID NO: 835 / SEQ ID NO: 6351, SEQ ED NO: 836 / SEQ ED NO: 6352, 
SEQ ED NO: 837 / SEQ ID NO: 6353, SEQ ED NO: 838 / SEQ ID NO: 6354, SEQ ED NO: 839 / 
SEQ ED NO: 6355, SEQ ID NO: 840 / SEQ ID NO: 6356. SEQ ED NO: 841 / SEQ ID NO: 6357, 
SEQ ID NO: 842 / SEQ ED NO: 6358, SEQ ID NO: 843 / SEQ ID NO: 6359, SEQ ED NO: 844 / 
SEQ ID NO: 6360, SEQ ID NO: 845 / SEQ ID NO: 6361, SEQ ID NO: 846 / SEQ ID NO: 6362. 
SEQ ID NO: 847 / SEQ ED NO: 6363, SEQ ED NO: 848 / SEQ ID NO: 6364, SEQ ED NO: 849 / 
SEQ ID NO: 6365, SEQ ID NO: 850 / SEQ ED NO: 6366, SEQ ED NO: 851 / SEQ ID NO: 6367, 
SEQ ED NO: 852 / SEQ ID NO: 6368, SEQ ID NO: 853 / SEQ ED NO: 6369, SEQ ED NO: 854 / 
SEQ ID NO: 6370, SEQ ED NO: 855 / SEQ ID NO: 6371, SEQ ID NO: 856 / SEQ ID NO: 6372. 
SEQ ID NO: 857 / SEQ ID NO: 6373, SEQ ED NO: 858 / SEQ ED NO: 6374, SEQ ED NO: 859 / 
SEQ ED NO: 6375, SEQ ID NO: 860 / SEQ ED NO: 6376, SEQ ID NO: 861 / SEQ ID NO: 6377, 
SEQ ED NO: 862 / SEQ ID NO: 6378, SEQ ED NO: 863 / SEQ ED NO: 6379, SEQ ID NO: 864 / 
SEQ ID NO: 6380, SEQ ED NO: 865 / SEQ ID NO: 6381, SEQ ID NO: 866 / SEQ ED NO: 6382, 
SEQ ID NO: 867 / SEQ ID NO: 6383, SEQ ID NO: 868 / SEQ ID NO: 6384, SEQ ID NO: 869 / 
SEQ ID NO: 6385, SEQ ED NO: 870 / SEQ ID NO: 6386, SEQ ID NO: 871 / SEQ ID NO: 6387, 
SEQ ID NO: 872 / SEQ ID NO: 6388, SEQ ID NO: 873 / SEQ ID NO: 6389, SEQ ED NO: 874 / 
SEQ ID NO: 6390, SEQ ED NO: 875 / SEQ ID NO: 6391, SEQ ID NO: 876 / SEQ ID NO: 6392, 
SEQ ID NO: 877 / SEQ ID NO: 6393, SEQ ID NO: 878 / SEQ ED NO: 6394, SEQ ED NO: 879 / 
SEQ ID NO: 6395, SEQ ID NO: 880 / SEQ ED NO: 6396, SEQ ID NO: 881 / SEQ ID NO: 6397, 
SEQ ED NO: 882 / SEQ ID NO: 6398, SEQ ID NO: 883 / SEQ ID NO: 6399, SEQ ED NO: 884 / 
SEQ ID NO: 6400. SEQ ED NO : 885 / SEQ ED NO: 6401. SEQ ID NO: 886 / SEQ ID NO: 6402, 
SEQ ED NO: 887 / SEQ ID NO: 6403, SEQ ID NO: 888 / SEQ ID NO: 6404, SEQ ID NO: 889 / 
SEQ ID NO: 6405, SEQ ID NO: 890 / SEQ ID NO: 6406, SEQ DD NO: 891 / SEQ ID NO: 6407, 
SEQ ID NO: 892 / SEQ ED NO: 6408, SEQ ID NO: 893 / SEQ ED NO: 6409, SEQ ED NO: 894 / 
SEQ ED NO: 6410, SEQ ED NO: 895 / SEQ ID NO: 6411. SEQ ID NO: 896 / SEQ ID NO: 6412, 
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SEQ ID NO: 897 / SEQ ED NO: 6413, SEQ ID NO: 898 / SEQ ID NO: 6414, SEQ ED NO: 899 / 
SEQ ID NO: 6415, SEQ ID NO: 900 / SEQ ID NO: 6416, SEQ ID NO: 901 / SEQ ID NO: 6417, 
SEQ ED NO: 902 / SEQ ED NO: 6418 T SEQ ID NO: 903 / SEQ ID NO: 6419, SEQ ID NO: 904 / 
SEQ ID NO: 6420, SEQ ED NO: 905 / SEQ ID NO: 6421 , SEQ ED NO: 906 / SEQ ID NO: 6422, 
SEQ ID NO: 907 / SEQ ED NO: 6423, SEQ ID NO: 908 / SEQ ID NO: 6424, SEQ ED NO: 909 / 
SEQ ID NO: 6425, SEQ ID NO: 910 / SEQ ID NO: 6426, SEQ ID NO: 911 / SEQ ID NO: 6427, 
SEQ ID NO: 912 / SEQ ED NO: 6428, SEQ ID NO: 913 / SEQ ED NO: 6429, SEQ ED NO: 914 / 
SEQ ID NO: 6430, SEQ ID NO: 915 / SEQ ID NO: 6431, SEQ ED NO: 916 / SEQ ID NO: 6432, 
SEQ ID NO: 917 / SEQ ID NO: 6433, SEQ ID NO: 918 / SEQ ID NO: 6434, SEQ ID NO: 919 / 
SEQ ID NO: 6435, SEQ ED NO: 920 / SEQ ID NO: 6436, SEQ ID NO: 921 / SEQ ED NO: 6437, 
SEQ ED NO: 922 / SEQ ID NO: 6438, SEQ ID NO: 923 / SEQ ID NO: 6439, SEQ ED NO: 924 / 
SEQ ID NO: 6440, SEQ ID NO: 925 / SEQ ID NO: 6441 , SEQ ID NO: 926 / SEQ ID NO: 6442, 
SEQ ID NO: 927 / SEQ ED NO: 6443, SEQ ID NO: 928 / SEQ ID NO: 6444, SEQ ID NO: 929 / 
SEQ ID NO: 6445, SEQ ID NO: 930 / SEQ ID NO: 6446, SEQ ID NO: 931 / SEQ ED NO: 6447, 
SEQ ED NO: 932 / SEQ ED NO: 6448, SEQ ID NO: 933 / SEQ ID NO: 6449, SEQ ID NO: 934 / 
SEQ ID NO: 6450, SEQ ED NO: 93? / SEQ ED NO: 6451, SEQ ID NO: 936 / SEQ ID NO: 6452, 
SEQ ID NO: 937 / SEQ ED NO: 6453, SEQ ID NO: 938 / SEQ ED NO: 6454, SEQ ID NO: 939 / 
SEQ ID NO: 6455, SEQ ED NO: 940 / SEQ ID NO: 6456, SEQ ID NO: 941 / SEQ ED NO: 6457, 
SEQ ID NO: 942 / SEQ ED NO: 6458, SEQ ID NO: 943 / SEQ ID NO: 6459, SEQ ID NO: 9442. 
SEQ ID NO: 6460, SEQ ID NO: 945 / SEQ ID NO: 6461, SEQ ID NO: 946 / SEQ ID NO: 6462, 
SEQ ED NO: 947 / SEQ ID NO: 6463, SEQ ID NO: 949 / SEQ ID NO: 6464, SEQ ID NO: 950 / 
SEQ ID NO: 6465, SEQ ED NO: 951 / SEQ ID NO: 6466, SEQ ID NO: 952 / SEQ ED NO: 6467, 
SEQ ED NO: 953 / SEQ ID NO: 6468, SEQ ID NO: 954 / SEQ ID NO: 6469, SEQ ID NO: 955 / 
SEQ ID NO: 6470, SEQ ED NO: 956 / SEQ ID NO: 6471, SEQ ID NO: 957 / SEQ ID NO: 6472, 
SEQ ID NO: 958 / SEQ ED NO: 6473, SEQ ID NO: 959 / SEQ ID NO: 6474, SEQ ED NO: 960 / 
SEQ ID NO: 6475, SEQ ID NO: 961 / SEQ ID NO: 6476, SEQ ED NO: 962 / SEQ ID NO: 6477, 
SEQ ID NO: 963 / SEQ ID NO: 6478, SEQ ID NO: 964 / SEQ ID NO: 6479, SEQ ED NO: 965 / 
SEQ ID NO: 6480, SEQ ID NO: 966 / SEQ ED NO: 6481, SEQ ED NO: 967 / SEQ ID NO: 6482, 
SEQ ID NO: 968 / SEQ ED NO: 6483, SEQ ID NO: 969 / SEQ ID NO: 6484, SEQ ID NO: 970 / 
SEQ ID NO: 6485, SEQ ID NO: 971 / SEQ ID NO: 6486, SEQ ID NO: 972 / SEQ ID NO: 6487, 
SEQ ID NO: 973 / SEQ ED NO: 6488, SEQ ID NO: 974 / SEQ ID NO: 6489, SEQ ED NO: 975 / 
SEQ ID NO: 6490, SEQ ID NO: 976 / SEQ ED NO: 6491, SEQ ID NO: 978 / SEQ ED NO: 6492, 
SEQ ID NO: 979 / SEQ ID NO: 6493, SEQ ED NO: 980 / SEQ ID NO: 6494, SEQ ID NO: 981 / 
SEQ ID NO: 6495, SEQ ID NO: 982 / SEQ ID NO: 6496, SEQ ED NO: 983 / SEQ ED NO: 6497, 
SEQ ID NO: 984 / SEQ ID NO: 6498, SEQ ID NO: 985 / SEQ ED NO: 6499, SEQ ID NO: 986 / 
SEQ ID NO: 6500, SEQ ID NO: 987 / SEQ ID NO: 6501, SEQ ID NO: 988 / SEQ ID NO: 6502, 
SEQ ID NO: 989 / SEQ ID NO: 6503, SEQ ID NO: 990 / SEQ ID NO: 6504, SEQ ID NO: 991 / 
SEQ ED NO: 6505, SEQ ED NO: 992 / SEQ ED NO: 6506, SEQ ID NO: 993 / SEQ ID NO: 6507, 
SEQ ID NO: 994 / SEQ ID NO: 6508, SEQ ED NO: 995 / SEQ ID NO: 6509, SEQ ID NO: 996 / 
SEQ ID NO: 6510, SEQ ID NO: 997 / SEQ ID NO: 6511, SEQ ID NO: 998 / SEQ ED NO: 6512, 
SEQ ID NO: 1000 / SEQ ED NO: 6513, SEQ ID NO: 1001 / SEQ ID NO: 6514, SEQ ID NO: 
1002 / SEQ ID NO: 6515, SEQ ED NO: 1003 / SEQ ID NO: 6516, SEQ ED NO: 1005 / SEQ ED 
NO: 6517, SEQ ID NO: 1006 / SEQ ID NO: 6518, SEQ ID NO: 1007 / SEQ ID NO: 6519, SEQ 
ED NO: 1008 / SEQ ID NO: 6520, SEQ ID NO: 1009 / SEQ ID NO: 6521, SEQ ID NO: 1010 / 
SEQ ED NO: 6522, SEQ ID NO: 101 1 / SEQ ED NO: 6523, SEQ ID NO: 1012 / SEQ ID NO: 
6524, SEQ ID NO: 1013 / SEQ ID NO: 6525, SEQ ED NO: 1014 / SEQ ID NO: 6526, SEQ ID 
NO: 1016 / SEQ ED NO: 6527, SEQ ID NO: 1017 / SEQ ID NO: 6528, SEQ ED NO: 1018 / 
SEQ ID NO: 6529, SEQ ID NO: 1019 / SEQ ID NO: 6530, SEQ ID NO: 1020 / SEQ ID NO: 
6531, SEQ ED NO: 1021 / SEQ ID NO: 6532, SEQ ED NO: 1022 / SEQ ED NO: 6533, SEQ ID 
NO: 1023 / SEQ ID NO: 6534, SEQ ED NO: 1024 / SEQ ID NO: 6535, SEQ ID NO: 1025 / 
SEQ ID NO: 6536, SEQ ID NO: 1026 / SEQ ID NO: 6537, SEQ ID NO: 1027 / SEQ ID NO: 
6538, SEQ ID NO: 1028 / SEQ ID NO: 6539, SEQ ID NO: 1029 / SEQ ED NO: 6540, SEQ ID 
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NO: 1030 / SEQ ID NO: 6541 , SEQ ID NO: 1031 / SEQ ID NO: 6542, SEQ ID NO: 1032 / 
SEQ ID NO: 6543, SEQ ID NO: 1033 / SEQ ID NO: 6544, SEQ ID NO: 1034 / SEQ ID NO: 
6545, SEQ ID NO: 1035 / SEQ ID NO: 6546, SEQ ID NO: 1036 / SEQ ID NO: 6547, 
SEQ ID NO: 1037 / SEQ ID NO: 6548, SEQ ID NO: 1038 / SEQ ID NO: 6549, SEQ ID NO: 
1039 / SEQ ID NO: 6550, SEQ ED-NO: 1040 / SEQ ID NO: 6551, SEQ ID NO: 1041 / SEQ ID 
NO: 6552, SEQ ID NO: 1042 / SEQ ED NO: 6553, SEQ ID NO: 1043 / SEQ ED NO: 6554, SEQ 
ID NO: 1044 / SEQ ED NO: 6555, SEQ ID NO: 1045 / SEQ ED NO: 6556, SEQ ED NO: 1046 / 
SEQ ED NO: 6557, SEQ ED NO: 1047 / SEQ ED NO: 6558, SEQ ED NO: 1048 / SEQ ID NO: 
6559 SEQ ID NO: 1049 / SEQ ID NO: 6560, SEQ ID NO: 1050 / SEQ ID NO: 6561, SEQ ID 
NO- 1051 / SEQ ID NO: 6562, SEQ ID NO: 1052 / SEQ ED NO: 6563, SEQ ID NO: 1053 / 
SEQ ID NO: 6564. SEQ ID NO: 1054 / SEQ ID NO: 6565, SEQ ID NO: 1055 / SEQ ID NO: 
6566 SEQ ID NO: 1056 / SEQ ID NO: 6567, SEQ ID NO: 1057 / SEQ ID NO: 6568, SEQ ID 
NO- 1058 / SEQ ID NO: 6569, SEQ ID NO: 1059 / SEQ ID NO: 6570. SEQ ED NO: 1060 / 
SEQ ID NO: 6571, SEQ ID NO: 1061 / SEQ ID NO: 6572, SEQ ED NO: 1062 / SEQ ID NO: 
6573, SEQ ID NO: 1063 / SEQ ED NO: 6574, SEQ ID NO: 1064 / SEQ ED NO: 6575, SEQ ID 
NO: 1065 / SEQ ED NO: 6576, SEQ ID NO: 1066 / SEQ ED NO: 6577, SEQ ED NO: 1067 / 
SEQ ID NO: 6578, SEQ ED NO: 1068 / SEQ ID NO: 6579, SEQ ID NO: 1069 / SEQ ID NO: 
6580, SEQ ID NO: 1070 / SEQ ID NO: 6581, SEQ ID NO: 1071 /SEQ ID NO: 6582, SEQ ID 
NO: 1072 / SEQ ED NO: 6583, SEQ ID NO: 1073 / SEQ ID NO: 6584, SEQ ID NO: 1074 / 
SEQ ED NO: 6585. SEQ ED NO: 1075 / SEQ ID NO: 6586. SEQ ED NO: 1076 / SEQ ED NO: 
6587, SEQ ID NO: 1 077 / SEQ ID NO: 6588, SEQ ED NO: 1078 / SEQ ED NO: 6589, SEQ ED 
NO: 1079 / SEQ ID NO: 6590, SEQ ID NO: 1080 / SEQ ID NO: 6591, SEQ ED NO: 1081 / . 
SEQ ID NO: 6592, SEQ ID NO: 1082 / SEQ ID NO: 6593, SEQ ED NO: 1083 / SEQ ID NO- 
6594, SEQ ED NO: 1084 / SEQ ED NO: 6595, SEQ ID NO: 1085 / SEQ ED NO: 6596, SEQ ID 
NO: 1086 / SEQ ID NO: 6597, SEQ ED NO: 1087 / SEQ ED NO: 6598, SEQ ID NO: 1088 / 
SEQ ID NO: 6599, SEQ ID NO: 1089 / SEQ ED NO: 6600, SEQ ED NO: 1090 / SEQ ED NO: 
6601, SEQ ID NO: 1091 / SEQ ID NO: 6602, SEQ ID NO: 1092 / SEQ ED NO: 6603, SEQ ID 
NO- 1093 / SEQ ID NO: 6604, SEQ ID NO: 1094 / SEQ ID NO: 6605, SEQ ID NO: 1095 / 
SEQ ID NO: 6606, SEQ ID NO: 1096 / SEQ ED NO: 6607, SEQ ID NO: 1097 / SEQ ID NO: 
6608, SEQ ED NO: 1098 / SEQ ED NO: 6609, SEQ ID NO: 1099 / SEQ ED NO: 6610, SEQ ED 
NO: 1100 / SEQ ID NO: 6611, SEQ ID NO: 1101 / SEQ ID NO: 6612, SEQ ID NO: 1102 / 
SEQ ID NO: 6613. SEQ ID NO: 1 103 / SEQ ID NO: 6614, SEQ ID NO: 1104 / SEQ ED NO: 
6615, SEQ ED NO: 1 105 / SEQ ID NO: 6616. SEQ ID NO: 1 106 / SEQ ED NO: 6617, SEQ ID 
NO- 1107 / SEQ ED NO: 6618, SEQ ED NO: 1108 /SEQ ED NO: 6619, SEQ ED NO: 1109 / 
SEQ ED NO: 6620, SEQ ID NO: 1 1 10 / SEQ ID NO: 6621, SEQ ID NO: 11 1 1 / SEQ ID NO: 
6622, SEQ ID NO: 1 112 / SEQ ID NO: 6623, SEQ ID NO: 11 13 / SEQ ID NO: 6624, SEQ ID 
NO: 1 1 14 / SEQ ID NO: 6625, SEQ ID NO: 1 1 15 / SEQ ED NO: 6626, SEQ ID NO: 1 1 16 / 
SEQ ED NO: 6627, SEQ ID NO: 1118 / SEQ ID NO: 6628, SEQ ID NO: 1119 /SEQ ID NO: " 
6629, SEQ ID NO: 1120 / SEQ ID NO: 6630, SEQ ID NO: 1121 / SEQ ED NO: 6631, SEQ ED 
NO: 1 122 / SEQ ED NO: 6632, SEQ ID NO: 1 123 / SEQ ID NO: 6633, SEQ ID NO: 1 124 / 
SEQ ID NO: 6634, SEQ ID NO: 1 125 / SEQ ID NO: 6635, SEQ ID NO: 1 126 / SEQ ID NO: 
6636, SEQ ED NO: 1 127 / SEQ ED NO: 6637, SEQ ID NO: 1 128 / SEQ ED NO: 6638, SEQ ED 
NO: 1 129 / SEQ ED NO: 6639, SEQ ID NO: 1 130 / SEQ ID NO: 6640, SEQ ID NO: 1 131 / 
SEQ ID NO: 6641, SEQ ID NO: 1 132 / SEQ ID NO: 6642, SEQ ID NO: 1133 / SEQ ID NO: 
6643, SEQ ID NO: 1 134 / SEQ ID NO: 6644, SEQ ID NO: 1 135 / SEQ ED NO: 6645, SEQ ED 
NO: 1 136 / SEQ ID NO: 6646. SEQ ED NO: 1 1 37 / SEQ ID NO: 6647, 
SEQ ED NO: 1 138 / SEQ ED NO: 6648, SEQ ID NO: 1 139 / SEQ ID NO: 6649. SEQ ID NO: 
1 140 / SEQ ED NO: 6650, SEQ ID NO: 1141 / SEQ ID NO: 6651, SEQ ID NO: 1 143 / SEQ ID 
NO: 6652, SEQ ID NO: 1144 / SEQ ID NO: 6653, SEQ ED NO: 1145 / SEQ ED NO: 6654, SEQ 
ID NO: 1146 / SEQ ED NO: 6655. SEQ ID NO: 1147 / SEQ ID NO: 6656, SEQ ID NO: 1148 / 
SEQ ID NO: 6657, SEQ ED NO: 1 149 / SEQ ID NO: 6658, SEQ ED NO: 1150 / SEQ ED NO: 
6659, SEQ ED NO: 1151 / SEQ ID NO: 6660, SEQ ID NO: 1152 / SEQ ID NO: 6661, SEQ ID 
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NO: 1153 / SEQ ID NO: 6662, SEQ ID NO: 1154 / SEQ ID NO: 6663, SEQ ID NO: 1155 / 
SEQ ID NO: 6664, SEQ ID NO: 1 156 / SEQ ID NO: 6665, SEQ ID NO: 1 157 / SEQ ED NO: 
6666, SEQ ID NO: 1158 / SEQ ID NO: 6667, SEQ ID NO: 1159 / SEQ ID NO: 6668, SEQ ID 
NO: 1160 / SEQ ID NO: 6669, SEQ ID NO: 1161 / SEQ ID NO: 6670, SEQ ID NO: 1162 / 
SEQ ID NO: 6671, SEQ ID NO: 1163 / SEQ ID NO: 6672, SEQ ID NO: 1164 / SEQ ID NO: 
6673 SEQ ID NO: 1165 / SEQ ID NO: 6674, SEQ ID NO: 1166 / SEQ ID NO: 6675. SEQ ID 
NO: 1 167 / SEQ ID NO: 6676, SEQ ID NO: 1168 / SEQ ID NO: 6677, SEQ ID NO: 1 169 / 
SEQ ID NO: 6678, SEQ ID NO: 1 170 / SEQ ED NO: 6679, SEQ ID NO: 1 171 / SEQ ID NO: 
6680 SEQ ED NO: 1172 /SEQ ED NO: 6681 , SEQ ID NO: 1 173 / SEQ ID NO: 6682, SEQ ID 
NO- 1 174 / SEQ ID NO: 6683, SEQ ID NO: 1 175 / SEQ ID NO: 6684, SEQ ID NO: 1 1 76 / 
SEQ ID NO: 6685, SEQ ID NO: 1 177 / SEQ ED NO: 6686, SEQ ED NO: 1 178 / SEQ ID NO: 
6687. SEQ ED NO: 1179 / SEQ ED NO: 6688, SEQ ID NO: 1180 / SEQ ID NO: 6689. SEQ ID 
NO- 1181 / SEQ ID NO: 6690, SEQ ID NO: 1182 /SEQ ID NO: 6691. SEQ ID NO: 1183 / 
SEQ ID NO: 6692, SEQ ID NO: 1 184 / SEQ ID NO: 6693, SEQ ED NO: 1 185 / SEQ ED NO: 
6694, SEQ ID NO: 1 186 / SEQ ID NO: 6695, SEQ ED NO: 1 187 / SEQ ID NO: 6696, SEQ ID 
NO: 1188/SEQIDNO: 6697, SEQ ID NO: 1189 /SEQ ID NO: 6698, SEQ ID NO: 1190/ 
SEQ ID NO: 6699, SEQ ID NO: 1 191 / SEQ ID NO: 6700. SEQ ED NO: 1 192 / SEQ ID NO: 
6701 , SEQ ID NO: 1 193 / SEQ ID NO: 6702. SEQ ED NO: 1 194 / SEQ ED NO: 6703, SEQ ED 
NO: 1195 / SEQ ED NO: 6704, SEQ ID NO: 1 197 / SEQ ID NO: 6705. SEQ ID NO: 1198 / _ 
SEQ ID NO: 6706, SEQ ED NO: 1 199 / SEQ ED NO: 6707, SEQ ID NO: 1200 / SEQ ED NO: 
6708, SEQ ID NO: 1201 / SEQ ID NO: 6709, SEQ ID NO: 1202 / SEQ ID NO: 6710, SEQ ED 
NO: 1203 / SEQ ED NO: 671 1, SEQ ID NO: 1204 / SEQ ID NO: 6712, SEQ ID NO: 1205 / . 
SEQ ID NO: 6713. SEQ ID NO: 1206 / SEQ ID NO: 6714, SEQ ED NO: 1207 / SEQ ID NO: 
6715, SEQ ID NO: 1208 /SEQ ID NO: 671 6. SEQ ID NO: 1209 /SEQ ED NO: 6717. SEQ ED 
NO: 1210 / SEQ ID NO: 6718, SEQ ID NO: 1211 / SEQ ID NO: 6719. SEQ ID NO: 1212 / 
SEQ ID NO: 6720, SEQ ID NO: 1213 / SEQ ID NO: 6721, SEQ ED NO: 1214 / SEQ ED NO: 
6722. SEQ ID NO: 1215 / SEQ ID NO: 6723, SEQ ID NO: 1216 / SEQ ED NO: 6724. SEQ ID 
NO: 1217 / SEQ ED NO: 6725, SEQ ED NO: 1218 / SEQ ID NO: 6726, SEQ ID NO: 1219 / 
SEQ ED NO: 6727, SEQ ID NO: 1220 / SEQ ED NO: 6728, SEQ ID NO: 1221 / SEQ ED NO: 
6729, SEQ ID NO: 1222 / SEQ ID NO: 6730, SEQ ID NO: 1223 / SEQ ID NO: 6731. SEQ ED 
NO: 1224 / SEQ ID NO: 6732, SEQ ED NO: 1225 / SEQ ED NO: 6733, SEQ ID NO: 1226 / 
SEQ ED NO: 6734, SEQ ID NO: 1227 / SEQ ED NO: 6735, SEQ ID NO: 1228 / SEQ ID NO: 
6736. SEQ ID NO: 1229 / SEQ ID NO: 6737, SEQ ID NO: 1230 / SEQ ID NO: 6738, SEQ ID 
NO: 1231 /SEQ ID NO: 6739, SEQ ID NO: 1232 / SEQ ED NO: 6740, SEQ ID NO: 1233 / 
SEQ ID NO: 6741 , SEQ ED NO: 1234 / SEQ ID NO: 6742, SEQ ID NO: 1235 / SEQ ID NO: 
6743, SEQ ID NO: 1236 / SEQ ID NO: 6744, SEQ ED NO: 1237 / SEQ ID NO: 6745, SEQ ID 
NO: 1238 / SEQ ED NO: 6746, SEQ ID NO: 1239 / SEQ ID NO: 6747, 
SEQ ED NO: 1240 / SEQ ID NO: 6748, SEQ ED NO: 1241 / SEQ ED NO: 6749, SEQ ID NO: ' 
1242 / SEQ ID NO: 6750, SEQ ID NO: 1243 / SEQ ID NO: 6751, SEQ ED NO: 1244 / SEQ ID 
NO: 6752, SEQ ED NO: 1245 / SEQ ID NO: 6753, SEQ ID NO: 1246 / SEQ ID NO: 6754, SEQ 
ID NO: 1247 / SEQ ED NO: 6755, SEQ ID NO: 1248 / SEQ ED NO: 6756, SEQ ID NO: 1249 / 
SEQ ID NO: 6757, SEQ ID NO: 1250 / SEQ ID NO: 6758, SEQ ED NO: 1251 / SEQ ID NO: 
6759, SEQ ID NO: 1252 / SEQ ID NO: 6760. SEQ ID NO: 1253 / SEQ ID NO: 6761, SEQ ID 
NO: 1254 / SEQ ID NO: 6762. SEQ ID NO: 1255 / SEQ ED NO: 6763. SEQ ED NO: 1256 / 
SEQ ED NO: 6764, SEQ ED NO: 1257 / SEQ ID NO: 6765, SEQ ID NO: 1258 / SEQ ED NO: 
6766. SEQ ID NO: 1259 / SEQ ED NO: 6767, SEQ ID NO: 1260 / SEQ ID NO: 6768, SEQ ED 
NO: 1261 / SEQ ED NO: 6769, SEQ ID NO: 1262 / SEQ ID NO: 6770, SEQ ID NO: 1263 / 
SEQ ED NO: 6771, SEQ ID NO: 1264 / SEQ ID NO: 6772, SEQ ID NO: 1265 / SEQ ED NO: 
6773. SEQ ID NO: 1266 / SEQ ED NO: 6774. SEQ ED NO: 1267 / SEQ ID NO: 6775, SEQ ID 
NO: 1268 / SEQ ID NO: 6776. SEQ ED NO: 1269 / SEQ ID NO: 6777, SEQ ED NO: 1270 / 
SEQ ID NO: 6778, SEQ ID NO: 1271 / SEQ ED NO: 6779, SEQ ID NO: 1272 / SEQ ID NO: 
6780, SEQ ID NO: 1273 / SEQ ED NO: 6781, SEQ ED NO: 1274 / SEQ ID NO: 6782, SEQ ID 
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NO: 1275 / SEQ ID NO: 6783, SEQ ID NO:.1276 / SEQ ID NO: 6784, SEQ ID NO: 1277 / 
SEQ ID NO: 6785, SEQ ID NO: 1278 / SEQ ID NO: 6786, SEQ ID NO: 1279 / SEQ ID NO: 
6787, SEQ ID NO: 1280 / SEQ ID NO: 6788, SEQ ID NO: 1281 / SEQ ID NO: 6789, SEQ ID 
NO: 1282 / SEQ ID NO: 6790, SEQ ID NO: 1283 / SEQ ID NO: 6791, SEQ ID NO: 1284 / 
SEQ ID NO: 6792, SEQ ID NO: 1285 / SEQ ID NO: 6793, SEQ ID NO: 1286 / SEQ ID NO: 
6794, SEQ ED NO: 1287 / SEQ ID NO: 6795, SEQ ID NO: 1288 / SEQ ID NO: 6796, SEQ ID 
NO: 1289 / SEQ ID NO: 6797, SEQ ID NO: 1290 / SEQ ID NO: 6798, SEQ ID NO: 1291 / 
SEQ ID NO: 6799, SEQ ID NO: 1292 / SEQ ID NO: 6800. SEQ ID NO: 1293 / SEQ ID NO: 
6801, SEQ ID NO: 1294 / SEQ ID NO: 6802, SEQ ED NO: 1295 / SEQ ID NO: 6803, SEQ ED 
NO: 1296 / SEQ ED NO: 6804, SEQ ID NO: 1297 / SEQ ID NO: 6805, SEQ ED NO: 1298 / 
SEQ ID NO: 6806, SEQ ID NO: 1299 / SEQ ED NO: 6807, SEQ ED NO: 1300 / SEQ ID NO: 
6808, SEQ ID NO: 1301 / SEQ ED NO: 6809, SEQ ID NO: 1302 / SEQ ID NO: 6810, SEQ ID 
NO: 1303 / SEQ ID NO: 6811, SEQ ID NO: 1304 / SEQ ED NO: 6812, SEQ ED NO: 1305 / 
SEQ ID NO: 6813, SEQ ED NO: 1307 / SEQ ID NO: 6814, SEQ ID NO: 1308 / SEQ ID NO: 
6815. SEQ ID NO: 1309 / SEQ ID NO: 6816, SEQ ID NO: 1310 / SEQ ID NO: 6817, SEQ ID 
NO: 1311 / SEQ ID NO: 6818, SEQ ID NO: 1312 / SEQ ID NO: 6819, SEQ ED NO: 1313 / 
SEQ ED NO: 6820, SEQ ID NO: 1314 / SEQ ED NO: 6821, SEQ ID NO: 1315 / SEQ ID NO: 
6822, SEQ ED NO: 1316 / SEQ ID NO: 6823, SEQ ID NO: 1317 / SEQ ID NO: 6824, SEQ ED 
NO: 1318 / SEQ ED NO: 6825. SEQ ED NO: 1319 / SEQ ED NO: 6826, SEQ DD NO: 1320 / _ 
SEQ ID NO: 6827, SEQ ID NO: 1321 / SEQ ID NO: 6828, SEQ ED NO: 1322 / SEQ ED NO: 
6829, SEQ ED NO: 1323 / SEQ ID NO: 6830. SEQ ED NO: 1324 / SEQ ID NO: 6831, SEQ ID 
NO: 1325 / SEQ ID NO: 6832, SEQ ID NO: 1326 /SEQ ID NO: 6833, SEQ ID NO: 1327 / . 
SEQ ID NO: 6834, SEQ ID NO: 1328 / SEQ ED NO: 6835, SEQ ID NO: 1329 / SEQ ED NO:- 
6836, SEQ ID NO: 1330 / SEQ ID NO: 6837, SEQ ID NO: 1331 / SEQ ID NO: 6838, SEQ ID 
NO: 1332 / SEQ ED NO: 6839, SEQ ID NO: 1333 / SEQ ID NO: 6840, SEQ ID NO: 1334 / 
SEQ ID NO: 6841 , SEQ ED NO: 1335 / SEQ ID NO: 6842, SEQ ID NO: 1336 / SEQ ID NO: 
6843, SEQ ID NO: 1337 / SEQ ID NO: 6844. SEQ ID NO: 1338 / SEQ ID NO: 6845, SEQ ED 
NO: 1339 / SEQ ID NO: 6846, SEQ ID NO: 1340 / SEQ ID NO: 6847, 
SEQ ED NO: 1341 / SEQ ID NO: 6848, SEQ ED NO: 1342 / SEQ ID NO: 6849, SEQ ID NO: 
1 343 / SEQ ID NO: 6850, SEQ ID NO: 1344 / SEQ DD NO: 6851, SEQ ID NO: 1345 / SEQ ID 
NO: 6852, SEQ ED NO: 1346 / SEQ ID NO: 6853, SEQ ID NO: 1347 / SEQ ID NO: 6854, SEQ 
ID NO: 1348 / SEQ ID NO: 6855, SEQ ED NO: 1349 / SEQ ID NO: 6856, SEQ ID NO: 1350 / 
SEQ ID NO: 6857, SEQ ED NO: 1351 / SEQ ID NO: 6858, SEQ ED NO: 1352 / SEQ ED NO: 
6859, SEQ ED NO: 1353 / SEQ ID NO: 6860, SEQ ED NO: 1354 / SEQ ED NO: 6861, SEQ ED 
NO: 1355 / SEQ ID NO: 6862, SEQ ID NO: 1356 / SEQ ED NO: 6863, SEQ ID NO: 1357 / 
SEQ ID NO: 6864, SEQ DD NO: 1358 / SEQ ID NO: 6865. SEQ ID NO: 1360 / SEQ ED NO: 
6866, SEQ ID NO: 1361 / SEQ ID NO: 6867, SEQ ID NO: 1362 / SEQ ID NO: 6868, SEQ ID 
NO: 1363 / SEQ ID NO: 6869, SEQ ID NO: 1364 / SEQ ID NO: 6870, SEQ ED NO: 1365 / 
SEQ ID NO: 6871, SEQ ID NO: 1366 / SEQ ID NO: 6872, SEQ ID NO: 1367 / SEQ ID NO: 
6873, SEQ ID NO: 1368 / SEQ ED NO: 6874. SEQ ID NO: 1369 / SEQ ID NO: 6875, SEQ ED 
NO: 1370 / SEQ ID NO: 6876. SEQ ID NO: 1371 / SEQ ED NO: 6877, SEQ DD NO: 1372 / 
SEQ ID NO: 6878. SEQ ID NO: 1373 / SEQ ID NO: 6879, SEQ ID NO: 1374 / SEQ ED NO: 
6880, SEQ ED NO: 1375 / SEQ ID NO: 6881, SEQ ID NO: 1376 / SEQ ED NO: 6882, SEQ ID 
NO: 1377 / SEQ ID NO: 6883, SEQ ID NO: 1378 / SEQ ID NO: 6884. SEQ ID NO: 1379 / 
SEQ ED NO: 6885, SEQ ID NO: 1380 / SEQ ED NO: 6886, SEQ ID NO: 1381 / SEQ ID NO: 
6887, SEQ ED NO: 1382 / SEQ ID NO: 6888, SEQ ED NO: 1383 / SEQ ID NO: 6889, SEQ ED 
NO: 1384 / SEQ ID NO: 6890, SEQ ID NO: 1385 / SEQ DD NO: 6891, SEQ ED NO: 1386 / 
SEQ DD NO: 6892. SEQ ED NO: 1387 / SEQ ED NO: 6893. SEQ ED NO: 1389 / SEQ DD NO: 
6894, SEQ ID NO: 1390 / SEQ DD NO: 6895. SEQ ID NO: 1391 / SEQ ID NO: 6896, SEQ ED 
NO: 1392 / SEQ DD NO: 6897, SEQ DD NO: 1393 / SEQ ID NO: 6898. SEQ DD NO: 1394 / 
SEQ ID NO: 6899, SEQ ID NO: 1395 / SEQ ID NO: 6900, SEQ ED NO: 1396 / SEQ ID NO: 
6901, SEQ ID NO: 1397 / SEQ DD NO: 6902, SEQ ED NO: 1398 / SEQ ID NO: 6903. SEQ ID 
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NO: 1399 / SEQ ID NO: 6904, SEQ ED NO: 1400 / SEQ ID NO: 6905, SEQ ID NO: 1401 / 
SEQ ID NO: 6906. SEQ ID NO: 1402 / SEQ ID NO: 6907, SEQ ID NO: 1403 / SEQ ID NO: 
6908, SEQ ID NO: 1404 / SEQ ID NO: 6909, SEQ ID NO: 1405 / SEQ ID NO: 6910, SEQ ID 
NO: 1406 / SEQ ID NO: 6911, SEQ ID NO: 1407 / SEQ ID NO: 6912, SEQ ED NO: 1408 / 
SEQ ID NO: $913, SEQ ID NO: 1409 / SEQ ID NO: 6914, SEQ ID NO: 141 0 / SEQ ID NO: 
6915, SEQ ID NO: 141 1 / SEQ ID NO: 6916, SEQ ID NO: 1412 / SEQ ID NO: 6917, SEQ ID 
NO: 1413 / SEQ ID NO: 6918, SEQ ID NO: 1414 / SEQ ID NO: 6919, SEQ ID NO: 1415 I 
SEQ ID NO: 6920, SEQ ID NO: 1416 / SEQ ID NO: 6921, SEQ ID NO: 1417 / SEQ ID NO: 
6922, SEQ ID NO: 141 8 / SEQ ID NO: 6923, SEQ ID NO: 1419 / SEQ ID NO: 6924, SEQ ID 
NO: 1420 / SEQ ID NO: 6925, SEQ ID NO: 1421 / SEQ ID NO: 6926, SEQ ID NO: 1422 / 
SEQ ID NO: 6927, SEQ ID NO: 1423 / SEQ ID NO: 6928, SEQ ID NO: 1424 / SEQ ID NO: 
6929, SEQ ID NO: 1425 / SEQ ID NO: 6930, SEQ ED NO: 1426 / SEQ ID NO: 6931, SEQ ID 
NO: 1427 / SEQ ED NO: 6932, SEQ ID NO: 1428 / SEQ ID NO: 6933, SEQ ID NO: 1429 / 
SEQ ID NO: 6934, SEQ ID NO: 1430 / SEQ ID NO: 6935, SEQ ID NO: 1431 / SEQ ID NO: 
6936, SEQ ID NO: 1432 / SEQ EO NO: 6937, SEQ ED NO: 1433 / SEQ ED NO: 6938, SEQ ID 
NO: 1434 / SEQ ID NO: 6939, SEQ ID NO: 1435 / SEQ ID NO: 6940, SEQ ID NO: 1436 / 
SEQ ED NO: 6941, SEQ ID NO: 1437 / SEQ ED NO: 6942, SEQ ID NO: 1438 / SEQ ED NO: 
6943, SEQ DD NO: 1439 / SEQ ED NO: 6944, SEQ ID NO: 1440 / SEQ ID NO: 6945, SEQ ID 
NO: 1441 /SEQ ID NO: 6946, SEQ ID NO: 1442 /SEQ ID NO: 6947, . _ 
SEQ ED NO: 1443 / SEQ ID NO: 6948, SEQ ED NO: 1444 / SEQ ID NO: 6949, SEQ ED NO: 
1445 / SEQ ED NO: 6950, SEQ ID NO: 1446 / SEQ ID NO: 6951, SEQ ID NO: 1447 / SEQ ED 
NO: 6952, SEQ ID NO: 1448 / SEQ ID NO: 6953, SEQ ID NO: 1449 / SEQ ID NO: 6954, SEQ 
ED NO: 1450/ SEQ ID NO: 6955, SEQ ID NO: 1451 / SEQ ID NO: 6956, SEQ ID NO: 1452 / 
SEQ ID NO: 6957, SEQ ID NO: 1453 / SEQ ID NO: 6958, SEQ ID NO: 1454 / SEQ ED NO: 
6959, SEQ ID NO: 1455 / SEQ ID NO: 6960, SEQ ID NO: 1456 / SEQ ID NO: 6961, SEQ ED 
NO: 1457 / SEQ ID NO: 6962, SEQ ID NO: 1458 / SEQ ID NO: 6963, SEQ ID NO: 1459 / 
SEQ ID NO: 6964, SEQ ED NO: 1460 / SEQ ED NO: 6965, SEQ ED NO: 1461 / SEQ ED NO: 
6966, SEQ ID NO: 1462 / SEQ ED NO: 6967, SEQ ID NO: 1463 / SEQ ID NO: 6968, SEQ ID 
NO: 1464 / SEQ ED NO: 6969, SEQ ID NO: 1465 / SEQ ED NO: 6970, SEQ ID NO: 1466 / 
SEQ ID NO: 6971, SEQ ED NO: 1467 / SEQ ID NO: 6972, SEQ ID NO: 1468 / SEQ ED NO: 
6973, SEQ ID NO: 1469 / SEQ ID NO: 6974, SEQ ID NO: 1470 / SEQ ID NO: 6975, SEQ ID 
NO: 1471 / SEQ ID NO: 6976, SEQ ED NO: 1472 / SEQ ID NO: 6977, SEQ DD NO: 1473 / 
SEQ ID NO: 6978, SEQ ID NO: 1474 / SEQ ID NO: 6979, SEQ ID NO: 1475 / SEQ ED NO: 
6980, SEQ ID NO: 1476 / SEQ ID NO: 6981, SEQ ID NO: 1477 / SEQ ID NO: 6982, SEQ ID 
NO: 1478 / SEQ ID NO: 6983, SEQ ID NO: 1479 / SEQ ED NO: 6984, SEQ ID NO: 1480 / 
SEQ ED NO: 6985, SEQ ID NO: 1481 / SEQ ED NO: 6986, SEQ ID NO: 1482 / SEQ ED NO: 
6987, SEQ ED NO: 1483 / SEQ ID NO: 6988, SEQ ID NO: 1484 / SEQ ID NO: 6989, SEQ ED 
NO: 1485 / SEQ ID NO: 6990, SEQ ID NO: 1486 / SEQ ID NO: 6991, SEQ ID NO: 1487 / 
SEQ ED NO: 6992, SEQ ID NO: 1488 / SEQ ID NO: 6993, SEQ ED NO: 1489 / SEQ ID NO: 
6994, SEQ ID NO: 1490 / SEQ ID NO: 6995, SEQ ID NO: 1491 / SEQ ID NO: 6996, SEQ ID 
NO: 1492 / SEQ ID NO: 6997, SEQ ID NO: 1493 / SEQ ID NO: 6998, SEQ DD NO: 1494 / 
SEQ DD NO: 6999, SEQ ID NO: 1495 / SEQ ED NO: 7000, SEQ ED NO: 1496 / SEQ ED NO: 
7001 , SEQ ID NO: 1497 / SEQ ID NO: 7002, SEQ ED NO: 1498 / SEQ DD NO: 70O3, SEQ DD 
NO: 1499 / SEQ DD NO: 7004, SEQ ID NO: 1 500 / SEQ DD NO: 7005, SEQ DD NO: 1501 / 
SEQ ID NO: 7006. SEQ ID NO: 1502 / SEQ ID NO: 7007, SEQ DD NO: 1503 / SEQ ED NO: 
7008, SEQ ID NO: 1504 / SEQ DD NO: 7009, SEQ ID NO: 1505 / SEQ ID NO: 7010, SEQ ID 
NO: 1506 / SEQ ID NO: 701 1 , SEQ ID NO: 1507 / SEQ ED NO: 7012, SEQ ED NO: 1508 / 
SEQ ID NO: 7013, SEQ ID NO: 1509 / SEQ ID NO: 7014, SEQ ID NO: 1510 / SEQ ED NO: 
7015, SEQ ID NO: 1511 /SEQ ID NO: 7016, SEQ ID NO: 1512 / SEQ ED NO: 7017. SEQ ID 
NO: 1514 / SEQ ED NO: 7018, SEQ ED NO: 1515 /SEQ ID NO: 7019, SEQ ID NO: 1516 / 
SEQ ID NO: 7020, SEQ ID NO: 1517 /SEQ ID NO: 7021, SEQ DD NO: 1518 / SEQ ED NO: 
7022, SEQ ID NO: 1519 / SEQ ED NO: 7023, SEQ DD NO: 1520 / SEQ DD NO: 7024, SEQ DD 
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NO: 1521 / SEQ ID NO: 7025, SEQ ID NO: 1522 / SEQ ID NO: 7026, SEQ ID NO: 1523 / 
SEQ ID NO: 7027, SEQ ID NO: 1524 / SEQ ID NO: 7028, SEQ ID NO: 1525 / SEQ ID NO: 
7029, SEQ ID NO: 1526 / SEQ ID NO: 7030, SEQ ID NO: 1527 / SEQ ID NO: 7031 , SEQ ID 
NO: 1528 / SEQ ID NO: 7032, SEQ ID NO: 1529 / SEQ ID NO: 7033, SEQ ID NO: 1530 / 
SEQ ID NO: 7034, SEQ ID NO: 1531 / SEQ ID NO: 7035, SEQ ID NO: 1532 / SEQ ID NO: 
7036, SEQ ID NO: 1533 / SEQ ID NO: 7037, SEQ ID NO: 1534 / SEQ ID NO: 7038, SEQ ID 
NO: 1535 / SEQ ID NO: 7039, SEQ ID NO: 1536 / SEQ ID NO: 7040, SEQ ID NO: 1537 / 
SEQ ID NO: 7041, SEQ ID NO: 1538 / SEQ ID NO: 7042, SEQ ID NO: 1539 / SEQ ID NO: 
7043, SEQ ID NO: 1540 / SEQ ID NO: 7044, SEQ ID NO: 1541 / SEQ ID NO: 7045, SEQ ID 
NO: 1542 / SEQ ID NO: 7046, SEQ ID NO: 1543 / SEQ ID NO: 7047, 
SEQ ID NO: 1544 / SEQ ID NO: 7048, SEQ ID NO: 1545 / SEQ ID NO: 7049, SEQ ID NO: 
1546 / SEQ ID NO: 7050, SEQ ID NO: 1547 / SEQ ID NO: 7051, SEQ ID NO: 1548 / SEQ ID 
NO: 7052, SEQ ID NO: 1549 / SEQ ID NO: 7053, SEQ ID NO: 1550 / SEQ ID NO: 7054, SEQ 
ED NO: 1551 / SEQ ID NO: 7055, SEQ ID NO: 1552 / SEQ ID NO: 7056, SEQ ID NO: 1553 / 
SEQ ID NO: 7057. SEQ ID NO: 1554 / SEQ ID NO: 7058, SEQ ID NO: 1555 / SEQ ID NO: 
7059, SEQ ED NO: 1556 / SEQ ED NO: 7060, SEQ ID NO: 1558 / SEQ ED NO: 7061, SEQ ID 
NO: 1559 / SEQ ED NO: 7062, SEQ ID NO: 1560/ SEQ ED NO: 7063, SEQ ID NO: 1561 / 
SEQ ED NO: 7064, SEQ ID NO: 1562 / SEQ ED NO: 7065, SEQ ID NO: 1563 / SEQ ID NO: 
7066, SEQ ID NO: 1564 / SEQ ID NO: 7067, SEQ ID NO: 1565 / SEQ ED NO: 7068, SEQ ID_ 
NO: 1566 / SEQ ID NO: 7069, SEQ ED NO: 1568 / SEQ ED NO: 7070, SEQ ED NO: 1569 / 
SEQ ID NO: 7071, SEQ ID NO: 1570 / SEQ ID NO: 7072, SEQ ED NO: 1571 / SEQ ID NO: 
7073, SEQ ID NO: 1572 / SEQ ED NO: 7074, SEQ ID NO: 1573 / SEQ ID NO: 7075, SEQ ED . 
NO: 1574 / SEQ ID NO: 7076, SEQ ID NO: 1575 / SEQ ID NO: 7077, SEQ ID NO: 1576 / - 
SEQ ID NO: 7078. SEQ ID NO: 1577 / SEQ ID NO: 7079, SEQ ID NO: 1578 / SEQ ID NO: 
7080, SEQ ED NO: 1579 / SEQ ID NO: 7081, SEQ ID NO: 1580 / SEQ ID NO: 7082, SEQ ED 
NO: 1581 /SEQ ID NO: 7083, SEQ ED NO: 1582 / SEQ ID NO: 7084, SEQ ID NO: 1583 / 
SEQ ED NO: 7085, SEQ ID NO: 1584 / SEQ ED NO: 7086, SEQ ID NO: 1585 / SEQ ID NO: 
7087, SEQ ID NO: 1586 / SEQ ID NO: 7088, SEQ ED NO: 1587 / SEQ ED NO: 7089, SEQ ID 
NO: 1588 / SEQ ED NO: 7090, SEQ ED NO: 1589 / SEQ ED NO: 7091, SEQ ID NO: 1590 / 
SEQ ID NO: 7092. SEQ ID NO: 1591 / SEQ ID NO: 7093, SEQ ID NO: 1592 / SEQ ED NO: 
7094, SEQ ID NO: 1593 / SEQ ED NO: 7095, SEQ ID NO: 1594 / SEQ ED NO: 7096, SEQ ID 
NO: 1595 / SEQ ID NO: 7097, SEQ ED NO: 1596 / SEQ ID NO: 7098, SEQ ED NO: 1597 / 
SEQ ED NO: 7099, SEQ ID NO: 1598 / SEQ DD NO: 7100, SEQ ED NO: 1599 / SEQ ID NO: 
7101, SEQ ED NO: 1600 / SEQ ID NO: 7102. SEQ ID NO: 1601 / SEQ ID NO: 7103, SEQ ED 
NO: 1602 / SEQ ID NO: 7104, SEQ ID NO: 1603 / SEQ ID NO: 7105, SEQ ED NO: 1604 / 
SEQ ID NO: 7106, SEQ ID NO: 1605 / SEQ ID NO: 7107, SEQ ED NO: 1606 / SEQ ID NO: 
7108, SEQ ED NO: 1607 / SEQ ID NO: 7109, SEQ ID NO: 1608 /SEQ ED NO: 7110, SEQ ID 
NO: 1609 / SEQ ID NO: 7111, SEQ ED NO: 1610 / SEQ ED NO: 7112, SEQ ID NO: 1612 / 
SEQ ID NO: 7113, SEQ ED NO: 1613 / SEQ ED NO: 7114, SEQ ID NO: 1614 / SEQ ID NO: 
7115. SEQ ID NO: 1615 / SEQ ID NO: 7116, SEQ ED NO: 1616 / SEQ DO NO: 7117, SEQ ID 
NO: 1617 / SEQ ID NO: 7118, SEQ ID NO: 1618 / SEQ ED NO: 7119, SEQ ID NO: 1619 / 
SEQ ED NO: 7120, SEQ ID NO: 1620 /SEQ ID NO: 7121, SEQ ID NO: 1621 / SEQ ED NO: 
7122, SEQ ID NO: 1622 / SEQ ID NO: 7123, SEQ ID NO: 1623 / SEQ ED NO: 7124, SEQ ID 
NO: 1624 / SEQ ID NO: 7125, SEQ ED NO: 1625 / SEQ ID NO: 7126, SEQ ID NO: 1626 / 
SEQ ED NO: 7127, SEQ ID NO: 1627 / SEQ ID NO: 7128, SEQ ID NO: 1628 / SEQ ID NO: 
7129, SEQ ID NO: 1629 / SEQ ID NO: 7130, SEQ ID NO: 1630 / SEQ ID NO: 7131, SEQ ED 
NO: 1631 / SEQ ID NO: 7132, SEQ ED NO: 1632 / SEQ ED NO: 7133, SEQ ID NO: 1633 / 
SEQ ID NO: 7134, SEQ ED NO: 1634 / SEQ ID NO: 7135, SEQ ID NO: 1635 / SEQ ID NO: 
7136. SEQ ID NO: 1636 / SEQ ED NO: 7137, SEQ ED NO: 1637 / SEQ DO NO: 7138, SEQ ID 
NO: 1638 / SEQ ID NO: 7139, SEQ ED NO: 1639 / SEQ ID NO: 7140, SEQ ED NO: 1640 / 
SEQ ED NO: 7141. SEQ ED NO: 1641 / SEQ ED NO: 7142, SEQ ID NO: 1642 / SEQ ID NO: 
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7143, SEQ ID NO:.1643 / SEQ ID NO: 7144, SEQ ID NO: 1644 / SEQ ID NO: 7145, SEQ ID 
NO: 1645 / SEQ ID NO: 7146, SEQ ID NO: 1646 / SEQ ID NO: 7147, 
SEQ ID NO: 1647 / SEQ ID NO: 7148, SEQ ID NO: 1648 / SEQ ID NO: 7149, SEQ ID NO: 
1649 / SEQ ID NO: 7150, SEQ ID NO: 1650 / SEQ ID NO: 7151, SEQ ID NO: 1651 / SEQ ID 
NO: 7152, SEQ ID NO: 1652 / SEQ ID NO: 7153, SEQ ID NO: 1653 / SEQ ID NO: 7154, SEQ 
ID NO- 1654 / SEQ ID NO: 7155, SEQ ID NO: 1655 / SEQ ID NO: 7156, SEQ ID NO: 1656 / 
SEQ ID NO: 7157, SEQ ID NO: 1657 / SEQ ID NO: 7158, SEQ ID NO: 1658 / SEQ ID NO: 
7159 SEQ ED NO: 1659 / SEQ ID NO: 7160, SEQ ID NO: 1660 / SEQ ID NO: 7161, SEQ ED 
NO- 1661 / SEQ ID NO: 7162, SEQ ID NO: 1662 / SEQ ED NO: 7163, SEQ ED NO: 1663 / 
SEQ ED NO: 7164, SEQ ED NO: 1664 / SEQ ED NO: 7165, SEQ EO NO: 1665 / SEQ ED NO: 
7166 SEQ ED NO: 1666 / SEQ ED NO: 7167, SEQ ID NO: 1667 / SEQ ED NO: 7168, SEQ ED 
NO- 1668 / SEQ ED NO: 7169, SEQ ED NO: 1669 / SEQ ED NO: 7170, SEQ ED NO: 1670 / 
SEQ ED NO: 7171, SEQ ID NO: 1671 / SEQ ED NO: 7172, SEQ ED NO: 1672 / SEQ ED NO: 
7173 SEQ ID NO: 1673 / SEQ ED NO: 7174, SEQ ID NO: 1674 / SEQ ED NO: 7175, SEQ ED 
NO- 1675 / SEQ ED NO: 7176, SEQ ED NO: 1676 / SEQ ID NO: 7177, SEQ ID NO: 1677 / 
SEQ ID NO: 7178, SEQ ED NO: 1678 / SEQ ED NO: 7179, SEQ ED NO: 1679 / SEQ ED NO: 
7180 SEQ ID NO: 1680 / SEQ ID NO: 7181, SEQ ID NO: 1681 / SEQ ID NO: 7182, SEQ ID 
NO: 1682 / SEQ ED NO: 7183, SEQ ED NO: 1683 / SEQ ED NO: 7184, SEQ ED NO: 1684 / 
SEQ ED NO: 7185, SEQ ED NO: 1685 / SEQ ID NO: 7186, SEQ ID NO: 1686./ SEQ ED NO: _ 
7187. SEQ ED NO: 1688 / SEQ ED NO: 7188, SEQ ED NO: 1689 /SEQ ED NO: 7189, SEQ ID 
NO: 1690 / SEQ ID NO: 7190, SEQ ED NO: 1691 / SEQ ED NO: 7191, SEQ ED NO: 1692 / 
SEQ ID NO: 7192, SEQ ED NO: 1693 / SEQ ED NO: 7193. SEQ ED NO: 1694 / SEQ ID NO: . 
7194, SEQ ID NO: 1695 / SEQ ED NO: 7195. SEQ ID NO: 1696 / SEQ ID NO: 7196, SEQ ID 
NO: 1697 / SEQ ID NO: 7197, SEQ ID NO: 1698 / SEQ ID NO: 7198, SEQ ID NO: 1699 / 
SEQ ID NO: 7199. SEQ ED NO: 1700 / SEQ ED NO: 7200, SEQ ID NO: 1701 / SEQ ED NO: 
7201. SEQ ED NO: 1702 / SEQ ID NO: 7202, SEQ ID NO: 1703 / SEQ ED NO: 7203, SEQ ED 
NO: 1704 / SEQ ED NO: 7204, SEQ ED NO: 1705 / SEQ ID NO: 7205, SEQ ED NO: 1706 / 
SEQ ED NO: 7206, SEQ ED NO: 1707 / SEQ ID NO: 7207, SEQ ID NO: 1708 / SEQ ID NO: 
7208, SEQ ED NO: 1709 / SEQ ED NO: 7209, SEQ ED NO: 1710 / SEQ ED NO: 7210, SEQ ED 
NO: 171 1 / SEQ ED NO: 721 1. SEQ ED NO: 1712 / SEQ ED NO: 7212, SEQ ED NO: 1713 / 
SEQ ED NO: 7213, SEQ ED NO: 1714 / SEQ ED NO: 7214, SEQ ED NO: 1715 / SEQ E> NO: 
7215 SEQ ED NO: 1716 / SEQ ED NO: 7216, SEQ EO NO: 1717 / SEQ ED NO: 7217, SEQ ED 
NO: 1718 / SEQ ED NO: 7218, SEQ ED NO: 1719 / SEQ ID NO: 7219, SEQ ID NO: 1720 / 
SEQ EO NO: 7220, SEQ EO NO: 1721 / SEQ ID NO: 7221, SEQ ID NO: 1722 / SEQ ED NO: 
7222 SEQ EO NO: 1723 / SEQ ED NO: 7223, SEQ EO NO: 1724 / SEQ EO NO: 7224, SEQ ED 
NO: 1725 / SEQ EO NO: 7225, SEQ ED NO: 1726 / SEQ ID NO: 7226, SEQ ED NO: 1727 / 
SEQ EO NO: 7227, SEQ ED NO: 1728 / SEQ EO NO: 7228, SEQ EO NO: 1729 / SEQ ID NO: 
7229, SEQ ED NO: 1730 / SEQ ED NO: 7230, SEQ EO NO: 1731 / SEQ ID NO: 7231, SEQ ED " 
NO: 1732 / SEQ ID NO: 7232. SEQ ED NO: 1733 / SEQ EO NO: 7233, SEQ EO NO: 1734 / 
SEQ ED NO: 7234, SEQ EO NO: 1735 / SEQ ID NO: 7235, SEQ ID NO: 1736 / SEQ ID NO: 
7236, SEQ EO NO: 1737 / SEQ EO NO: 7237, SEQ ID NO: 1738 / SEQ ED NO: 7238, SEQ ED 
NO: 1739 / SEQ EO NO: 7239, SEQ ED NO: 1740 / SEQ EO NO: 7240, SEQ EO NO: 1741 / 
SEQ EO NO: 7241, SEQ EO NO: 1742 / SEQ JD NO: 7242, SEQ EO NO: 1743 / SEQ ID NO: 
7243, SEQ EO NO: 1744 / SEQ ED NO: 7244, SEQ ED NO: 1745 / SEQ ED NO: 7245, SEQ ED 
NO: 1746 / SEQ JD NO: 7246, SEQ ED NO: 1747 / SEQ EO NO: 7247, 
SEQ EO NO: 1748 / SEQ ID NO: 7248. SEQ EO NO: 1749 / SEQ ED NO: 7249. SEQ ED NO: 
1750 / SEQ EO NO: 7250, SEQ EO NO: 1751 / SEQ ED NO: 7251, SEQ EO NO: 1752 / SEQ EO 
NO: 7252, SEQ ID NO: 1753 / SEQ ED NO: 7253, SEQ ID NO: 1754 / SEQ EO NO: 7254, SEQ 
ID NO: 1755 / SEQ DD NO: 7255, SEQ EO NO: 1756 / SEQ ID NO: 7256, SEQ EO NO: 1757 / 
SEQ ED NO: 7257. SEQ ED NO: 1758 / SEQ ID NO: 7258, SEQ ID NO: 1759 / SEQ tt> NO: 
7259, SEQ ID NO: 1760 / SEQ ID NO: 7260, SEQ ID NO: 1761 / SEQ ID NO: 7261, SEQ ID 
NO: 1762 / SEQ ED NO: 7262, SEQ EO NO: 1763 / SEQ EO NO: 7263, SEQ EO NO: 1764 / 
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SEQ ID NO: 7264, SEQ ID NO: 1765 / SEQ ID NO: 7265, SEQ ID NO: 1766 / SEQ ID NO: 
7266, SEQ ID NO: 1767 / SEQ ID NO: 7267, SEQ ID NO: 1768 / SEQ ID NO: 7268, SEQ ID 
NO: 1769 / SEQ ID NO: 7269, SEQ ID NO: 1770 / SEQ ID NO: 7270, SEQ ID NO: 1771 / 
SEQ ED NO: 7271, SEQ ID NO: 1772 / SEQ ID NO: 7272, SEQ ID NO: 1773 / SEQ ID NO: 
7273, SEQ ID NO: 1774 / SEQ ID NO: 7274, SEQ ID NO: 1775 / SEQ ID NO: 7275, SEQ ID 
NO: 1776 / SEQ ID NO: 7276, SEQ ID NO: 1777 / SEQ ID NO: 7277, SEQ ID NO: 1778 / 
SEQ ID NO: 7278, SEQ ID NO: 1779 / SEQ ID NO: 7279, SEQ ID NO: 1780 / SEQ ID NO: 
7280, SEQ ID NO: 1781 / SEQ ID NO: 7281, SEQ ED NO: 1782 / SEQ ED NO: 7282, SEQ ID 
NO: 1783 / SEQ ID NO: 7283, SEQ ID NO: 1784 / SEQ ID NO: 7284, SEQ ED NO: 1785 / 
SEQ ID NO: 7285, SEQ ID NO: 1786 / SEQ ED NO: 7286, SEQ ED NO: 1787 / SEQ ED NO: 
7287 SEQ ID NO: 1788 / SEQ ID NO: 7288. SEQ ID NO: 1789 /SEQ ID NO: 7289, SEQ ID 
NO- 1790 / SEQ ID NO: 7290, SEQ ID NO: 1791 / SEQ ID NO: 7291, SEQ ID NO: 1792 / 
SEQ ID NO: 7292, SEQ ED NO: 1793 / SEQ ED NO: 7293, SEQ ID NO: 1794 / SEQ ID NO: 
7294, SEQ ED NO: 1795 / SEQ ID NO: 7295, SEQ ED NO: 1796 / SEQ ID NO: 7296, SEQ ID 
NO- 1797 / SEQ ID NO: 7297, SEQ ED NO: 1798 / SEQ ID NO: 7298, SEQ ED NO: 1799 / 
SEQ ID NO: 7299, SEQ ID NO: 1800 / SEQ ED NO: 7300. SEQ ED NO: 1801 / SEQ ID NO: 
7301 SEQ ID NO: 1802 / SEQ ED NO: 7302, SEQ ED NO: 1803 / SEQ ED NO: 7303, SEQ ED 
NO: 1 804 / SEQ ID NO: 7304, SEQ ID NO: 1805 / SEQ ID NO: 7305. SEQ ID NO: 1806 / 
SEQ ED NO: 7306, SEQ ID NO: 1 807 / SEQ ID NO: 7307, SEQ ED NO: 1 808./ SEQ ED NO: _ 
7308, SEQ ID NO: 1809 / SEQ ED NO: 7309, SEQ ID NO: 1810 / SEQ ED NO: 7310, SEQ ID 
NO- 1811 / SEQ ID NO: 7311, SEQ ED NO: 1812 /SEQ ED NO: 7312, SEQ ID NO: 1813 / 
SEQ ID NO: 7313, SEQ ID NO: 1814 / SEQ ID NO: 7314. SEQ ID NO: 1815 / SEQ ID NO: . 
7315 SEQ ED NO: 1816 / SEQ ED NO: 7316, SEQ ID NO: 1817 /SEQ ID NO: 7317, SEQ ED 
NO: 1818 / SEQ ED NO: 7318, SEQ ID NO: 1819 / SEQ ED NO: 7319, SEQ ID NO: 1 820 / 
SEQ ID NO: 7320, SEQ ID NO: 1821 / SEQ ED NO: 7321, SEQ ID NO: 1822 / SEQ ID NO: 
7322, SEQ ID NO: 1823 / SEQ ID NO: 7323, SEQ ED NO: 1824 / SEQ ID NO: 7324, SEQ ID 
NO: 1825 / SEQ ID NO: 7325, SEQ ID NO: 1826 / SEQ ID NO: 7326, SEQ ED NO: 1827 / 
SEQ ED NO: 7327, SEQ ID NO: 1828 / SEQ ID NO: 7328, SEQ ID NO: 1829 / SEQ ID NO: 
7329 SEQ ED NO: 1830 / SEQ ID NO: 7330, SEQ ED NO: 1 831 / SEQ ED NO: 7331, SEQ ED 
NO: 1832 / SEQ ID NO: 7332, SEQ ED NO: 1833 / SEQ ID NO: 7333, SEQ ID NO: 1834 / 
SEQ ID NO: 7334, SEQ ID NO: 1835 / SEQ ID NO: 7335, SEQ ID NO: 1836 / SEQ ID NO: 
7336, SEQ ID NO: 1837 / SEQ ID NO: 7337, SEQ ED NO: 1838 / SEQ ID NO: 7338, SEQ ED 
NO- 1839 / SEQ ID NO: 7339, SEQ ID NO: 1840 / SEQ ID NO: 7340. SEQ ED NO: 1841 / 
SEQ ED NO: 7341, SEQ ID NO: 1842 / SEQ ID NO: 7342, SEQ ID NO: 1843 / SEQ ED NO: 
7343, SEQ ID NO: 1844 / SEQ ID NO: 7344, SEQ ID NO: 1845 / SEQ ED NO: 7345, SEQ ED 
NO: 1846 / SEQ ID NO: 7346, SEQ ED NO: 1847 / SEQ ID NO: 7347, 
SEQ ED NO: 1848 / SEQ ID NO: 7348, SEQ ID NO: 1849 / SEQ ED NO: 7349, SEQ ED NO: 
1850 / SEQ ID NO: 7350, SEQ ID NO: 1851 / SEQ ID NO: 7351, SEQ ED NO: 1852 / SEQ ID" 
NO: 7352, SEQ ED NO: 1 853 / SEQ ED NO: 7353. SEQ ID NO: 1854 / SEQ ID NO: 7354, SEQ 
ED NO: 1855 / SEQ ID NO: 7355, SEQ ED NO: 1856 / SEQ ID NO: 7356, SEQ ID NO: 1857 / 
SEQ ID NO: 7357, SEQ ED NO: 1858 / SEQ ID NO: 7358, SEQ DD NO: 1859 / SEQ ID NO: 
7359, SEQ ID NO: 1860 / SEQ ID NO: 7360, SEQ ID NO: 1861 / SEQ ID NO: 7361, SEQ ID 
NO: 1862 / SEQ ED NO: 7362, SEQ ID NO: 1863 / SEQ ED NO: 7363, SEQ ID NO: 1864 / 
SEQ ID NO: 7364, SEQ ID NO: 1865 / SEQ ID NO: 7365, SEQ DD NO: 1866 / SEQ ID NO: 
7366, SEQ ID NO: 1867 / SEQ ED NO: 7367, SEQ ED NO: 1868 / SEQ ID NO: 7368, SEQ ID 
NO: 1869 / SEQ ED NO: 7369, SEQ ED NO: 1870 / SEQ ID NO: 7370, SEQ ID NO: 1871 / 
SEQ ED NO: 7371, SEQ ID NO: 1872 / SEQ ID NO: 7372, SEQ DD NO: 1873 / SEQ ED NO: 
7373, SEQ DD NO: 1874 / SEQ ID NO: 7374, SEQ ED NO: 1876 / SEQ ID NO: 7375, SEQ DD 
NO: 1 877 / SEQ DD NO: 7376, SEQ DD NO: 1878 / SEQ DD NO: 7377, SEQ DD NO: 1 879 / 
SEQ ED NO: 7378, SEQ DD NO: 1880 / SEQ DD NO: 7379, SEQ ED NO: 1881 / SEQ ED NO: 
7380, SEQ DD NO: 1882 / SEQ DD NO: 7381, SEQ DD NO: 1883 / SEQ ED NO: 7382, SEQ DD 
NO: 1884 / SEQ DD NO: 7383, SEQ DD NO: 1885 / SEQ DD NO: 7384, SEQ DD NO: 1 886 / 
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SEQ ID NO: 7385, SEQ ID NO: 1887 / SEQ ID NO: 7386, SEQ ID NO: 1888 / SEQ ID NO: 
7387, SEQ ID NO: 1889 / SEQ ID NO: 7388, SEQ ID NO: 1891 / SEQ ID NO: 7389, SEQ ID 
NO: 1892 / SEQ ID NO: 7390, SEQ ID NO: 1893 / SEQ ID NO: 7391, SEQ ID NO: 1894 / 
SEQ ID NO: 7392, SEQ ID NO: 1895 / SEQ ID NO: 7393, SEQ ID NO: 1896 / SEQ ID NO: 
7394, SEQ ID NO: 1897 / SEQ ID NO: 7395, SEQ ID NO: 1898 / SEQ ED NO: 7396, SEQ ID 
NO: 1899 / SEQ ID NO: 7397, SEQ ID NO: 1900 / SEQ ID NO: 7398, SEQ ID NO: 1901 / 
SEQ ID NO: 7399, SEQ ID NO: 1903 / SEQ ID NO: 7400, SEQ ED NO: 1904 / SEQ ED NO: 
7401 SEQ ED NO: 1905 / SEQ ID NO: 7402, SEQ ED NO: 1906 / SEQ ED NO: 7403, SEQ ID 
NO: 1907 / SEQ ID NO: 7404, SEQ ID NO: 1908 / SEQ ID NO: 7405, SEQ ID NO: 1909 / 
SEQ ID NO: 7406, SEQ ID NO: 1910 / SEQ ID NO: 7407, SEQ ED NO: 1911 / SEQ ID NO: 
7408, SEQ ID NO: 1912 / SEQ ID NO: 7409, SEQ ID NO: 1913 / SEQ ID NO: 7410, SEQ ID 
NO- 1914 / SEQ ID NO: 7411, SEQ ID NO: 1915 / SEQ ED NO: 7412, SEQ ID NO: 1917 / 
SEQ ED NO: 7413, SEQ ID NO: 1918 / SEQ ID NO: 7414, SEQ ID NO: 1919 / SEQ ID NO: 
7415, SEQ ID NO: 1920 / SEQ ED NO: 7416, SEQ ED NO: 1921 / SEQ ID NO: 7417, SEQ ID 
NO: 1922 / SEQ ID NO: 7418, SEQ ID NO: 1923 / SEQ ID NO: 7419, SEQ ED NO: 1924 / 
SEQ ID NO: 7420, SEQ ID NO: 1925 / SEQ ID NO: 7421, SEQ ID NO: 1926 / SEQ ID NO: 
7422, SEQ ID NO: 1927 / SEQ ID NO: 7423, SEQ ID NO: 1928 / SEQ ID NO: 7424, SEQ ID 
NO: 1929 / SEQ ID NO: 7425, SEQ ID NO: 1930 / SEQ ID NO: 7426, SEQ ID NO: 1931 / 
SEQ ID NO: 7427, SEQ ED NO: 1932 / SEQ ED NO: 7428, SEQ ID NO: 1933 / SEQ ID NO: __ 
7429, SEQ ID NO: 1934 / SEQ ID NO: 7430, SEQ ID NO: i935 / SEQ ID NO: 7431, SEQ ED 
NO: 1936 / SEQ ED NO: 7432, SEQ ED NO: 1937 / SEQ ID NO: 7433, SEQ ED NO: 1938 / 
SEQ ID NO: 7434, SEQ ED NO: 1939 / SEQ ED NO: 7435, SEQ ID NO: 1940 / SEQ ID NO: . 
7436, SEQ ID NO: 2215 / SEQ ED NO: 7437, SEQ ID NO: 2216 / SEQ ID NO: 7438, SEQ ED 
NO: 2217 / SEQ ED NO: 7439, SEQ ID NO: 2218 / SEQ ID NO: 7440, SEQ ID NO: 2219 / 
SEQ ED NO: 7441 , SEQ ID NO: 2220 / SEQ ID NO: 7442, SEQ ED NO: 2221 / SEQ ID NO: 
7443. SEQ ID NO: 2222 / SEQ ID NO: 7444, SEQ ID NO: 2223 / SEQ ED NO: 7445, SEQ ED 
NO: 2224 / SEQ ID NO: 7446, SEQ ED NO: 2225 / SEQ ED NO: 7447, 
SEQ ID NO: 2226 / SEQ ID NO: 7448, SEQ ED NO: 2227 / SEQ ID NO: 7449, SEQ ID NO: 
2228 / SEQ ID NO: 7450, SEQ ED NO: 2229 / SEQ ID NO: 7451, SEQ ED NO: 2230 /SEQ ID 
NO: 7452, SEQ ID NO: 2231 / SEQ ID NO: 7453, SEQ ID NO: 2232 / SEQ ID NO: 7454, SEQ 
ED NO: 2233 / SEQ ID NO: 7455, SEQ ED NO: 2234 / SEQ ED NO: 7456, SEQ ID NO: 2235 / 
SEQ ID NO: 7457, SEQ ED NO: 2236 / SEQ ED NO: 7458, SEQ ID NO: 2237 / SEQ ID NO: 
7459, SEQ ID NO: 2238 / SEQ ID NO: 7460, SEQ ID NO: 2239 / SEQ ID NO: 7461 , SEQ ID 
NO: 2240 / SEQ ED NO: 7462, SEQ ED NO: 2241 / SEQ ID NO: 7463, SEQ ID NO: 2242 / 
SEQ ID NO: 7464, SEQ ED NO: 2243 / SEQ ED NO: 7465, SEQ ED NO: 2244 / SEQ ID NO: 
7466, SEQ ID NO: 2245 / SEQ ID NO: 7467, SEQ ED NO: 2246 / SEQ ID NO: 7468, SEQ ED 
NO: 2247 / SEQ ID NO: 7469, SEQ ID NO: 2248 / SEQ ID NO: 7470, SEQ ID NO: 2249 / 
SEQ ID NO: 7471, SEQ DO NO: 2250/ SEQ ID NO: 7472, SEQ ED NO: 2251 / SEQ ED NO: ' 
7473, SEQ ED NO: 2252 / SEQ ED NO: 7474, SEQ ED NO: 2253 / SEQ ID NO: 7475, SEQ ID 
NO: 2254 / SEQ ID NO: 7476, SEQ ID NO: 2255 / SEQ ID NO: 7477, SEQ ID NO: 2256 / 
SEQ ED NO: 7478, SEQ ID NO: 2257 / SEQ ED NO: 7479, SEQ ED NO: 2258 / SEQ ED NO: 
7480, SEQ ID NO: 2259 / SEQ ID NO: 7481, SEQ ID NO: 2260 / SEQ ED NO: 7482, SEQ ED 
NO: 2261 / SEQ ID NO: 7483, SEQ ED NO: 2262 / SEQ DD NO: 7484, SEQ ID NO: 2263 / 
SEQ ID NO: 7485, SEQ ED NO: 2264 / SEQ ID NO: 7486, SEQ ID NO: 2265 / SEQ ID NO: 
7487, SEQ ID NO: 2266 / SEQ ID NO: 7488, SEQ ID NO: 2267 / SEQ ID NO: 7489, SEQ ID 
NO: 2268 / SEQ ED NO: 7490, SEQ ID NO: 2269 / SEQ ED NO: 7491, SEQ DD NO: 2270 / 
SEQ DD NO: 7492, SEQ ID NO: 2271 / SEQ ID NO: 7493, SEQ DD NO: 2272 / SEQ ED NO: 
7494, SEQ ED NO: 2273 / SEQ ED NO: 7495, SEQ ID NO: 2274 / SEQ DD NO: 7496, SEQ ID 
NO: 2275 / SEQ DD NO: 7497, SEQ ED NO: 2276 / SEQ DD NO: 7498, SEQ DD NO: 2277 / 
SEQ DD NO: 7499, SEQ ED NO: 2278 / SEQ ED NO: 7500, SEQ ED NO: 2279 / SEQ DD NO: 
7501, SEQ ED NO: 2280 / SEQ ED NO: 7502, SEQ ED NO: 2281 / SEQ DD NO: 7503. SEQ ED 
NO: 2282 / SEQ ED NO: 7504. SEQ DD NO: 2283 / SEQ ED NO: 7505. SEQ DD NO: 2284 / 
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SEQ ID NO: 7506, SEQ ED NO: 2285 / SEQ ID NO: 7507. SEQ ID NO: 2286 / SEQ ID NO: 
7508, SEQ ID NO: 2287 / SEQ ID NO: 7509, SEQ ID NO: 2288 / SEQ ID NO: 7510, SEQ ID 
NO: 2289 / SEQ ED NO: 7511, SEQ ED NO: 2290 / SEQ ED NO: 7512, SEQ ED NO: 2291 / 
SEQ ID NO: 7513, SEQ ED NO: 2292 / SEQ ID NO: 7514, SEQ ID NO: 2293 / SEQ ID NO: 
7515, SEQ ID NO: 2294 / SEQ ID NO: 7516, SEQ ID NO: 2295 / SEQ ID NO: 7517, SEQ ID 
NO: 2296 / SEQ ID NO: 7518, SEQ ED NO: 2297 / SEQ ID NO: 7519, SEQ ED NO: 2298 / 
SEQ ID NO: 7520, SEQ ID NO: 2299 / SEQ ID NO: 7521, SEQ ID NO: 2300 / SEQ ID NO: 
7522, SEQ ID NO: 2301 / SEQ ID NO: 7523, SEQ ID NO: 2302 / SEQ ID NO: 7524, SEQ ID 
NO: 2303 / SEQ ID NO: 7525, SEQ ID NO: 2304 / SEQ ID NO: 7526, SEQ ID NO: 2305 / 
SEQ ID NO: 7527, SEQ ID NO: 2306 / SEQ ID NO: 7528, SEQ ID NO: 2307 / SEQ ID NO: 
7529, SEQ ID NO: 2308 / SEQ ID NO: 7530, SEQ ID NO: 2309 / SEQ ID NO: 7531 , SEQ ID 
NO: 2310 / SEQ ID NO: 7532, SEQ ID NO: 231 1 / SEQ ID NO: 7533, SEQ ID NO: 2312 / 
SEQ ID NO: 7534, SEQ ID NO: 2313 / SEQ ID NO: 7535, SEQ ID NO: 2314 / SEQ ID NO: 
7536. SEQ ID NO: 2315 / SEQ ID NO: 7537, SEQ ID NO: 2316 / SEQ ID NO: 7538, SEQ ED 
NO: 2317 / SEQ ID NO: 7539. SEQ ED NO: 2318 / SEQ ID NO: 7540. SEQ ED NO: 2319 / 
SEQ ID NO: 7541, SEQ ID NO: 2320 / SEQ ID NO: 7542, SEQ ID NO: 2321 / SEQ ID NO: 
7543, SEQ ED NO: 2322 / SEQ ID NO: 7544, SEQ ID NO: 2323 / SEQ ID NO: 7545, SEQ ID 
NO: 2324 / SEQ ID NO: 7546, SEQ ID NO: 2325 / SEQ ID NO: 7547, 

SEQ ID NO: 2326 / SEQ ID NO: 7548. SEQ ID NO: 2327 / SEQ ID NO: 7549, SEQ ID NO: _ 
2328 / SEQ ED NO: 7550, SEQ ID NO: 2329 / SEQ ID NO: 7551 , SEQ ID NO: 2330 / SEQ ID 
NO: 7552, SEQ ID NO: 2331 / SEQ ID NO: 7553, SEQ ID NO: 2332 / SEQ ID NO: 7554, SEQ 
ED NO: 2333 / SEQ ID NO: 7555, SEQ ED NO: 23347 SEQ ID NO: 7556, SEQ ED NO: 2335 / . 
SEQ ID NO: 7557, SEQ ID NO: 2336 / SEQ ID NO: 7558. SEQ ID NO: 2337 / SEQ ED NO: 
7559, SEQ ID NO: 2338 / SEQ ID NO: 7560, SEQ ID NO: 2339 / SEQ ID NO: 7561. SEQ ID 
NO: 2340 / SEQ ID NO: 7562, SEQ ID NO: 2341 / SEQ ID NO: 7563, SEQ ED NO: 2342 / 
SEQ ID NO: 7564, SEQ ID NO: 2343 / SEQ ED NO: 7565, SEQ ID NO: 2344 / SEQ ID NO: 
7566, SEQ ID NO: 2345 / SEQ ID NO: 7567, SEQ ID NO: 2346 / SEQ ED NO: 7568, SEQ ED 
NO: 2347 / SEQ ED NO: 7569, SEQ ED NO: 2348 / SEQ ID NO: 7570, SEQ ID NO: 2349 / 
SEQ ID NO: 7571, SEQ ED NO: 2350 / SEQ ED NO: 7572, SEQ ED NO: 2351 / SEQ ID NO: 
7573, SEQ ID NO: 2352 / SEQ ED NO: 7574, SEQ ED NO: 2353 / SEQ ID NO: 7575, SEQ ID 
NO: 2354 / SEQ ID NO: 7576, SEQ ID NO: 2355 / SEQ ID NO: 7577, SEQ ED NO: 2356 / 
SEQ ID NO: 7578, SEQ ID NO: 2357 / SEQ ED NO: 7579, SEQ ID NO: 2358 / SEQ ID NO: 
7580. SEQ ID NO: 2359 / SEQ ID NO: 7581, SEQ ID NO: 2360 / SEQ ID NO: 7582, SEQ ID 
NO: 2361 / SEQ ID NO: 7583, SEQ ID NO: 2362 / SEQ ID NO: 7584, SEQ ID NO: 2363 / 
SEQ ID NO: 7585, SEQ ED NO: 2364 / SEQ ED NO: 7586, SEQ ID NO: 2365 / SEQ ED NO: 
7587, SEQ ID NO: 2366 / SEQ ID NO: 7588, SEQ ED NO: 2367 / SEQ ID NO: 7589, SEQ ID 
NO: 2368 / SEQ ED NO: 7590, SEQ ED NO: 2369 /SEQ ED NO: 7591, SEQ ID NO: 2370 / 
SEQ ID NO: 7592, SEQ ID NO: 2371 / SEQ ED NO: 7593, SEQ ID NO: 2373 / SEQ ED NO: 
7594, SEQ ID NO: 2374 / SEQ ID NO: 7595, SEQ ID NO: 2375 / SEQ ED NO: 7596, SEQ ED 
NO: 2376 / SEQ ED NO: 7597, SEQ ID NO: 2377 / SEQ ID NO: 7598, SEQ ID NO: 2378 / 
SEQ ID NO: 7599, SEQ ID NO: 2379 / SEQ ID NO: 7600, SEQ ID NO: 2380 / SEQ ID NO: 
7601, SEQ ID NO: 2381 / SEQ ID NO: 7602, SEQ ID NO: 2382 / SEQ ID NO: 7603, SEQ ID 
NO: 2383 / SEQ ID NO: 7604, SEQ ID NO: 2384 / SEQ ID NO: 7605, SEQ ED NO: 2385 / 
SEQ ID NO: 7606, SEQ ID NO: 2386 / SEQ ED NO: 7607, SEQ ID NO: 2387 / SEQ ID NO: 
7608, SEQ ID NO: 2388 / SEQ ID NO: 7609, SEQ ID NO: 2389 / SEQ ID NO: 7610, SEQ ID 
NO: 2390 / SEQ ID NO: 7611, SEQ ID NO: 2391 / SEQ ID NO: 7612, SEQ ID NO: 2392 / 
SEQ ID NO: 7613. SEQ ID NO: 2393 / SEQ ID NO: 7614, SEQ ED NO: 2394 / SEQ ID NO: 
7615, SEQ ED NO: 2395 / SEQ ID NO: 7616, SEQ ED NO: 2396 / SEQ ED NO: 7617, SEQ ID 
NO: 2397 / SEQ ID NO: 7618, SEQ ID NO: 2398 / SEQ ID NO: 7619, SEQ ID NO: 2400 / 
SEQ ID NO: 7620, SEQ ED NO: 2401 / SEQ ED NO: 7621, SEQ ID NO: 2402 / SEQ ED NO: 
7622, SEQ ID NO: 2403 / SEQ ED NO: 7623. SEQ ID NO: 2404 / SEQ ID NO: 7624, SEQ ID 
NO: 2405 / SEQ ED NO: 7625. SEQ ID NO: 2406 / SEQ ID NO: 7626, SEQ ID NO: 2407 / 
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SEQ ID NO: 7627, SEQ ID NO: 2408 / SEQ ID NO: 7628, SEQ ID NO: 2409 / SEQ ID NO: 
7629, SEQ ID NO: 2410 / SEQ ID NO: 7630, SEQ ID NO: 2411 / SEQ ID NO: 7631, SEQ ID 
NO: 2412 / SEQ ID NO: 7632, SEQ ID NO: 2413 / SEQ ID NO: 7633, SEQ ID NO: 2414 / 
SEQ ED NO: 7634, SEQ ID NO: 2415 / SEQ ID NO: 7635, SEQ ID NO: 2416 / SEQ ID NO: 
7636, SEQ ED NO: 2417 / SEQ ED NO: 7637, SEQ ID NO: 2418 / SEQ ID NO: 7638, SEQ ID 
NO: 2419 / SEQ ED NO: 7639, SEQ ED NO: 2420 / SEQ ID NO: 7640, SEQ ID NO: 2421 / 
SEQ ID NO: 7641, SEQ ID NO: 2422 / SEQ ID NO: 7642, SEQ ID NO: 2423 / SEQ ID NO: 
7643, SEQ ID NO: 2424 / SEQ ID NO: 7644, SEQ ID NO: 2425 / SEQ ED NO: 7645, SEQ ID 
NO: 2426 / SEQ ED NO: 7646, SEQ ID NO: 2427 / SEQ ID NO: 7647. 
SEQ ID NO: 2428 / SEQ ED NO: 7648, SEQ ID NO: 2429 / SEQ ED NO: 7649, SEQ ID NO: 
2430 / SEQ ED NO: 7650, SEQ ID NO: 2431 / SEQ ED NO: 7651, SEQ ED NO: 2432 / SEQ ID 
NO: 7652, SEQ ED NO: 2433 / SEQ ID NO: 7653, SEQ ID NO: 2435 / SEQ ID NO: 7654, SEQ 
ED NO: 2436 / SEQ ID NO: 7655, SEQ ID NO: 2437 / SEQ ED NO: 7656, SEQ ID NO: 2438 / 
SEQ ED NO: 7657, SEQ ID NO. 2439 / SEQ ID NO: 7658, SEQ ID NO: 2440 / SEQ ED NO: 
7659, SEQ ID NO: 2441 / SEQ ED NO: 7660, SEQ ID NO: 2442 / SEQ ID NO: 7661, SEQ ID 
NO: 2443 / SEQ ID NO: 7662, SEQ ED NO: 2444 / SEQ ED NO: 7663, SEQ ID NO: 2445 / 
SEQ ED NO: 7664, SEQ ID NO: 2446 / SEQ ID NO: 7665, SEQ ED NO: 2447 / SEQ ID NO: 
7666, SEQ ID NO: 2448 / SEQ ID NO: 7667, SEQ ID NO: 2451 / SEQ ID NO: 7668, SEQ ID 
NO: 2452 / SEQ ID NO: 7669, SEQ ID NO: 2453 / SEQ ID NO: 7670, SEQ ID NO: 2455 / _ 
SEQ ID NO: 7671, SEQ ID NO: 2572 / SEQ ID NO: 7672, SEQ ID NO: 2573 / SEQ DD NO: 
7673, SEQ ED NO: 2575 / SEQ ID NO: 7674, SEQ ED NO: 2576 / SEQ ID NO: 7675, SEQ ID 
NO: 2578 / SEQ ID NO: 7676, SEQ ID NO: 2579 / SEQ ID NO: 7677, SEQ ID NO: 2580 / . 
SEQ ED NO: 7678, SEQ ED NO: 2581 / SEQ ED NO: 7679, SEQ ID NO: 2582 / SEQ ID NO:- 
7680, SEQ ID NO: 2583 / SEQ ED NO: 7681, SEQ ID NO: 2584 / SEQ ED NO: 7682, SEQ ID 
NO: 2585 / SEQ ID NO: 7683, SEQ ID NO: 2586 / SEQ ID NO: 7684, SEQ ID NO: 2587 / 
SEQ ID NO: 7685, SEQ ID NO: 2588 / SEQ ED NO: 7686, SEQ ID NO: 2589 / SEQ ID NO: 
7687, SEQ ED NO: 2590 / SEQ ID NO: 7688, SEQ ID NO: 2591 / SEQ ID NO: 7689, SEQ ID 
NO: 2592 / SEQ ID NO: 7690, SEQ ID NO: 2593 / SEQ ID NO: 7691, SEQ ID NO: 2594 / 
SEQ ID NO: 7692, SEQ ED NO: 2595 / SEQ ED NO: 7693, SEQ ED NO: 2596 / SEQ ID NO: 
7694, SEQ ED NO: 2597 / SEQ ID NO: 7695, SEQ ED NO: 2598 / SEQ ID NO: 7696, SEQ ID 
NO: 2599 / SEQ ID NO: 7697, SEQ ID NO: 2601 / SEQ ID NO: 7698, SEQ ID NO: 2602 / 
SEQ ID NO: 7699, SEQ ID NO: 2603 / SEQ ID NO: 7700, SEQ ID NO: 2604 / SEQ ED NO: 
7701, SEQ ED NO: 2606 / SEQ ID NO: 7702, SEQ ED NO: 2607 / SEQ ED NO: 7703, SEQ ED 
NO: 2608 / SEQ ED NO: 7704, SEQ ID NO: 2609 /SEQ ID NO: 7705, SEQ ID NO: 2610 / 
SEQ ED NO: 7706, SEQ ID NO: 261 1 / SEQ ID NO: 7707, SEQ ID NO: 2612 / SEQ ID NO: 
7708, SEQ ED NO: 2613 / SEQ ID NO: 7709, SEQ ED NO: 2614 /SEQ ID NO: 7710, SEQ ID 
NO: 2616 / SEQ ID NO: 7711, SEQ ID NO: 2617 / SEQ ED NO: 7712. SEQ ID NO: 2618 / 
SEQ ID NO: 7713, SEQ ID NO: 2619 / SEQ ID NO: 7714, SEQ ED NO: 2620 / SEQ ED NO: 
7715, SEQ ED NO: 2621 / SEQ ID NO: 7716, SEQ ID NO: 2623 / SEQ ED NO: 7717, SEQ ED 
NO: 2624 / SEQ ED NO: 7718, SEQ ED NO: 2625 / SEQ ID NO: 7719, SEQ ED NO: 2626 / 
SEQ ID NO: 7720, SEQ ID NO: 2628 / SEQ ID NO: 7721 , SEQ ID NO: 2629 / SEQ ID NO: 
7722, SEQ ID NO: 2630 / SEQ ID NO: 7723, SEQ.ID NO: 2631 / SEQ ID NO: 7724, SEQ ED 
NO: 2632 / SEQ ID NO: 7725, SEQ ED NO: 2633 / SEQ ED NO: 7726, SEQ ED NO: 2634 / 
SEQ ID NO: 7727, SEQ ED NO: 2635 / SEQ ID NO: 7728, SEQ ID NO: 2636 / SEQ ID NO: 
7729, SEQ ID NO: 2637 / SEQ ID NO: 7730, SEQ ID NO: 2638 / SEQ ED NO: 7731, SEQ ID 
NO: 2639 / SEQ ID NO: 7732, SEQ ID NO: 2640 / SEQ ED NO: 7733, SEQ ID NO: 2641 / 
SEQ ED NO: 7734, SEQ ID NO: 2642 / SEQ ID NO: 7735, SEQ ED NO: 2643 / SEQ ED NO: 
7736, SEQ ED NO: 2644 / SEQ ID NO: 7737, SEQ ID NO: 2645 / SEQ ID NO: 7738, SEQ ID 
NO: 2646 / SEQ ID NO: 7739, SEQ ID NO: 2648 / SEQ ED NO: 7740, SEQ ID NO: 2649 / 
SEQ ID NO: 7741, SEQ ED NO: 2650 / SEQ ID NO: 7742, SEQ ID NO: 2651 / SEQ ED NO: 
7743, SEQ ED NO: 2652 / SEQ ID NO: 7744, SEQ ID NO: 2653 / SEQ ID NO: 7745, SEQ ID 
NO: 2654 / SEQ ID NO: 7746, SEQ ID NO: 2655 / SEQ ID NO: 7747, 
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SEQ ID NO: 2656 / SEQ ID NO: 7748, SEQ ID NO: 2657 / SEQ ID NO: 7749, SEQ ID NO: 
2658 / SEQ ID NO: 7750, SEQ ID NO: 2659 / SEQ ID NO: 7751, SEQ ID NO: 2660 / SEQ ID 
NO: 7752, SEQ ID NO: 2661 / SEQ ID NO: 7753, SEQ ID NO: 2662 / SEQ ID NO: 7754, SEQ 
ID NO: 2663 / SEQ ID NO: 7755, SEQ ID NO: 2664 / SEQ ID NO: 7756, SEQ ID NO: 2666 / 
SEQ ID NO: 7757, SEQ ID NO: 2667 / SEQ ID NO: 7758, SEQ ID NO: 2668 / SEQ ID NO: 
7759, SEQ ID NO: 2669 / SEQ ED NO: 7760, SEQ ID NO: 2670 / SEQ ID NO: 7761, SEQ ID 
NO: 2671 / SEQ ID NO: 7762, SEQ ED NO: 2672 / SEQ ID NO: 7763, SEQ ID NO: 2673 / 
SEQ ID NO: 7764, SEQ ED NO: 2675 / SEQ ID NO: 7765, SEQ ED NO: 2676 / SEQ ED NO: 
7766, SEQ ID NO: 2678 / SEQ ID NO: 7767, SEQ ID NO: 2679 / SEQ ED NO: 7768, SEQ ED 
NO: 2680 / SEQ ID NO: 7769, SEQ ED NO: 2681 / SEQ ID NO: 7770, SEQ ID NO: 2682 / 
SEQ ID NO: 7771, SEQ ID NO: 2683 / SEQ ID NO: 7772, SEQ ID NO: 2684 / SEQ ID NO: 
7773, SEQ ID NO: 2685 / SEQ ID NO: 7774, SEQ ID NO: 2686 / SEQ ID NO: 7775. SEQ ID 
NO: 2687 / SEQ ID NO: 7776, SEQ ED NO: 2688 / SEQ ID NO: 7777. SEQ ED NO: 2689 / 
SEQ ID NO: 7778, SEQ ID NO: 2690 / SEQ ID NO: 7779, SEQ ID NO: 2691 / SEQ ID NO: 
7780, SEQ ID NO: 2692 / SEQ ED NO: 7781, SEQ ID NO: 2693 / SEQ ED NO: 7782, SEQ ID 
NO: 2694 / SEQ DD NO: 7783, SEQ ID NO: 2695 / SEQ ID NO: 7784, SEQ ID NO: 2696 / 
SEQ ID NO: 7785, SEQ ID NO: 2697 / SEQ ED NO: 7786, SEQ ID NO: 2698 / SEQ ID NO: 
7787, SEQ ID NO: 2700 / SEQ ED NO: 7788, SEQ ID NO: 2701 / SEQ ED NO: 7789, SEQ DD 
NO: 2702 / SEQ ID NO: 7790, SEQ ID NO: 2703 / SEQ ID NO: 7791, SEQ ID NO: 2704 / _ 
SEQ DD NO: 7792, SEQ ID NO: 2705 / SEQ ID NO: 7793, SEQ ID NO: 2706 / SEQ ID NO: 
7794, SEQ DD NO: 2707 / SEQ ID NO: 7795, SEQ ED NO: 2708 / SEQ ED NO: 7796, SEQ ED 
NO: 2709 / SEQ ED NO: 7797, SEQ ED NO: 2710 / SEQ ID NO: 7798, SEQ ED NO: 271 1 / 
SEQ ID NO: 7799. SEQ ID NO: 2712 / SEQ ED NO: 7800, SEQ ED NO: 2713 / SEQ ID NO:- 
7801, SEQ ID NO: 2714 / SEQ ID NO: 7802, SEQ ID NO: 2715 / SEQ ED NO: 7803, SEQ ED 
NO: 2716 / SEQ ID NO: 7804, SEQ ED NO: 2717 / SEQ ED NO: 7805, SEQ ID NO: 2718 / 
SEQ ID NO: 7806, SEQ ED NO: 2719 / SEQ ED NO: 7807, SEQ ID NO: 2720 / SEQ ED NO: 
7808, SEQ ID NO: 2721 / SEQ ED NO: 7809, SEQ ID NO: 2722 / SEQ ED NO: 7810, SEQ ID 
NO: 2723 / SEQ ED NO: 781 1 , SEQ ED NO: 2724 / SEQ ED NO: 7812, SEQ ID NO: 2725 / 
SEQ ID NO: 7813, SEQ ED NO: 2726 / SEQ ID NO: 7814, SEQ ID NO: 2729 / SEQ ED NO: 
7815, SEQ ED NO: 2731 / SEQ ID NO: 7816, SEQ ID NO: 2732 / SEQ ID NO: 7817, SEQ ED 
NO: 2733 / SEQ ID NO: 7818, SEQ ED NO: 2734 /SEQ ID NO: 7819, SEQ ED NO: 2735 / 
SEQ ED NO: 7820, SEQ ED NO: 2736 / SEQ ED NO: 7821 , SEQ ID NO: 2737 / SEQ ED NO: 
7822, SEQ ID NO: 2738 / SEQ ID NO: 7823, SEQ ED NO: 2739 / SEQ ED NO: 7824, SEQ ED 
NO: 2741 / SEQ ED NO: 7825, SEQ ID NO: 2742 / SEQ ID NO: 7826, SEQ ID NO: 2743 / 
SEQ ED NO: 7827, SEQ ED NO: 2744 / SEQ ED NO: 7828, SEQ ED NO: 2746 / SEQ ED NO: 
7829, SEQ ED NO: 2747 /SEQ ID NO: 7830, SEQ ED NO: 2748 / SEQ ED NO: 7831, SEQ ED 
NO: 2749 / SEQ ED NO: 7832, SEQ ID NO: 2750 / SEQ ED NO: 7833, SEQ ED NO: 2751 / 
SEQ ID NO: 7834, SEQ ED NO: 2752 / SEQ ED NO: 7835, SEQ ED NO: 2753 / SEQ ID NO: " 
7836, SEQ ED NO: 2754 / SEQ ID NO: 7837, SEQ ED NO: 2755 / SEQ ED NO: 7838, SEQ ED 
NO: 2757 / SEQ ED NO: 7839, SEQ ED NO: 2758 / SEQ ED NO: 7840, SEQ ED NO: 2759 / 
SEQ ED NO: 7841, SEQ ED NO: 2760 / SEQ ED NO: 7842, SEQ ED NO: 2761 / SEQ ID NO: 
7843, SEQ ID NO: 2762 / SEQ ID NO: 7844, SEQ ED NO: 2763 / SEQ ED NO: 7845. SEQ ED 
NO: 2764 / SEQ ID NO: 7846, SEQ ID NO: 2765 / SEQ ED NO: 7847, 
SEQ ED NO: 2766 / SEQ ED NO: 7848, SEQ ED NO: 2768 / SEQ ED NO: 7849. SEQ ID NO: 
2769 / SEQ ED NO: 7850, SEQ ED NO: 2770 / SEQ ED NO: 7851, SEQ ED NO: 2771 / SEQ ID 
NO: 7852, SEQ ED NO: 2772 / SEQ ED NO: 7853, SEQ ED NO: 2773 / SEQ ID NO: 7854, SEQ 
ID NO: 2774 / SEQ ED NO: 7855, SEQ ED NO: 2775 / SEQ ID NO: 7856, SEQ ED NO: 2776 / 
SEQ ED NO: 7857, SEQ ED NO: 2777 / SEQ ED NO: 7858, SEQ ID NO: 2778 / SEQ ED NO: 
7859, SEQ ED NO: 2779 / SEQ ED NO: 7860, SEQ ID NO: 2780 / SEQ ED NO: 7861, SEQ ED 
NO: 2782 / SEQ ED NO: 7862, SEQ ED NO: 2783 / SEQ ED NO: 7863, SEQ ED NO: 2784 / 
SEQ ED NO: 7864, SEQ ED NO: 2785 / SEQ ED NO: 7865, SEQ ED NO: 2786 / SEQ ED NO: 
7866, SEQ ID NO: 2787 / SEQ ID NO: 7867. SEQ ED NO: 2788 / SEQ ED NO: 7868, SEQ ID 
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NO: 2789 / SEQ ID NO: 7869, SEQ ID NO: 2790 / SEQ ID NO: 7870. SEQ ID NO: 2792 / 
SEQ ID NO: 7871, SEQ ID NO: 2793 / SEQ ID NO: 7872, SEQ ID NO: 2794 / SEQ ID NO: 
7873, SEQ ID NO: 2795 / SEQ ID NO: 7874, SEQ ID NO: 2796 / SEQ ID NO: 7875, SEQ ID 
NO: 2798 / SEQ ED NO: 7876, SEQ ID NO: 2799 / SEQ ID NO: 7877. SEQ ED NO: 2800 / 
SEQ ED NO: 7878, SEQ ED NO: 2801 / SEQ ID NO: 7879, SEQ ED NO: 2802 / SEQ ID NO: 
7880, SEQ ED NO: 2803 / SEQ ED NO: 7881, SEQ ID NO: 2804 / SEQ ID NO: 7882, SEQ ED 
NO: 2805 / SEQ ID NO: 7883, SEQ ID NO: 2806 / SEQ ID NO: 7884, SEQ ID NO: 2807 / 
SEQ ID NO: 7885, SEQ ID NO: 2808 / SEQ ID NO: 7886, SEQ ED NO: 2809 / SEQ ID NO: 
7887 SEQ ID NO: 2810 / SEQ ID NO: 7888, SEQ ID NO: 281 1 / SEQ ID NO: 7889, SEQ ID 
NO: 2812 / SEQ ID NO: 7890, SEQ ID NO: 2813 / SEQ ID NO: 7891, SEQ ID NO: 2814 / 
SEQ ED NO: 7892, SEQ ID NO: 2815 / SEQ ID NO: 7893, SEQ ID NO: 2816 / SEQ ED NO: 
7894, SEQ ID NO: 2817 / SEQ ID NO: 7895. SEQ ID NO: 2818 / SEQ ED NO: 7896, SEQ ID 
NO: 2819 / SEQ ID NO: 7897, SEQ ID NO: 2820 / SEQ ID NO: 7898, SEQ ID NO: 2821 / 
SEQ ID NO: 7899, SEQ ED NO: 2822 / SEQ ID NO: 7900, SEQ ID NO: 2823 / SEQ ID NO: 
7901, SEQ ID NO: 2824 / SEQ ID NO: 7902, SEQ ID NO: 2825 / SEQ ID NO: 7903. SEQ ID 
NO: 2826 / SEQ ID NO: 7904. SEQ ID NO: 2827 / SEQ ID NO: 7905, SEQ ED NO: 2828 / 
SEQ ID NO: 7906, SEQ ID NO: 2829 / SEQ ID NO: 7907, SEQ ID NO: 2830 / SEQ ID NO: 
7908, SEQ ID NO: 2831 / SEQ ED NO: 7909. SEQ ED NO: 2832 / SEQ ID NO: 7910, SEQ ID 
NO: 2833 / SEQ ID NO: 791 1. SEQ ID NO: 2834 / SEQ ID NO: 7912, SEQ ED NO: 2835 / _ 
SEQ ID NO: 7913. SEQ ID NO: 2836 / SEQ ID NO: 7914, SEQ ED NO: 2837 / SEQ ID NO: 
7915, SEQ ID NO: 2839 / SEQ ED NO: 7916, SEQ ID NO: 2840 / SEQ ID NO: 7917. SEQ ID 
NO: 2841 / SEQ ED NO: 7918, SEQ ID NO: 2842 / SEQ ID NO: 7919, SEQ ED NO: 2843 / . 
SEQ ID NO: 7920, SEQ ID NO: 2844 / SEQ ID NO: 7921 , SEQ ID NO: 2845 / SEQ ID NO: 
7922, SEQ ID NO: 2846 / SEQ ED NO: 7923, SEQ ID NO: 2847 / SEQ ID NO: 7924. SEQ ED 
NO: 2848 / SEQ ED NO: 7925, SEQ ED NO: 2849 / SEQ ED NO: 7926, SEQ ED NO: 2850 / 
SEQ ED NO: 7927, SEQ ED NO: 2851 / SEQ ID NO: 7928, SEQ ED NO: 2852 / SEQ ED NO: 
7929, SEQ ED NO: 2853 / SEQ ED NO: 7930, SEQ ED NO: 2854 / SEQ ED NO: 7931, SEQ ED 
NO: 2855 / SEQ ED NO: 7932, SEQ ED NO: 2858 / SEQ ED NO: 7933, SEQ ID NO: 2859 / 
SEQ ED NO: 7934, SEQ ID NO: 2860 / SEQ ID NO: 7935, SEQ ED NO: 2861 / SEQ ED NO: 
7936, SEQ ED NO: 2862 / SEQ ED NO: 7937, SEQ ED NO: 2863 / SEQ ED NO: 7938. SEQ ID 
NO: 2865 / SEQ ID NO: 7939. SEQ ID NO: 2866 / SEQ ED NO: 7940, SEQ ED NO: 2867 / 
SEQ ED NO: 7941 , SEQ ID NO: 2868 / SEQ ED NO: 7942, SEQ ID NO: 2869 / SEQ ID NO: 
7943. SEQ ID NO: 2870 / SEQ ED NO: 7944. SEQ ID NO: 2871 / SEQ ID NO: 7945, SEQ ID 
NO: 2872 / SEQ ED NO: 7946, SEQ ID NO: 2873 / SEQ ED NO: 7947. 
SEQ ID NO: 2874 / SEQ ID NO: 7948, SEQ ID NO: 2875 / SEQ ID NO: 7949, SEQ ED NO: 
2877 / SEQ ID NO: 7950, SEQ ED NO: 2878 / SEQ ED NO: 7951. SEQ ID NO: 2879 / SEQ ED 
NO: 7952, SEQ ID NO: 2880 / SEQ ID NO: 7953, SEQ ID NO: 2881 / SEQ ID NO: 7954, SEQ 
ED NO: 2882 / SEQ ID NO: 7955, SEQ ID NO: 2883 / SEQ ID NO: 7956, SEQ ID NO: 2884 / " 
SEQ ED NO: 7957, SEQ ED NO: 2885 / SEQ ID NO: 7958, SEQ ID NO: 2886 / SEQ ID NO: 
7959, SEQ ID NO: 2887 / SEQ ID NO: 7960. SEQ ED NO: 2888 / SEQ ID NO: 7961, SEQ ED 
NO: 2889 / SEQ ID NO: 7962, SEQ ED NO: 2891 / SEQ ED NO: 7963, SEQ ID NO: 2892 / 
SEQ ED NO: 7964, SEQ ID NO: 2893 / SEQ ID NO: 7965, SEQ ED NO: 2894 / SEQ ID NO: 
7966, SEQ ID NO: 2895 / SEQ ID NO: 7967, SEQ ED NO: 2896 / SEQ ID NO: 7968, SEQ ED 
NO: 2897 / SEQ ED NO: 7969. SEQ ID NO: 2898 / SEQ ED NO: 7970. SEQ ID NO: 2899 / 
SEQ ED NO: 7971, SEQ ED NO: 2900 / SEQ ED NO: 7972, SEQ ED NO: 2901 / SEQ ID NO: 
7973, SEQ ID NO: 2903 / SEQ ID NO: 7974, SEQ ID NO: 2904 / SEQ ED NO: 7975, SEQ ED 
NO: 2905 / SEQ ED NO: 7976, SEQ ED NO: 2906 / SEQ ID NO: 7977. SEQ ID NO: 2907 / 
SEQ ED NO: 7978, SEQ ID NO: 2908 / SEQ ED NO: 7979, SEQ ED NO: 2909 / SEQ ID NO: 
7980, SEQ ID NO: 2910 / SEQ ED NO: 7981. SEQ ED NO: 2911 / SEQ ED NO: 7982. SEQ ID 
NO: 2912 / SEQ ID NO: 7983, SEQ ED NO: 2913 / SEQ ED NO: 7984, SEQ ID NO: 2914 / 
SEQ ED NO: 7985, SEQ ID NO: 2915 / SEQ ID NO: 7986, SEQ ED NO: 2916 / SEQ ED NO: 
7987, SEQ ID NO: 2917 / SEQ ID NO: 7988. SEQ ID NO: 2918 / SEQ ID NO: 7989, SEQ ID 
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NO: 2919 / SEQ ED NO: 7990, SEQ ID NO: 2920 / SEQ ID NO: 7991, SEQ ID NO: 2921 / 
SEQ ID NO: 7992, SEQ ID NO: 2922 / SEQ ID NO: 7993, SEQ ID NO: 2923 / SEQ ID NO: 
7994, SEQ ED NO: 2924 / SEQ ED NO: 7995, SEQ ED NO: 2925 / SEQ ED NO: 7996, SEQ ED 
NO: 2927 / SEQ ID NO: 7997, SEQ ED NO: 2928 / SEQ ED NO: 7998, SEQ ID NO: 2929 / 
SEQ ID NO: 7999, SEQ ID NO: 2930 / SEQ ID NO: 8000, SEQ ID NO: 2931 / SEQ ID NO: 
8001, SEQ ID NO: 2932 / SEQ ED NO: 8002, SEQ ED NO: 2933 / SEQ ED NO: 8003, SEQ ID 
NO: 2934 / SEQ ED NO: 8004, SEQ ED NO: 2935 / SEQ ID NO: 8005, SEQ ID NO: 2936 / 
SEQ ID NO: 8006, SEQ ED NO: 2937 / SEQ ID NO: 8007, SEQ ID NO: 2938 / SEQ ID NO: 
8008, SEQ ID NO: 2939 / SEQ ED NO: 8009, SEQ ID NO: 2941 / SEQ ID NO: 8010, SEQ ID 
NO- 2942 / SEQ ID NO: 801 1, SEQ ID NO: 2943 / SEQ DD NO: 8012, SEQ ID NO: 2944 / 
SEQ ED NO: 8013, SEQ ID NO: 2945 / SEQ ID NO: 8014, SEQ ID NO: 2946 / SEQ ID NO: 
8015, SEQ ID NO: 2947 / SEQ ED NO: 8016, SEQ ID NO: 2948 / SEQ ID NO: 8017, SEQ ID 
NO: 2949 / SEQ ID NO: 8018, SEQ ID NO: 2950 / SEQ ID NO: 8019, SEQ ID NO: 2951 / 
SEQ ID NO: 8020, SEQ ED NO: 2952 / SEQ ID NO: 8021, SEQ ID NO: 2953 / SEQ ID NO: 
8022, SEQ ID NO: 2954 / SEQ ID NO: 8023, SEQ ED NO: 2955 / SEQ ID NO: 8024, SEQ ED 
NO: 2956 / SEQ ID NO: 8025, SEQ ED NO: 2957 / SEQ ID NO: 8026, SEQ ED NO: 2958 / 
SEQ ID NO: 8027, SEQ ID NO: 2959 / SEQ ID NO: 8028. SEQ ED NO: 2960 / SEQ ID NO: 
8029. SEQ ED NO: 2961 / SEQ ID NO: 8030. SEQ ID NO: 2962 / SEQ ID NO: 8031. SEQ ID 
NO: 2963 / SEQ ID NO: 8032, SEQ ID NO: 2964 / SEQ ED NO: 8033, SEQ ID NO: 2965 / 
SEQ ED NO: 8034, SEQ ID NO: 2966 / SEQ ID NO: 8035, SEQ ED NO: 2967 / SEQ ED NO: 
8036, SEQ ID NO: 2968 / SEQ ID NO: 8037, SEQ ID NO: 2969 / SEQ ID NO: 8038, SEQ ID 
NO: 2970 / SEQ ID NO: 8039, SEQ ID NO: 2971 / SEQ DD NO: 8040, SEQ DD NO: 2972 / . 
SEQ ED NO: 8041, SEQ ED NO: 2973 / SEQ ID NO: 8042, SEQ ID NO: 2974 / SEQ ID NO: 
8043, SEQ ID NO: 2975 / SEQ ED NO: 8044, SEQ ID NO: 2976 / SEQ ID NO: 8045, SEQ ID 
NO: 2977 / SEQ ID NO: 8046, SEQ ID NO: 2978 / SEQ ID NO: 8047, 
SEQ ED NO: 2979 / SEQ ID NO: 8048, SEQ ID NO: 2981 / SEQ ID NO: 8049, SEQ ID NO: 
2982 / SEQ ID NO: 8050, SEQ ID NO: 2983 / SEQ ID NO: 8051 , SEQ ID NO: 2984 / SEQ ID 
NO: 8052, SEQ ID NO: 2985 / SEQ ED NO: 8053, SEQ ED NO: 2986 / SEQ ED NO: 8054, SEQ 
ID NO: 2987 / SEQ DD NO: 8055, SEQ ID NO: 2988 / SEQ ID NO: 8056, SEQ ED NO: 2989 / 
SEQ ID NO: 8057, SEQ ID NO: 2990 / SEQ ED NO: 8058, SEQ ID NO: 2991 / SEQ ID NO: 
8059, SEQ ID NO: 2992 / SEQ ID NO: 8060, SEQ ID NO: 2993 / SEQ ED NO: 8061, SEQ ED 
NO: 2994 / SEQ ED NO: 8062, SEQ ID NO: 2995 / SEQ ED NO: 8063, SEQ ED NO: 2996 / 
SEQ ED NO: 8064, SEQ ID NO: 2997 / SEQ ED NO: 8065, SEQ ED NO: 2998 / SEQ ID NO: 
8066, SEQ ED NO: 2999 / SEQ ID NO: 8067, SEQ ID NO: 3000 / SEQ ID NO: 8068, SEQ ID 
NO: 3001 / SEQ ED NO: 8069, SEQ ID NO: 3002 / SEQ ED NO: 8070, SEQ ED NO: 3003 / 
SEQ ED NO: 8071, SEQ ID NO: 3005 / SEQ ED NO: 8072, SEQ ED NO: 3006 / SEQ ED NO: 
8073, SEQ ID NO: 3007 / SEQ ID NO: 8074, SEQ ED NO: 3008 / SEQ DD NO: 8075, SEQ ID 
NO: 3009 / SEQ ID NO: 8076, SEQ ED NO: 3010 / SEQ ID NO: 8077, SEQ ID NO: 301 1 / 
SEQ ED NO: 8078, SEQ DD NO: 3012 / SEQ ED NO: 8079. SEQ ID NO: 3014 / SEQ ID NO: 
8080. SEQ DD NO: 3015 / SEQ ED NO: 8081, SEQ DD NO: 3016 / SEQ DD NO: 8082, SEQ DD 
NO: 3017 / SEQ DD NO: 8083, SEQ DD NO: 3018 / SEQ DD NO: 8084, SEQ DD NO: 3019 / 
SEQ DD NO: 8085, SEQ DD NO: 3020 / SEQ ED NO: 8086, SEQ DD NO: 3021 / SEQ DD NO: 
8087, SEQ DD NO: 3022 / SEQ DD NO: 8088, SEQ DD NO: 3023 / SEQ DD NO: 8089, SEQ DD 
NO: 3024 / SEQ DD NO: 8090, SEQ DD NO: 3025 / SEQ DD NO: 8091, SEQ ED NO: 3026 / 
SEQ ED NO: 8092, SEQ DD NO: 3027 / SEQ DD NO: 8093, SEQ DD NO: 3028 / SEQ DD NO: 
8094. SEQ DD NO: 3030 / SEQ DD NO: 8095, SEQ ED NO: 3031 / SEQ DD NO: 8096, SEQ ED 
NO: 3032 / SEQ DD NO: 8097, SEQ DD NO: 3033 / SEQ DD NO: 8098, SEQ ED NO: 3034 / 
SEQ DD NO: 8099. SEQ DD NO: 3035 / SEQ DD NO: 8100. SEQ DD NO: 3036 / SEQ DD NO: 
8101, SEQ DD NO: 3037 / SEQ DD NO: 8102, SEQ ED NO: 3038 / SEQ DD NO: 8103. SEQ ED 
NO: 3039 / SEQ DD NO: 8104, SEQ DD NO: 3040 / SEQ DD NO: 8105, SEQ DD NO: 3041 / 
SEQ DD NO: 8106, SEQ DD NO: 3042 / SEQ ED NO: 8107, SEQ DD NO: 3043 / SEQ DD NO: 
8108, SEQ DD NO: 3044 / SEQ DD NO: 8109, SEQ ED NO: 3045 / SEQ DD NO: 81 1 0, SEQ ED 
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NO- 3046 / SEQ ID NO: 81 11, SEQ ID NO: 3047 / SEQ ID NO: 81 12, SEQ ID NO: 3048 / 
SEQ ID NO: 8113, SEQ ID NO: 3049 / SEQ ID NO: 81 14, SEQ ID NO: 3050 / SEQ DD NO: 
81 15 SEQ ID NO: 3051 / SEQ ID NO: 8116, SEQ ED NO: 3052 / SEQ ID NO: 8117, SEQ ID 
NO- 3053 / SEQ ID NO: 81 18, SEQ ID NO: 3054 / SEQ ID NO: 81 19, SEQ ID NO: 3055 / 
SEQ ID NO: 8120, SEQ ID NO: 3056 / SEQ ID NO: 8121, SEQ ID NO: 3057 / SEQ ID NO: 
8122 SEQ ID NO: 3059 / SEQ ID NO: 8123, SEQ ID NO: 3060 / SEQ ID NO: 8124, SEQ ID 
NO- 3061 / SEQ ID NO: 8125, SEQ ID NO: 3062 / SEQ ID NO: 8126, SEQ ID NO: 3063 / 
SEQ ID NO: 8127, SEQ ID NO: 3064 / SEQ ID NO: 8128, SEQ ID NO: 3065 / SEQ ID NO: 
8129 SEQ ID NO: 3066 / SEQ ED NO: 8130, SEQ ID NO: 3067 / SEQ ID NO: 8131, SEQ ID 
NO- 3068 / SEQ ID NO: 8132, SEQ ED NO: 3069 / SEQ ID NO: 8133, SEQ ED NO: 3070 / 
SEQ ID NO: 8134, SEQ ID NO: 3071 / SEQ ID NO: 8135, SEQ ID NO: 3072 / SEQ ID NO: 
8136 SEQ ID NO: 3073 / SEQ ID NO: 8137, SEQ ED NO: 3074 / SEQ ID NO: 8138, SEQ ID 
NO- 3075 / SEQ ID NO: 8139. SEQ ID NO: 3076 / SEQ ID NO: 8140, SEQ ID NO: 3077 / 
SEQ ID NO: 8141, SEQ ED NO: 3078 / SEQ ID NO: 8142, SEQ ID NO: 3079 / SEQ ID NO: 
8143, SEQ ED NO: 3080 / SEQ ED NO: 8144, SEQ ID NO: 3081 / SEQ ID NO: 8145, SEQ ED 
NO: 3082 / SEQ ID NO: 8146, SEQ ID NO: 3083 / SEQ ED NO: 8147, 
SEQ ID NO: 3084 / SEQ ED NO: 8148, SEQ ID NO: 3085 / SEQ ID NO: 8149, SEQ ID NO: 
3086 / SEQ ID NO: 8150, SEQ ID NO: 3087 / SEQ ED NO: 8151, SEQ ID NO: 3088 / SEQ ID 
NO- 8152 SEQ ED NO: 3089 / SEQ ED NO: 8153, SEQ ID NO: 3091 / SEQ ID NO: 8154, SEQ_ 
ID NO- 3092 / SEQ ID NO: 8155, SEQ ID NO: 3093 / SEQ ID NO: 8156. SEQ ID NO: 3094 / 
SEQ ED NO: 8157, SEQ ID NO: 3095 / SEQ ID NO: 8158, SEQ ED NO: 3096 / SEQ ID NO: 
8159 SEQ ID NO: 3097 / SEQ ID NO: 8160, SEQ ID NO: 3098 / SEQ ID NO: 8161, SEQ ID . 
NO: 3099 / SEQ ID NO: 8162, SEQ ID NO: 3100 / SEQ ID NO: 8163, SEQ ID NO: 3101 / • 
SEQ ID NO: 8164, SEQ ID NO: 3102 / SEQ ID NO: 8165, SEQ ID NO: 3103 / SEQ ID NO: 
8166 SEQ ID NO: 3104 / SEQ ID NO: 8167, SEQ ID NO: 3105 / SEQ ED NO: 8168, SEQ ED 
NO- 3106 / SEQ DD NO: 8169, SEQ ED NO: 3108 / SEQ ED NO: 8170, SEQ ED NO: 3109 / 
SEQ ID NO: 8171, SEQ ID NO: 31 10 / SEQ ID NO: 8172, SEQ ID NO: 311 1 / SEQ ID NO: 
8173, SEQ ID NO: 3112 / SEQ ID NO: 8174. SEQ ID NO: 3113 / SEQ ID NO: 8175, SEQ ID 
NO- 3114 /SEQ ID NO: 8176. SEQ ID NO: 3115 / SEQ ID NO: 8177, SEQ ED NO: 3116 / 
SEQ ID NO: 8178, SEQ ID NO: 31 17 / SEQ ID NO: 8179, SEQ ED NO: 3118 /SEQ ID NO: 
8180 SEQ ID NO: 3119 / SEQ ED NO: 8181, SEQ ED NO: 3120 / SEQ ID NO: 8182, SEQ ED 
NO: 3121 / SEQ ED NO: 8183, SEQ ID NO: 3122 / SEQ ID NO: 8184, SEQ ID NO: 3123 / 
SEQ ED NO: 8185, SEQ ID NO: 3124 / SEQ ID NO: 8186, SEQ ID NO: 3125 / SEQ ID NO: 
8187 SEQ ID NO: 3126 / SEQ ID NO: 8188, SEQ ID NO: 3128 / SEQ ID NO: 8189, SEQ ED 
NO- 3129 / SEQ ED NO: 8190, SEQ ID NO: 3130 / SEQ ID NO: 8191, SEQ ID NO: 3131 / 
SEQ ED NO: 8192, SEQ ID NO: 3132 / SEQ ID NO: 8193, SEQ ED NO: 3133 / SEQ ID NO: 
8194 SEQ ID NO: 3134 / SEQ ID NO: 8195, SEQ ID NO: 3135 / SEQ ID NO: 8196, SEQ ED 
NO: 3136 / SEQ ID NO: 8197, SEQ ID NO: 3137 /SEQ ID NQ: 8198, SEQ ED NO: 3138 / 
SEQ ED NO: 8199, SEQ ID NO: 3139 / SEQ DD NO: 8200, SEQ ED NO: 3140 / SEQ ED NO: 
8201 SEQ ED NO: 3141 / SEQ ID NO: 8202, SEQ DD NO: 3142 / SEQ ID NO: 8203, SEQ ED 
NO- 3144 / SEQ ID NO: 8204, SEQ ID NO: 3145 / SEQ ID NO: 8205, SEQ ID NO: 3146 / 
SEQ ID NO: 8206, SEQ ED NO: 3147 / SEQ ID NO: 8207, SEQ ED NO: 3148 / SEQ ED NO: 
8208 SEQ ID NO: 3149 / SEQ ED NO: 8209, SEQ DD NO: 3150 / SEQ ED NO: 8210, SEQ ID 
NO: 3151 / SEQ ID NO: 8211, SEQ DD NO: 3152 / SEQ ED NO: 8212, SEQ DD NO: 3153 / 
SEQ ID NO: 8213, SEQ ED NO: 3154 / SEQ ID NO: 8214, SEQ ED NO: 3156 / SEQ ED NO: 
8215 SEQ ED NO: 3157 / SEQ DD NO: 8216, SEQ ED NO: 3158 / SEQ ED NO: 8217, SEQ DD 
NO: 3159 / SEQ DD NO: 8218, SEQ ED NO: 3160 / SEQ ID NO: 8219, SEQ DD NO: 3161 / 
SEQ DD NO: 8220, SEQ ED NO: 3162 / SEQ DD NO: 8221, SEQ DD NO: 3163 / SEQ ED NO: 
8222 SEQ DD NO: 3164 / SEQ DD NO: 8223, SEQ ED NO: 3165 / SEQ DD NO: 8224, SEQ ED 
NO- 3166 / SEQ ID NO: 8225, SEQ DD NO: 3167 / SEQ DD NO: 8226, SEQ DD NO: 3168 / 
SEQ DD NO: 8227. SEQ DD NO: 3169 / SEQ ED NO: 8228, SEQ DD NO: 3170 / SEQ DD NO: 
8229 SEQ DD NO: 3171 / SEQ DD NO: 8230, SEQ ED NO: 3172 / SEQ ED NO: 8231, SEQ ID 
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NO: 3173 /SEQ ID NO: 8232, SEQ ID NO: 3174 / SEQ ID NO: 8233, SEQ ID NO: 3175 / 
SEQ ID NO: 8234, SEQ ID NO: 3176 / SEQ ID NO: 8235, SEQ ID NO: 3177 / SEQ ID NO: 
8236, SEQ ID NO: 3178 / SEQ ID NO: 8237, SEQ ID NO: 3179 / SEQ ID NO: 8238, SEQ ID 
NO: 3180 / SEQ ID NO: 8239, SEQ ID NO: 3181 / SEQ ID NO: 8240, SEQ ID NO: 3182 / 
SEQ ID NO: 8241 , SEQ ID NO: 3 1 84 / SEQ ID NO: 8242, SEQ ID NO: 3 1 85 / SEQ ID NO: 
8243, SEQ ID NO: 3186 / SEQ ID NO: 8244, SEQ ID NO: 3188 / SEQ ID NO: 8245, SEQ ID 
NO: 3189 / SEQ ID NO: 8246, SEQ ID NO: 3190 / SEQ ID NO: 8247, 
SEQ ID NO: 3191 / SEQ ID NO: 8248, SEQ ID NO: 3192 / SEQ ID NO: 8249, SEQ ID NO: 
3193 / SEQ ID NO: 8250, SEQ ID NO: 3194 / SEQ ID NO: 8251, SEQ ID NO: 3195 / SEQ ID 
NO: 8252, SEQ ID NO: 3196 / SEQ ID NO: 8253, SEQ ID NO: 3197 / SEQ ID NO: 8254, SEQ 
ID NO: 3198 / SEQ ID NO: 8255, SEQ ID NO: 3199 / SEQ ID NO: 8256, SEQ ID NO: 3200 / 
SEQ ID NO: 8257, SEQ ID NO: 3201 / SEQ ID NO: 8258, SEQ ID NO: 3202 / SEQ ID NO: 
8259, SEQ ID NO: 3203 / SEQ ID NO: 8260, SEQ ID N<3: 3204 / SEQ ID NO: 8261 , SEQ ID 
NO: 3205 / SEQ ID NO: 8262, SEQ ID NO: 3206 / SEQ ID NO: 8263, SEQ ID NOi3207 / 
SEQ ID NO: 8264, SEQ ID NO: 3208 / SEQ ID NO: 8265, SEQ ID NO: 3209 / SEQ ID NO: 
8266, SEQ ID NO: 3210 / SEQ ID NO: 8267, SEQ ID NO: 321 1 / SEQ ID NO: 8268, SEQ ID 
NO: 3212 / SEQ ID NO: 8269, SEQ ID NO: 3213 / SEQ ID NO: 8270, SEQ ID NO: 3215 / 
SEQ ID NO: 8271, SEQ ID NO: 3216 / SEQ ID NO: 8272, SEQ ID NO: 3217 / SEQ ID NO: 
8273, SEQ ID NO: 3218 / SEQ ID NO: 8274, SEQ ID NO: 3219 /SEQ ID NO: 8275, SEQ ID__ 
NO: 3220 / SEQ ID NO: 8276, SEQ ID NO: 3221 / SEQ ID NO: 8277, SEQ ID NO: 3222 / 
SEQ ID NO: 8278, SEQ ID NO: 3223 / SEQ ID NO: 8279, SEQ ID NO: 3224 / SEQ ID NO: 
8280, SEQ ID NO: 3225 / SEQ ID NO: 8281, SEQ ID NO: 3226 / SEQ ID NO: 8282, SEQ ID . 
NO: 3227 / SEQ ID NO: 8283, SEQ ID NO: 3228 / SEQ ID NO: 8284, SEQ ID NO: 3229 / • 
SEQ ID NO: 8285, SEQ ID NO: 3230 / SEQ ID NO: 8286, SEQ ID NO: 3231 / SEQ ID NO: 
8287, SEQ ID NO: 3232 / SEQ ID NO: 8288, SEQ ID NO: 3233 / SEQ ID NO: 8289, SEQ ID 
NO: 3234 / SEQ ID NO: 8290, SEQ ID NO: 3235 / SEQ ID NO: 8291 . SEQ ID NO: 3236 / 
SEQ ID NO: 8292, SEQ ID NO: 3237 / SEQ ID NO: 8293, SEQ ID NO: 3238 / SEQ ID NO: 
8294, SEQ ID NO: 3239 / SEQ ID NO: 8295, SEQ ID NO: 3241 / SEQ ID NO: 8296, SEQ ID 
NO: 3242 / SEQ ID NO: 8297, SEQ ID NO: 3243 / SEQ ID NO: 8298, SEQ ID NO: 3244 / 
SEQ ID NO: 8299, SEQ ID NO: 3245 / SEQ ID NO: 8300, SEQ ID NO: 3246 / SEQ ID NO: 
8301 , SEQ ID NO: 3247 / SEQ ID NO: 8302, SEQ ID NO: 3248 / SEQ ID NO: 8303, SEQ ED 
NO: 3249 / SEQ ID NO: 8304, SEQ ID NO: 3250 / SEQ ID NO: 8305, SEQ ID NO: 3251 / 
SEQ ED NO: 8306, SEQ ED NO: 3253 / SEQ ID NO: 8307, SEQ ID NO: 3254 / SEQ ED NO: 
8308. SEQ ID NO: 3255 / SEQ ED NO: 8309, SEQ ID NO: 3256 / SEQ ID NO: 8310, SEQ ID 
NO: 3257 /SEQ ED NO: 8311, SEQ ID NO: 3258 /SEQ ED NO: 8312, SEQ ID NO: 3259 / 
SEQ ED NO: 8313, SEQ ID NO: 3260 / SEQ ID NO: 8314, SEQ ID NO: 3261 / SEQ ID NO: 
8315, SEQ ED NO: 3262 / SEQ ID NO: 8316, SEQ ID NO: 3263 / SEQ ID NO: 8317, SEQ ED 
NO: 3264 / SEQ ED NO: 8318, SEQ ED NO: 3265 / SEQ ID NO: 8319, SEQ ID NO: 3266 / 
SEQ ID NO: 8320, SEQ ID NO: 3267 / SEQ ID NO: 8321, SEQ ID NO: 3268 / SEQ ID NO: 
8322, SEQ ED NO: 3269 / SEQ ID NO: 8323, SEQ ID NO: 3270 / SEQ ID NO: 8324, SEQ ID 
NO: 3271 / SEQ ID NO: 8325, SEQ ED NO: 3272 / SEQ ID NO: 8326, SEQ ED NO: 3273 / 
SEQ ID NO: 8327, SEQ ID NO: 3274 / SEQ ID NO: 8328, SEQ ID NO: 3275 / SEQ ID NO: 
8329, SEQ ID NO: 3276 / SEQ ID NO: 8330, SEQ ID NO: 3277 / SEQ ID NO: 8331, SEQ ID 
NO: 3278 / SEQ ID NO: 8332, SEQ ID NO: 3279 / SEQ ID NO: 8333, SEQ ED NO: 3280 / 
SEQ ID NO: 8334, SEQ ID NO: 3281 / SEQ ID NO: 8335, SEQ ID NO: 3282 / SEQ ID NO: 
8336, SEQ ID NO: 3283 / SEQ ID NO: 8337, SEQ ID NO: 3284 / SEQ ID NO: 8338, SEQ ED 
NO: 3285 / SEQ ID NO: 8339, SEQ ID NO: 3286 / SEQ ED NO: 8340, SEQ ID NO: 3287 / 
SEQ ID NO: 8341, SEQ ID NO: 3288 / SEQ ID NO: 8342, SEQ ED NO: 3289 / SEQ ID NO: 
8343, SEQ ID NO: 3290 / SEQ ID NO: 8344, SEQ ED NO: 3291 / SEQ ED NO: 8345, SEQ ID 
NO: 3292 / SEQ ID NO: 8346, SEQ ID NO: 3293 / SEQ ID NO: 8347, 
SEQ ED NO: 3294 / SEQ ED NO: 8348, SEQ ID NO: 3295 / SEQ ID NO: 8349, SEQ ID NO: 
3296 / SEQ ID NO: 8350, SEQ ID NO: 3297 / SEQ ID NO: 8351, SEQ ED NO: 3298 / SEQ ID 
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NO: 8352, SEQ ID NO: 3299 / SEQ ID NO: 8353, SEQ ID NO: 3300 / SEQ ID NO: 8354, SEQ 
ID NO: 3301 / SEQ ID NO: 8355, SEQ ID NO: 3302 / SEQ ID NO: 8356, SEQ ED NO: 3303 / 
SEQ ID NO: 8357, SEQ ID NO: 3304 / SEQ ID NO: 8358, SEQ ID NO: 3305 / SEQ ED NO: 
8359, SEQ ED NO: 3306 / SEQ ED NO: 8360, SEQ ID NO: 3307 / SEQ ID NO: 8361, SEQ ID 
NO: 3308 / SEQ ID NO: 8362, SEQ ID NO: 3309 / SEQ ED NO: 8363, SEQ ID NO: 3310 / 
SEQ ED NO: 8364, SEQ ED NO: 3311 / SEQ ED NO: 8365, SEQ ID NO: 3313 / SEQ ID NO: 
8366, SEQ ED NO: 3314 / SEQ ID NO: 8367, SEQ ID NO: 3315 / SEQ ID NO: 8368, SEQ ID 
NO: 3316 / SEQ ID NO: 8369, SEQ ID NO: 3317 / SEQ ID NO: 8370, SEQ ID NO: 3318 / 
SEQ ED NO: 8371, SEQ ID NO: 3319 / SEQ ED NO: 8372, SEQ ED NO: 3321 / SEQ ED NO: 
8373 SEQ ED NO: 3322 / SEQ ID NO: 8374, SEQ ED NO: 3323 / SEQ ID NO: 8375, SEQ ID 
NO: 3324 / SEQ ED NO: 8376, SEQ ED NO: 3325 / SEQ ID NO: 8377, SEQ ID NO: 3326 / 
SEQ ID NO: 8378, SEQ ID NO: 3327 / SEQ DO NO: 8379, SEQ ED NO: 3328 / SEQ ED NO: 
8380, SEQ ID NO: 3329 / SEQ ED NO: 8381. SEQ ED NO: 3330 / SEQ ID NO: 8382, SEQ ID 
NO: 3331 / SEQ ID NO: 8383, SEQ ID NO: 3332 / SEQ ID NO: 8384, SEQ ED NO:3333 / 
SEQ ED NO: 8385, SEQ ED NO: 3334 / SEQ ID NO: 8386, SEQ ED NO: 3335 / SEQ ED NO: 
8387, SEQ ED NO: 3336 / SEQ ED NO: 8388, SEQ ED NO: 3337 / SEQ ED NO: 8389, SEQ ID 
NO: 3338 / SEQ ED NO: 8390, SEQ ED NO: 3339 / SEQ ED NO: 8391, SEQ ED NO: 3340 / 
SEQ ID NO: 8392, SEQ ID NO: 3341 / SEQ ED NO: 8393, SEQ ED NO: 3342 / SEQ ED NO: 
8394, SEQ ED NO: 3343 / SEQ ID NO: 8395, SEQ ED NO: 3344 / SEQ ED NQ: 8396, SEQ ED_ 
NO: 3345 / SEQ ED NO: 8397, SEQ ED NO: 3346 / SEQ ED NO: 8398, SEQ ID NO: 3347 / 
SEQ ED NO: 8399, SEQ ED NO: 3348 / SEQ ID NO: 8400, SEQ ED NO: 3349 / SEQ ED NO: 
8401 , SEQ ED NO: 3350 / SEQ ID NO: 8402, SEQ ID NO: 3351 / SEQ ED NO: 8403, SEQ ED . 
NO: 3352 / SEQ ED NO: 8404, SEQ ED NO: 3353 / SEQ ID NO: 8405, SEQ ED NO: 3354 / 
SEQ ED NO: 8406, SEQ ID NO: 3355 / SEQ ED NO: 8407, SEQ ED NO: 3356 / SEQ ED NO: 
8408, SEQ ED NO: 3357 / SEQ ID NO: 8409, SEQ ED NO: 3358 / SEQ ED NO: 8410, SEQ ID 
NO: 3359 / SEQ ED NO: 8411, SEQ ED NO: 3360 / SEQ ID NO: 8412, SEQ ED NO: 3361 / 
SEQ ID NO: 8413, SEQ ED NO: 3362 / SEQ ED NO: 8414, SEQ ED NO: 3363 / SEQ ED NO: 
8415, SEQ ED NO: 3365 / SEQ ED NO: 8416, SEQ ID NO: 3366 / SEQ ED NO: 8417, SEQ ID 
NO: 3367 / SEQ ED NO: 8418, SEQ ED NO: 3368 / SEQ ED NO: 8419, SEQ ID NO: 3370 / 
SEQ ID NO: 8420, SEQ ID NO: 3371 / SEQ ED NO: 8421. SEQ ED NO: 3372 / SEQ ED NO: 
8422, SEQ ED NO: 3373 / SEQ ID NO: 8423, SEQ ID NO: 3374 / SEQ ED NO: 8424, SEQ ED 
NO: 3375 / SEQ ED NO: 8425, SEQ ED NO: 3376 / SEQ ED NO: 8426, SEQ DO NO: 3377 / 
SEQ ED NO: 8427, SEQ ED NO: 3378 / SEQ ED NO: 8428, SEQ ED NO: 3379 / SEQ ID NO: 
8429, SEQ ED NO: 3380 / SEQ ED NO: 8430, SEQ ED NO: 3381 / SEQ ED NO: 8431, SEQ ED 
NO: 3382 / SEQ ED NO: 8432, SEQ ED NO: 3384 / SEQ ED NO: 8433, SEQ ED NO: 3385 / 
SEQ ED NO: 8434, SEQ ED NO: 3386 / SEQ ED NO: 8435, SEQ ID NO: 3387 / SEQ ED NO: 
8436, SEQ ED NO: 3388 / SEQ ED NO: 8437, SEQ ED NO: 3389 / SEQ ED NO: 8438, SEQ ED 
NO: 3390 / SEQ ED NO: 8439, SEQ ID NO: 3391 / SEQ ED NO: 8440. SEQ ED NO: 3392 / 
SEQ ED NO: 8441, SEQ ED NO: 3393 / SEQ ID NO: 8442, SEQ ED NO: 3394 / SEQ ID NO: 
8443, SEQ ID NO: 3395 / SEQ ID NO: 8444, SEQ ID NO: 3396 / SEQ ID NO: 8445, SEQ ID 
NO: 3397 / SEQ ED NO: 8446, SEQ ID NO: 3398 / SEQ ID NO: 8447, 
SEQ DD NO: 3399 / SEQ ED NO: 8448, SEQ ID NO: 3400 / SEQ ED NO: 8449, SEQ ED NO: 
3401 / SEQ ID NO: 8450, SEQ ED NO: 3402 / SEQ ID NO: 8451, SEQ ED NO: 3403 / SEQ ID 
NO: 8452. SEQ ED NO: 3404 / SEQ ED NO: 8453, SEQ ED NO: 3405 / SEQ ED NO: 8454, SEQ 
ED NO: 3406 / SEQ ED NO: 8455, SEQ DD NO: 3407 / SEQ ED NO: 8456, SEQ ID NO: 3408 / 
SEQ ED NO: 8457, SEQ DO NO: 3409 / SEQ ID NO: 8458. SEQ ID NO: 341 1 / SEQ DD NO: 
8459, SEQ ED NO: 3412 / SEQ ID NO: 8460, SEQ ID NO: 3413 / SEQ ID NO: 8461, SEQ ID 
NO: 3414 / SEQ ID NO: 8462, SEQ ID NO: 3415 / SEQ ID NO: 8463, SEQ ED NO: 3416 / 
SEQ ID NO: 8464, SEQ ED NO: 3417 / SEQ ED NO: 8465, SEQ ID NO: 3418 / SEQ ID NO: 
8466, SEQ ED NO: 3419 / SEQ ED NO: 8467, SEQ ED NO: 3420 / SEQ ED NO: 8468, SEQ DD 
NO: 3421 / SEQ ID NO: 8469. SEQ ID NO: 3422 / SEQ ID NO: 8470, SEQ ID NO: 3423 / 
SEQ ID NO: 8471 , SEQ ED NO: 3424 / SEQ ID NO: 8472, SEQ ID NO: 3425 / SEQ ID NO: 
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8473, SEQ ID NO: 3426 / SEQ ID NO: 8474, SEQ ID NO: 3427 / SEQ ID NO: 8475, SEQ ID 
NO: 3428 / SEQ ID NO: 8476, SEQ ED NO: 3429 / SEQ ID NO: 8477, SEQ ED NO: 3433 / 
SEQ ID NO: 8478, SEQ ED NO: 3434 / SEQ ID NO: 8479, SEQ ED NO: 3435 / SEQ ID NO: 
8480, SEQ ID NO: 3436 / SEQ ID NO: 8481, SEQ ID NO: 3437 / SEQ ID NO: 8482, SEQ ID 
NO: 3438 / SEQ ID NO: 8483, SEQ ED NO: 3439 / SEQ ED NO: 8484, SEQ ID NO: 3440 / 
SEQ ID NO: 8485, SEQ ID NO: 3441 / SEQ ID NO: 8486, SEQ ID NO: 3442 / SEQ ID NO: 
8487, SEQ ID NO: 3443 / SEQ ID NO: 8488, SEQ ID NO: 3444 / SEQ ID NO: 8489, SEQ ED 
NO: 3446 / SEQ ID NO: 8490, SEQ ID NO: 3448 / SEQ ID NO: 8491, SEQ ID NO: 3449 / 
SEQ ID NO: 8492, SEQ ID NO: 3450 / SEQ ID NO: 8493, SEQ ID NO: 3451 / SEQ ID NO: 
8494, SEQ ID NO: 3452 / SEQ ID NO: 8495, SEQ ID NO: 3453 / SEQ ID NO: 8496, SEQ ID 
NO: 3454 / SEQ ID NO: 8497, SEQ ID NO: 3455 / SEQ ED NO: 8498, SEQ ID NO: 3456 / 
SEQ ID NO: 8499, SEQ ID NO: 3457 / SEQ ID NO: 8500, SEQ ID NO: 3458 / SEQ ID NO: 
8501, SEQ ID NO: 3459 / SEQ ID NO: 8502, SEQ ID NO: 3460 / SEQ ID NO: 8503, SEQ ID 
NO: 3461 / SEQ ID NO: 8504, SEQ ED NO: 3462 / SEQ ID NO: 8505, SEQ ID N0^3463 / 
SEQ ID NO: 8506, SEQ ED NO: 3464 / SEQ ID NO: 8507, SEQ ID NO: 3465 / SEQ ID NO: 
8508, SEQ ED NO: 3466 / SEQ ID NO: 8509, SEQ ID NO: 3467 / SEQ ED NO: 8510, SEQ ID 
NO: 3468 / SEQ ID NO: 8511, SEQ ID NO: 3469 / SEQ ED NO: 8512, SEQ ED NO: 3470 / 
SEQ ED NO: 8513, SEQ ID NO: 3471 / SEQ ID NO: 8514, SEQ ED NO: 3472 / SEQ ED NO: 
8515, SEQ ID NO: 3473 / SEQ ED NO: 8516, SEQ ID NO: 3474 / SEQ ID NO: 8517, SEQ ID__ 
NO: 3476 / SEQ ID NO: 8518, SEQ ID NO: 3477 / SEQ ID NO: 8519, SEQ ID NO: 3478 / 
SEQ ID NO: 8520, SEQ ID NO: 3479 / SEQ ID NO: 8521 , SEQ ID NO: 3480 / SEQ ID NO: 
8522, SEQ ID NO: 3481 / SEQ ID NO: 8523, SEQ ID NO: 3482 / SEQ ID NO: 8524, SEQ ID . 
NO: 3483 / SEQ ID NO: 8525, SEQ ID NO: 3484 / SEQ ID NO: 8526, SEQ ID NO: 3485 / 
SEQ ID NO: 8527, SEQ ID NO: 3486 / SEQ ID NO: 8528, SEQ ED NO: 3487 / SEQ ID NO: 
8529, SEQ ID NO: 3488 / SEQ ED NO: 8530, SEQ ID NO: 3490 / SEQ ID NO: 8531, SEQ ID 
NO: 3491 / SEQ ID NO: 8532, SEQ ID NO: 3492 / SEQ ID NO: 8533, SEQ ID NO: 3493 / 
SEQ ID NO: 8534, SEQ ID NO: 3494 / SEQ ID NO: 8535, SEQ ID NO: 3495 / SEQ ED NO: 
8536. SEQ ED NO: 3496 / SEQ ED NO: 8537, SEQ ID NO: 3498 / SEQ ID NO: 8538, SEQ ED 
NO: 3499 / SEQ ID NO: 8539, SEQ ID NO: 3500 / SEQ ID NO: 8540, SEQ ID NO: 3501 / 
SEQ ID NO: 8541, SEQ ID NO: 3502 / SEQ ID NO: 8542, SEQ ED NO: 3503 / SEQ ID NO: 
8543, SEQ ID NO: 3504 / SEQ ID NO: 8544, SEQ ED NO: 3505 / SEQ ED NO: 8545, SEQ ID 
NO: 3506 / SEQ ED NO: 8546, SEQ ID NO: 3507 / SEQ ID NO: 8547, 
SEQ ID NO: 3508 / SEQ ID NO: 8548, SEQ ID NO: 3509 / SEQ ID NO: 8549, SEQ ID NO: 
3510 / SEQ ID NO: 8550, SEQ ID NO: 351 1 / SEQ ID NO: 8551, SEQ ID NO: 3512 / SEQ ID 
NO: 8552, SEQ ID NO: 3513 / SEQ ID NO: 8553. SEQ ED NO: 3514 / SEQ ID NO: 8554, SEQ 
ID NO: 3515 / SEQ ID NO: 8555, SEQ ID NO: 3516 / SEQ ID NO: 8556, SEQ ID NO: 3517 / 
SEQ ID NO: 8557, SEQ ID NO: 3518 / SEQ ID NO: 8558, SEQ ID NO: 3519 / SEQ ID NO: 
8559, SEQ ID NO: 3520 / SEQ ID NO: 8560, SEQ ID NO: 3521 / SEQ ID NO: 8561, SEQ ED ' 
NO: 3522 / SEQ ID NO: 8562, SEQ ID NO: 3523 / SEQ ID NO: 8563, SEQ ID NO: 3524 / 
SEQ DD NO: 8564, SEQ ID NO: 3525 / SEQ ID NO: 8565, SEQ ID NO: 3526 / SEQ ID NO: 
8566, SEQ ID NO: 3527 / SEQ ID NO: 8567, SEQ ID NO: 3528 / SEQ ID NO: 8568, SEQ ID 
NO: 3529 / SEQ ID NO: 8569, SEQ ID NO: 3530 / SEQ ID NO: 8570, SEQ ID NO: 3531 / 
SEQ ID NO: 8571, SEQ ID NO: 3532 / SEQ ID NO: 8572, SEQ ED NO: 3533 / SEQ ED NO: 
8573, SEQ ID NO: 3535 / SEQ ID NO: 8574, SEQ ID NO: 3536 / SEQ ID NO: 8575, SEQ ID 
NO: 3537 / SEQ ID NO: 8576. SEQ ED NO: 3538 / SEQ ID NO: 8577, SEQ ED NO: 3539 / 
SEQ ED NO: 8578, SEQ ED NO: 3541 / SEQ ED NO: 8579, SEQ ID NO: 3542 / SEQ ED NO: 
8580, SEQ ID NO: 3543 / SEQ ID NO: 8581. SEQ ID NO: 3544 / SEQ ED NO: 8582. SEQ ED 
NO: 3545 / SEQ ID NO: 8583. SEQ ID NO: 3546 / SEQ ID NO: 8584. SEQ ED NO: 3547 / 
SEQ ID NO: 8585. SEQ ID NO: 3548 / SEQ ED NO: 8586, SEQ ED NO: 3549 /SEQ ED NO: 
8587, SEQ ID NO: 3550 / SEQ ID NO: 8588, SEQ ED NO: 3551 / SEQ ID NO: 8589, SEQ ID 
NO: 3552 / SEQ ID NO: 8590, SEQ ED NO: 3553 / SEQ ID NO: 8591 , SEQ ED NO: 3554 / 
SEQ ED NO: 8592, SEQ ID NO: 3555 / SEQ ED NO: 8593, SEQ ID NO: 3556 / SEQ ID NO: 
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8594, SEQ ID NO: 3557 / SEQ ID NO: 8595, SEQ ID NO: 3558 / SEQ ID NO: 8596, SEQ ID 
NO: 3559 / SEQ ID NO: 8597, SEQ ID NO: 3560 / SEQ ED NO: 8598, SEQ ID NO: 3561 / 
SEQ ID NO: 8599, SEQ ID NO: 3562 / SEQ ED NO: 8600, SEQ ED NO: 3563 / SEQ ED NO: 
8601 SEQ ID NO: 3564 / SEQ ID NO: 8602, SEQ ID NO: 3565 / SEQ ID NO: 8603, SEQ ID 
NO: 3566 /SEQ ID NO: 8604, SEQ ID NO: 3567 / SEQ ED NO: 8605, SEQ ID NO: 3568 / 
SEQ ID NO: 8606, SEQ ED NO: 3569 / SEQ ID NO: 8607, SEQ ID NO: 3570 / SEQ ID NO: 
8608 SEQ ID NO: 3571 / SEQ ID NO: 8609, SEQ ID NO: 3572 / SEQ ID NO: 8610, SEQ ID 
NO- 3573 / SEQ ID NO: 8611, SEQ ID NO: 3574 / SEQ ID NO: 8612, SEQ ID NO: 3575 / 
SEQ ID NO: 8613, SEQ ID NO: 3576 / SEQ ED NO: 8614, SEQ ID NO: 3577 / SEQ ID NO: 
8615 SEQ ID NO: 3579 / SEQ ID NO: 8616, SEQ ID NO: 3580 / SEQ ID NO: 8617, SEQ ED 
NO- 3581 / SEQ ID NO: 8618, SEQ ID NO: 3582 / SEQ ID NO: 8619, SEQ ID NO: 3583 / 
SEQ ID NO: 8620, SEQ ID NO: 3584 / SEQ ID NO: 8621 , SEQ ID NO: 3585 / SEQ ID NO: 
8622, SEQ ID NO: 3586 / SEQ ID NO: 8623, SEQ ID NO: 3587 / SEQ ID NO: 8624, SEQ ID 
NO: 3590 / SEQ ID NO: 8625, SEQ ID NO: 3591 / SEQ ID NO: 8626, SEQ ED NO: 3592 / 
SEQ ID NO: 8627, SEQ ID NO: 3593 / SEQ ID NO: 8628, SEQ ID NO: 3594 / SEQ ID NO: 
8629 SEQ ED NO: 3595 / SEQ ID NO: 8630, SEQ ID NO: 3596 / SEQ ID NO: 8631, SEQ ID 
NO- 3597 / SEQ ID NO: 8632, SEQ ED NO: 3598 / SEQ ID NO: 8633, SEQ ED NO: 3599 / 
SEQ ID NO: 8634, SEQ ID NO: 3600 / SEQ ID NO: 8635, SEQ ID NO: 3601 / SEQ ID NO: 

8636 SEQ ID NO: 3602 / SEQ ID NO: 8637, SEQ ID NO: 3603 / SEQ ID NO: 8638, SEQ ED 

NO: 3604 / SEQ ED NO: 8639, SEQ ID NO: 3605 / SEQ ID NO: 8640, SEQ ID NO: 3606 / 
SEQ ED NO: 8641. SEQ ID NO: 3607 / SEQ ED NO: 8642, SEQ ID NO: 3608 / SEQ ID NO: 
8643, SEQ ED NO: 3609 / SEQ ID NO: 8644, SEQ ID NO: 3610 / SEQ ID NO: 8645, SEQ H> . 
NO: 3611 / SEQ ID NO: 8646, SEQ ID NO: 3613 / SEQ ED NO: 8647, 
SEQ ID NO: 3614 / SEQ ID NO: 8648, SEQ ID NO: 3615 / SEQ ID NO: 8649, SEQ ID NO: 
3616 / SEQ ID NO: 8650, SEQ ID NO: 3617 / SEQ ED NO: 8651, SEQ ID NO: 3618 / SEQ ID 
NO- 8652, SEQ ID NO: 3619 / SEQ ED NO: 8653, SEQ ID NO: 3620 / SEQ ID NO: 8654, SEQ 
ID NO: 3622 / SEQ ID NO: 8655, SEQ ID NO: 3623 / SEQ ID NO: 8656, SEQ ID NO: 3624 / 
SEQ ID NO: 8657, SEQ ID NO: 3625 / SEQ ID NO: 8658, SEQ ID NO: 3626 / SEQ ED NO: 
8659, SEQ ID NO: 3627 / SEQ ID NO: 8660, SEQ ED NO: 3628 / SEQ ED NO: 8661, SEQ ID 
NO: 3629 / SEQ ID NO: 8662, SEQ ID NO: 3630 / SEQ ID NO: 8663, SEQ ID NO: 3632 / 
SEQ ID NO: 8664, SEQ ID NO: 3633 / SEQ ID NO: 8665, SEQ ID NO: 3634 / SEQ ID NO: 
8666, SEQ ID NO: 3635./ SEQ ID NO: 8667, SEQ ID NO: 3636 / SEQ ID NO: 8668, SEQ ID 
NO: 3637 / SEQ ED NO: 8669, SEQ ED NO: 3638 / SEQ ED NO: 8670, SEQ ED NO: 3639 / 
SEQ ID NO: 8671. SEQ ID NO: 3640 / SEQ ED NO: 8672. SEQ ED NO: 3641 / SEQ ED NO: 
8673, SEQ ID NO: 3642 / SEQ ID NO: 8674, SEQ ID NO: 3643 / SEQ ID NO: 8675. SEQ ID 
NO: 3644 / SEQ ED NO: 8676. SEQ ED NO: 3645 / SEQ ID NO: 8677, SEQ ID NO: 3646 / 
SEQ ID NO: 8678, SEQ ID NO: 3647 / SEQ ID NO: 8679, SEQ ID NO: 3648 / SEQ ED NO: 
8680, SEQ ID NO: 3649 / SEQ ID NO: 8681 , SEQ ID NO: 3650 / SEQ ID NO: 8682. SEQ ED ' 
NO: 3651 / SEQ ED NO: 8683, SEQ ID NO: 3652 / SEQ ED NO: 8684, SEQ ID NO: 3653 / 
SEQ ED NO: 8685, SEQ ID NO: 3654 / SEQ ID NO: 8686, SEQ ID NO: 3655 / SEQ ID NO: 
8687, SEQ ID NO: 3656 / SEQ ID NO: 8688, SEQ ID NO: 3658 / SEQ ID NO: 8689, SEQ ID 
NO: 3659 / SEQ ID NO: 8690, SEQ ED NO: 3660 / SEQ ED NO: 8691, SEQ ID NO: 3661 / 
SEQ ID NO: 8692, SEQ ID NO: 3662 / SEQ ID NO: 8693, SEQ ID NO: 3663 / SEQ ED NO: 
8694, SEQ ID NO: 3664 / SEQ ED NO: 8695, SEQ ID NO: 3665 / SEQ ID NO: 8696, SEQ ID 
NO: 3666 / SEQ ID NO: 8697, SEQ ID NO: 3668 / SEQ ID NO: 8698, SEQ ID NO: 3669 / 
SEQ ID NO: 8699, SEQ ID NO: 3670 / SEQ ED NO: 8700, SEQ ID NO: 3671 / SEQ ID NO: 
8701, SEQ ID NO: 3672 / SEQ ED NO: 8702, SEQ ED NO: 3673 / SEQ ID NO: 8703, SEQ ID 
NO: 3674 / SEQ ID NO: 8704, SEQ ED NO: 3675 / SEQ ED NO: 8705, SEQ ID NO: 3676 / 
SEQ ID NO: 8706, SEQ ED NO: 3678 / SEQ ED NO: 8707, SEQ ID NO: 3679 / SEQ ID NO: 
8708, SEQ ID NO: 3680 / SEQ ID NO: 8709, SEQ ID NO: 3681 / SEQ ID NO: 8710, SEQ ID 
NO: 3682 / SEQ ED NO: 8711, SEQ ID NO: 3683 / SEQ ID NO: 8712, SEQ ID NO: 3685 / 
SEQ ED NO: 8713, SEQ ID NO: 3686 / SEQ ID NO: 8714, SEQ ID NO: 3688 / SEQ ID NO: 
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8715, SEQ ID NO: 3689 / SEQ ID NO: 8716. SEQ ID NO: 3691 / SEQ ID NO: 8717, SEQ ED 
NO: 3692 / SEQ ID NO: 8718, SEQ ID NO: 3693 / SEQ ID NO: 8719, SEQ ID NO: 3695 / 
SEQ ID NO: 8720, SEQ ID NO: 3696 / SEQ ID NO: 8721, SEQ ID NO: 3697 / SEQ ID NO: 
8722, SEQ ID NO: 3698 / SEQ ID NO: 8723, SEQ ID NO: 3699 / SEQ ID NO: 8724, SEQ ID 
NO: 3700 /SEQ ID NO: 8725, SEQ ID NO: 3702 / SEQ ID NO: 8726, SEQ ID NO: 3703 / 
SEQ ID NO: 8727, SEQ ID NO: 3704 / SEQ ID NO: 8728, SEQ ID NO: 3705 / SEQ ID NO: 
8729, SEQ ID NO: 3706 / SEQ ID NO: 8730, SEQ ID NO: 3707 / SEQ ID NO: 8731, SEQ ED 
NO: 3708 / SEQ ID NO: 8732, SEQ ID NO: 3709 / SEQ 3D NO: 8733, SEQ ED NO: 3710 / 
SEQ ID NO: 8734, SEQ ID NO: 3711 / SEQ ID NO: 8735, SEQ ID NO: 3712 / SEQ ID NO: 
8736, SEQ ED NO: 3713 / SEQ ID NO: 8737, SEQ ID NO: 3714 / SEQ ID NO: 8738, SEQ ID 
NO: 3715 / SEQ ID NO: 8739, SEQ ID NO: 3716 / SEQ ID NO: 8740, SEQ ID NO: 3717 / 
SEQ ID NO: 8741 , SEQ ID NO: 3718 / SEQ ID NO: 8742, SEQ ED NO: 3719 / SEQ ID NO: 
8743, SEQ ID NO: 3720 / SEQ ID NO: 8744, SEQ ID NO: 3721 / SEQ ID NO: 8745. SEQ ED 
NO: 3722 / SEQ ID NO: 8746, SEQ ID NO: 3723 / SEQ ED NO: 8747, 
SEQ ID NO: 3724 / SEQ ED NO: 8748, SEQ ID NO: 3725 / SEQ ID NO: 8749, SEQ ED NO: 
3726 / SEQ ED NO: 8750, SEQ ID NO: 3727 / SEQ ID NO: 8751 , SEQ ED NO: 3728 / SEQ ID 
NO: 8752, SEQ ID NO: 3729 / SEQ ID NO: 8753, SEQ ID NO: 3730 / SEQ ID NO: 8754. SEQ 
ED NO: 3731 / SEQ ED NO: 8755, SEQ ID NO: 3732 / SEQ ED NO: 8756, SEQ ID NO: 3733 / 
SEQ ID NO: 8757, SEQ ID NO: 3734 / SEQ ED NO: 8758, SEQ ID NO: 3735./ SEQ ED NO: _ 
8759, SEQ ID NO: 3736 / SEQ ID NO: 8760, SEQ ID NO: 3737 / SEQ ID NO: 8761, SEQ ID 
NO: 3738 / SEQ ID NO: 8762, SEQ ED NO: 3739 / SEQ ED NO: 8763, SEQ ID NO: 3740 / 
SEQ ID NO: 8764, SEQ ED NO: 3741 / SEQ ID NO: S765, SEQ ID NO: 3742 / SEQ ID NO: 
8766, SEQ ID NO: 3743 / SEQ ID NO: 8767, SEQ ED NO: 3744 / SEQ ID NO: 8768, SEQ ED 
NO: 3745 / SEQ ED NO: 8769, SEQ ID NO: 3746 / SEQ ID NO: 8770, SEQ ID NO: 3747 / 
SEQ ED NO: 8771, SEQ ID NO: 3748 / SEQ ID NO: 8772, SEQ ID NO: 3749 / SEQ ID NO: 
8773, SEQ ID NO: 3751 / SEQ ID NO: 8774, SEQ ID NO: 3753 / SEQ ID NO: 8775, SEQ ED 
NO: 3754 / SEQ ID NO: 8776, SEQ ID NO: 3755 / SEQ ID NO: 8777, SEQ ED NO: 3756 / 
SEQ ID NO: 8778, SEQ ID NO: 3757 / SEQ ID NO: 8779, SEQ ID NO: 3758 / SEQ ID NO: 
8780, SEQ ID NO: 3759 / SEQ ID NO: 8781, SEQ ID NO: 3760 / SEQ ED NO: 8782. SEQ ED 
NO: 3761 / SEQ ID NO: 8783, SEQ ID NO: 3762 / SEQ ED NO: 8784, SEQ ED NO: 3763 / 
SEQ ID NO: 8785, SEQ ID NO: 3764 / SEQ ID NO: 8786, SEQ ID NO: 3765 / SEQ ED NO: 
8787, SEQ ID NO: 3766 / SEQ ED NO: 8788, SEQ ED NO: 3767 / SEQ ID NO: 8789, SEQ ID 
NO: 3768 / SEQ ID NO: 8790, SEQ ID NO: 3769 / SEQ ID NO: 8791, SEQ ID NO: 3770 / 
SEQ ED NO: 8792, SEQ ED NO: 3771 / SEQ ID NO: 8793, SEQ ID NO: 3772 / SEQ ID NO: 
8794, SEQ ED NO: 3773 / SEQ ID NO: 8795, SEQ ID NO: 3774 / SEQ ID NO: 8796, SEQ ID 
NO: 3775 / SEQ ID NO: 8797. SEQ ED NO: 3776 / SEQ ID NO: 8798, SEQ ED NO: 3777 / 
SEQ ED NO: 8799. SEQ ID NO: 3778 / SEQ ID NO: 8800, SEQ ID NO: 3779 / SEQ ID NO: 
8801, SEQ ED NO: 3780 / SEQ ID NO: 8802, SEQ ID NO: 3781 / SEQ ID NO: 8803, SEQ ID _ 
NO: 3782 / SEQ ED NO: 8804, SEQ ID NO: 3783 / SEQ ID NO: 8805, SEQ ED NO: 3784 / 
SEQ ID NO: 8806. SEQ ID NO: 3785 / SEQ ID NO: 8807, SEQ ED NO: 3786 / SEQ ID NO: 
8808, SEQ ED NO: 3787 / SEQ ED NO: 8809, SEQ ED NO: 3788 / SEQ ID NO: 8810, SEQ ID 
NO: 3790 / SEQ ID NO: 881 1, SEQ ID NO: 3791 / SEQ ID NO: 8812, SEQ ID NO: 3792 / 
SEQ ID NO: 8813, SEQ ID NO: 3793 / SEQ ID NO: 8814, SEQ ID NO: 3794 / SEQ ID NO: 
8815, SEQ ID NO: 3795 / SEQ ID NO: 8816, SEQ ED NO: 3796 / SEQ ID NO: 8817, SEQ ED 
NO: 3797 / SEQ ED NO: 8818, SEQ ED NO: 3798 / SEQ ID NO: 8819, SEQ ID NO: 3799 / 
SEQ ID NO: 8820, SEQ ID NO: 3800 / SEQ ID NO: 8821, SEQ ID NO: 3801 / SEQ ID NO: 
8822, SEQ ID NO: 3803 / SEQ ID NO: 8823, SEQ ID NO: 3805 / SEQ ID NO: 8824, SEQ ID 
NO: 3806 / SEQ ED NO: 8825, SEQ ED NO: 3807 / SEQ ID NO: 8826, SEQ ID NO: 3808 / 
SEQ ID NO: 8827, SEQ ED NO: 3809 / SEQ ID NO: 8828, SEQ ED NO: 3810 / SEQ ID NO: 
8829, SEQ ID NO: 381 1 / SEQ ID NO: 8830, SEQ ED NO: 3812 / SEQ ID NO: 8831, SEQ ID 
NO: 3813 / SEQ ED NO: 8832, SEQ ED NO: 3814 / SEQ ED NO: 8833, SEQ ED NO: 3815 / 
SEQ ID NO: 8834. SEQ ED NO: 3816 / SEQ ED NO: 8835, SEQ ID NO: 3817 / SEQ ID NO: 
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8836, SEQ ID NO: 3818 / SEQ ID NO: 8837, SEQ ID NO: 3819 / SEQ ID NO: 8838, SEQ ID 
NO: 3820 / SEQ ED NO: 8839, SEQ ID NO: 3821 / SEQ ED NO: 8840, SEQ ID NO: 3822 / 
SEQ ED NO: 8841, SEQ ED NO: 3823 / SEQ ED NO: 8842, SEQ ED NO: 3824 / SEQ ED NO: 
8843, SEQ ED NO: 3825 / SEQ ED NO: 8844, SEQ ED NO: 3826 / SEQ ED NO: 8845, SEQ ED 
NO: 3827 / SEQ ED NO: 8846, SEQ ED NO: 3828 / SEQ ID NO: 8847, 
SEQ ED NO: 3839 / SEQ ED NO: 8848, SEQ ED NO: 3840 / SEQ ED NO: 8849, SEQ ED NO: 
3841 / SEQ ED NO: 8850, SEQ ED NO: 3842 / SEQ ID NO: 8851, SEQ ED NO: 3843 / SEQ ED 
NO: 8852, SEQ ED NO: 3844 / SEQ ED NO: 8853, SEQ ED NO: 3845 / SEQ ID NO: 8854, SEQ 
ED NO: 3846 / SEQ ED NO: 8855, SEQ ID NO: 3847 / SEQ ED NO: 8856, SEQ ED NO: 3848 / 
SEQ ED NO: 8857, SEQ ED NO: 3849 / SEQ ED NO: 8858, SEQ ED NO: 3850 / SEQ ED NO: 
8859, SEQ ED NO: 3851 / SEQ ED NO: 8860, SEQ ED NO: 3852 / SEQ ED NO: 8861, SEQ ED 
NO: 3853 / SEQ ED NO: 8862, SEQ ED NO: 3854 / SEQ ED NO: 8863, SEQ ED NO: 3856 / 
SEQ ID NO: 8864, SEQ ED NO: 3857 / SEQ ED NO: 8865, SEQ ED NO: 3858 / SEQ ED NO: 
8866, SEQ ED NO: 3860 / SEQ ED NO: 8867, SEQ ED NO: 3861 / SEQ ED NO: 8868, SEQ ED 
NO: 3862 / SEQ ED NO: 8869, SEQ ED NO: 3863 / SEQ ID NO: 8870, SEQ ED NO: 3864 / 
SEQ ED NO: 8871 , SEQ ED NO: 3865 / SEQ ED NO: 8872, SEQ ED NO: 3866 / SEQ ED NO: 
8873, SEQ ED NO: 3867 / SEQ ID NO: 8874, SEQ ID NO: 3868 / SEQ ED NO: 8875, SEQ ED 
NO: 3869 / SEQ ED NO: 8876, SEQ ED NO: 3870 / SEQ ED NO: 8877. SEQ ED NO: 3871 / 
SEQ ED NO: 8878, SEQ ID NO: 3872 / SEQ ED NO: 8879. SEQ ID NO: 3873./ SEQ ED NO: _ 
8880, SEQ ID NO: 3874 / SEQ ID NO: 8881, SEQ ED NO: 3875 / SEQ ED NO: 8882, SEQ ED 
NO: 3876 / SEQ ED NO: 8883, SEQ EO NO: 3877 / SEQ ED NO: 8884, SEQ ID NO: 3878 / 
SEQ ED NO: 8885, SEQ ED NO: 3879 / SEQ ED NO: * 886, SEQ ID NO: 3880 / SEQ ID NO: . 
8887. SEQ ED NO: 3881 / SEQ ED NO: 8888, SEQ ID NO: 3882 / SEQ ED NO: 8889, SEQ ID 
NO: 3883 / SEQ ED NO: 8890, SEQ ID NO: 3884 / SEQ ED NO: 8891, SEQ ED NO: 3885 / 
SEQ ED NO: 8892. SEQ ED NO: 3886 / SEQ ED NO: 8893, SEQ ED NO: 3887 / SEQ ED NO: 
8894, SEQ ED NO: 3888 / SEQ ED NO: 8895, SEQ ID NO: 3889 / SEQ ED NO: 8896, SEQ ED 
NO: 3890 / SEQ ED NO: 8897, SEQ ED NO: 3891 / SEQ ED NO: 8898, SEQ ED NO: 3892 / 
SEQ ED NO: 8899, SEQ ID NO: 3893 /SEQ ED NO: 8900, SEQ ED NO: 3894 / SEQ ED NO: 
8901, SEQ ED NO: 3895 / SEQ ID NO: 8902, SEQ ED NO: 3896 / SEQ ID NO: 8903, SEQ ED 
NO: 3897 / SEQ ED NO: 8904, SEQ ED NO: 3898 / SEQ ED NO: 8905, SEQ ED NO: 3899 / 
SEQ EO NO: 8906, SEQ ED NO: 3900 / SEQ ED NO: 8907, SEQ ED NO: 3901 / SEQ ID NO: 
8908, SEQ ID NO: 3902 / SEQ ID NO: 8909, SEQ ID NO: 3903 / SEQ ED NO: 8910, SEQ EO 
NO: 3905 / SEQ ED NO: 8911 , SEQ EO NO: 3906 / SEQ ID NO: 8912, SEQ ID NO: 3907 / 
SEQ ID NO: 8913, SEQ ED NO: 3908 / SEQ ID NO: 8914, SEQ ID NO: 3909 / SEQ ED NO: 
8915, SEQ ED NO: 3911 / SEQ ID NO: 8916, SEQ ED NO: 3912 / SEQ ID NO: 8917, SEQ ED 
NO: 3913 / SEQ ID NO: 8918, SEQ EO NO: 3914 / SEQ EO NO: 8919, SEQ ID NO: 3916 / 
SEQ EO NO: 8920, SEQ ED NO: 3917 / SEQ ED NO: 8921. SEQ EO NO: 3918 / SEQ EO NO: 
8922, SEQ EO NO: 3920 / SEQ EO NO: 8923, SEQ ED NO: 3921 / SEQ ID NO: 8924, SEQ ED " 
NO: 3922 / SEQ ED NO: 8925, SEQ EO NO: 3923 / SEQ EO NO: 8926, SEQ EO NO: 3924 / 
SEQ ID NO: 8927, SEQ EO NO: 3925 / SEQ EO NO: 8928, SEQ ID NO: 3926 / SEQ ID NO: 
8929, SEQ EO NO: 3927 / SEQ EO NO: 8930, SEQ ID NO: 3928 / SEQ EO NO: 8931, SEQ EO 
NO: 3929 / SEQ EO NO: 8932, SEQ ED NO: 3930 / SEQ ED NO: 8933, SEQ ED NO: 3931 / 
SEQ ED NO: 8934, SEQ ED NO: 3932 / SEQ ED NO: 8935, SEQ EO NO: 3933 / SEQ ED NO: 
8936, SEQ EO NO: 3934 / SEQ EO NO: 8937, SEQ ED NO: 3935 / SEQ ED NO: 8938, SEQ ED 
NO: 3937 / SEQ EO NO: 8939, SEQ EO NO: 3938 / SEQ EO NO: 8940, SEQ EO NO: 3939 / 
SEQ ED NO: 8941, SEQ EO NO: 3940 / SEQ ED NO: 8942, SEQ EO NO: 3941 / SEQ EO NO: 
8943, SEQ EO NO: 3942 / SEQ EO NO: 8944, SEQ EO NO: 3943 / SEQ ED NO: 8945, SEQ EO 
NO: 3944 / SEQ EO NO: 8946, SEQ ED NO: 3945 / SEQ ED NO: 8947, 
SEQ EO NO: 3946 / SEQ ED NO: 8948, SEQ ID NO: 3947 / SEQ EO NO: 8949, SEQ EO NO: 
3949 / SEQ EO NO: 8950, SEQ EO NO: 3950 / SEQ EO NO: 8951, SEQ EO NO: 3951 / SEQ EO 
NO: 8952, SEQ EO NO: 3952 / SEQ EO NO: 8953, SEQ EO NO: 3953 / SEQ EO NO: 8954, SEQ 
EO NO: 3954 / SEQ ED NO: 8955, SEQ ED NO: 3955 / SEQ ED NO: 8956. SEQ ED NO: 3956 / 
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SEQ ID NO: 8957, SEQ ID NO: 3957 / SEQ ID NO: 8958, SEQ ID NO: 3958 / SEQ ID NO: 
8959, SEQ ID NO: 3959 / SEQ ID NO: 8960, SEQ ED NO: 3960 / SEQ ID NO: 8961, SEQ ID 
NO: 3961 / SEQ ID NO: 8962, SEQ ID NO: 3962 / SEQ ID NO: 8963, SEQ ID NO: 3963 / 
SEQ ID NO: 8964, SEQ ID NO: 3964 / SEQ ID NO: 8965, SEQ ID NO: 3966 / SEQ ID NO: 
8966, SEQ ID NO: 3967 / SEQ ID-NO: 8967, SEQ ID NO: 3968 / SEQ ID NO: 8968, SEQ ID 
NO: 3969 / SEQ ID NO: 8969, SEQ ID NO: 3970 / SEQ ID NO: 8970, SEQ ID NO: 3972 / 
SEQ ID NO: 8971, SEQ ID NO: 3973 / SEQ ID NO: 8972, SEQ ED NO: 3974 / SEQ ID NO: 
8973, SEQ ID NO: 3975 / SEQ ID NO: 8974, SEQ ID NO: 3977 / SEQ ID NO: 8975, SEQ ID 
NO: 3978 / SEQ ID NO: 8976, SEQ ID NO: 3979 / SEQ ID NO: 8977, SEQ ID NO: 3980 / 
SEQ ID NO: 8978, SEQ ID NO: 3981 / SEQ ID NO: 8979, SEQ ID NO: 3983 / SEQ ED NO: 
8980, SEQ ID NO: 3985 / SEQ ED NO: 8981, SEQ ID NO: 3986 / SEQ ID NO: 8982, SEQ ID 
NO: 3987 / SEQ ID NO: 8983, SEQ ID NO: 3988 / SEQ ED NO: 8984, SEQ ED NO: 3989 / 
SEQ ED NO: 8985, SEQ ID NO: 3990 / SEQ ID NO: 8986, SEQ ED NO: 3992 / SEQ ED NO: 
8987, SEQ ID NO: 3993 / SEQ ED NO: 8988, SEQ ID NO: 3994 / SEQ ID NO: 8989, SEQ ED 
NO: 3995 / SEQ ED NO: 8990, SEQ ID NO: 3996 / SEQ ID NO: 8991, SEQ ID NO: 3997 / 
SEQ ID NO: 8992, SEQ ID NO: 39p8 / SEQ ED NO: 8993, SEQ ID NO: 3999 / SEQ ED NO: 
8994, SEQ ED NO: 4000 / SEQ ED NO: 8995, SEQ ED NO: 4001 / SEQ ID NO: 8996, SEQ ID 
NO: 4002 / SEQ ED NO: 8997, SEQ ID NO: 4003 / SEQ ED NO: 8998, SEQ ED NO: 4004 / 
SEQ ED NO: 8999, SEQ ID NO: 4005 / SEQ ID NO: 9000, SEQ ID NO: 4006./ SEQ ID NO: _ 
9001, SEQ ID NO: 4007 / SEQ ID NO: 9002, SEQ ID NO: 4008 / SEQ ED NO: 9003, SEQ ID 
NO: 4009 / SEQ ED NO: 9004, SEQ ID NO: 4010 / SEQ ED NO: 9005, SEQ ID NO: 401 1 / 
SEQ ID NO: 9006, SEQ ID NO: 4012 / SEQ ID NO: 9007, SEQ ED NO: 4013 / SEQ ID NO: 
9008, SEQ ED NO: 4014 / SEQ ED NO: 9009, SEQ ID NO: 4015 / SEQ ID NO: 9010, SEQ ED 
NO: 4016 / SEQ ID NO: 9011, SEQ ID NO: 4017 / SEQ ID NO: 9012, SEQ ID NO: 4018 / 
SEQ ID NO: 9013, SEQ ID NO: 4019 / SEQ ED NO: 9014, SEQ ID NO: 4020 / SEQ ED NO: 
9015, SEQ ED NO: 4021 / SEQ ID NO: 9016, SEQ ID NO: 4022 / SEQ ID NO: 9017, SEQ ID 
NO: 4023 / SEQ ED NO: 9018, SEQ ID NO: 4024 / SEQ ED NO: 9019, SEQ ID NO: 4025 / 
SEQ ID NO: 9020, SEQ ED NO: 4026 / SEQ ED NO: 9021, SEQ ID NO: 4028 / SEQ ID NO: 
9022, SEQ ID NO: 4029 / SEQ ED NO: 9023, SEQ ID NO: 4030 / SEQ ED NO: 9024, SEQ ID 
NO: 4031 / SEQ ID NO: 9025, SEQ ID NO: 4032 / SEQ ID NO: 9026, SEQ ID NO: 4033 / 
SEQ ID NO: 9027, SEQ ED NO: 4034 / SEQ ID NO: 9028, SEQ ED NO: 4035 / SEQ ID NO: 
9029, SEQ ED NO: 4036 / SEQ ID NO: 9030, SEQ ID NO: 4038 / SEQ ID NO: 9031, SEQ ID 
NO: 4039 / SEQ ID NO: 9032, SEQ ED NO: 4040 / SEQ ID NO: 9033, SEQ ID NO: 4041 / 
SEQ ID NO: 9034, SEQ ID NO: 4042 / SEQ ID NO: 9035, SEQ ID NO: 4043 / SEQ ED NO: 
9036, SEQ ED NO: 4044 / SEQ ID NO: 9037, SEQ ID NO: 4045 / SEQ ID NO: 9038, SEQ ID 
NO: 4046 / SEQ ID NO: 9039, SEQ ED NO: 4047 / SEQ ID NO: 9040, SEQ ID NO: 4048 / 
SEQ ID NO: 9041, SEQ ED NO: 4050 / SEQ ED NO: 9042, SEQ ID NO: 4051 / SEQ ID NO: 
9043, SEQ ID NO: 4052 / SEQ ID NO: 9044, SEQ ED NO: 4053 / SEQ ID NO: 9045, SEQ ED " 
NO: 4054 / SEQ ED NO: 9046, SEQ ID NO: 4055 / SEQ ED NO: 9047, 
SEQ ID NO: 4056 / SEQ ED NO: 9048, SEQ ID NO: 4057 / SEQ ID NO: 9049, SEQ ID NO: 
4058 / SEQ ED NO: 9050, SEQ ID NO: 4059 / SEQ ID NO: 9051, SEQ ED NO: 4060 / SEQ ID 
NO: 9052, SEQ ID NO: 4061 / SEQ ID NO: 9053, SEQ ID NO: 4062 / SEQ ID NO: 9054, SEQ 
ID NO: 4063 / SEQ ID NO: 9055, SEQ ID NO: 4064 / SEQ ID NO: 9056. SEQ ED NO: 4065 / 
SEQ ID NO: 9057, SEQ ID NO: 4066 / SEQ ED NO: 9058, SEQ ID NO: 4067 / SEQ ED NO: 
9059, SEQ ID NO: 4068 / SEQ ED NO: 9060, SEQ ID NO: 4069 / SEQ ED NO: 9061, SEQ ID 
NO: 4070 / SEQ ID NO: 9062, SEQ ID NO: 4071 / SEQ ED NO: 9063, SEQ ID NO: 4072 / 
SEQ ID NO: 9064, SEQ ID NO: 4073 / SEQ ID NO: 9065, SEQ ED NO: 4074 / SEQ ID NO: 
9066, SEQ ED NO: 4075 / SEQ ID NO: 9067, SEQ ID NO: 4077 / SEQ ID NO: 9068, SEQ ID 
NO: 4078 / SEQ ED NO: 9069, SEQ ID NO: 4079 / SEQ ID NO: 9070, SEQ ID NO: 4080 / 
SEQ ID NO: 9071, SEQ ID NO: 4081 / SEQ ID NO: 9072, SEQ ID NO: 4082 / SEQ ID NO: 
9073, SEQ ID NO: 4083 / SEQ ID NO: 9074, SEQ ID NO: 4084 / SEQ ED NO: 9075, SEQ ED 
NO: 4085 / SEQ ID NO: 9076, SEQ ID NO: 4086 / SEQ ID NO: 9077, SEQ ID NO: 4087 / 
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SEQ ID NO: 9078, SEQ ED NO: 4088 / SEQ ED NO: 9079. SEQ ED NO: 4089 / SEQ ED NO: 
9080, SEQ ID NO: 4090 / SEQ ID NO: 9081. SEQ ID NO: 4091 / SEQ ID NO: 9082, SEQ ED 
NO: 4092 / SEQ ID NO: 9083, SEQ ED NO: 4093 / SEQ ED NO: 9084, SEQ JD NO: 4094 / 
SEQ ED NO: 9085, SEQ ED NO: 4095 / SEQ ID NO: 9086, SEQ ID NO: 4096 / SEQ ED NO: 
9087, SEQ ID NO: 4097 / SEQ ED NO: 9088. SEQ ID NO: 4098 / SEQ ID NO: 9089, SEQ ED 
NO: 4099 / SEQ ED NO: 9090, SEQ ID NO: 4100 / SEQ ED NO: 9091. SEQ DD NO: 4101 / 
SEQ ED NO: 9092, SEQ ID NO: 4102 / SEQ ID NO: 9093. SEQ ID NO: 4103 / SEQ DD NO: 
9094, SEQ DD NO: 4104 / SEQ DD NO: 9095, SEQ DD NO: 4105 / SEQ ED NO: 9096, SEQ DD 
NO: 4107 / SEQ ED NO: 9097, SEQ DD NO: 4108 / SEQ DD NO: 9098, SEQ DD NO: 4109 / 
SEQ DD NO: 9099, SEQ DD NO: 41 10 / SEQ DD NO: 9100, SEQ DD NO: 41 1 1 / SEQ DD NO: 
9101, SEQ ED NO: 41 12 / SEQ DD NO: 9102, SEQ DD NO: 41 13 / SEQ DD NO: 9103, SEQ DD 
NO: 4114 / SEQ DD NO: 9104, SEQ DD NO: 41 15 / SEQ DD NO: 9105, SEQ DD NO: 4116 / 
SEQ DD NO: 9106, SEQ DD NO: 4117 / SEQ DD NO: 9107, SEQ ED NO: 41 18 / SEQ DD NO: 
9108, SEQ DD NO: 4119 / SEQ DD NO: 9109, SEQ DD NO: 4120 / SEQ DD NO: 9110, SEQ DD 
NO: 4121 / SEQ DD NO: 91 1 1, SEQ DD NO: 4122 / SEQ DD NO: 91 12, SEQ DD NO: 4123 / 
SEQ ED NO: 9113, SEQ DD NO: 4124 / SEQ D> NO: 91 14, SEQ DD NO: 4125 / SEQ DD NO: 
9115. SEQ ED NO: 4126 / SEQ DD NO: 91 16, SEQ ED NO: 4127 / SEQ DD NO: 91 17, SEQ DD 
NO: 4128 / SEQ DD NO: 91 18, SEQ DD NO: 4129 / SEQ DD NO: 9119, SEQ ED NO: 4130 / 
SEQ DD NO: 9120, SEQ ED NO: 4132 / SEQ DD NO: 9121, SEQ DD NO: 4133./ SEQ DD NO: _ 
9122. SEQ DD NO: 4134 / SEQ DD NO: 9123, SEQ ED NO: 4135 / SEQ DD NO: 9124, SEQ DD 
NO: 4136 / SEQ DD NO: 9125, SEQ DD NO: 4137 / SEQ DD NO: 9126, SEQ DD NO: 4138 / 
SEQ DD NO: 9127, SEQ DD NO: 4139 / SEQ ED NO: 9128, SEQ ED NO: 4140 / SEQ DD NO: 
9129, SEQ DD NO: 4141 / SEQ DD NO: 9130, SEQ DD NO: 4142 / SEQ DD NO: 9131, SEQ DD 
NO: 4143 / SEQ DD NO: 9132, SEQ ED NO: 4144 / SEQ ED NO: 9133, SEQ DD NO: 4145 / 
SEQ DD NO: 9134, SEQ DD NO: 4146 / SEQ DD NO: 9135, SEQ DD NO: 4147 / SEQ DD NO: 
9136. SEQ ED NO: 4148 / SEQ DD NO: 9137, SEQ ID NO: 4149 / SEQ DD NO: 9138, SEQ DD 
NO: 4150 / SEQ DD NO: 9139. SEQ DD NO: 4151 / SEQ DD NO: 9140, SEQ DD NO: 4152 / 
SEQ DD NO: 9141, SEQ ED NO: 4153 / SEQ DD NO: 9142, SEQ ED NO: 4154 / SEQ DD NO: 
9143. SEQ DD NO: 4155 / SEQ DD NO: 9144, SEQ DD NO: 4157 / SEQ DD NO: 9145, SEQ DD 
NO: 4158 / SEQ ID NO: 9146, SEQ DD NO: 4159 / SEQ ED NO: 9147, 
SEQ DD NO: 4160 / SEQ ID NO: 9148. SEQ DD NO: 4161 / SEQ DD NO: 9149, SEQ DD NO: 
4162 / SEQ DD NO: 9150, SEQ DD NO: 4164 / SEQ DD NO: 9151, SEQ DD NO: 4165 / SEQ DD 
NO: 9152, SEQ ED NO: 4166 / SEQ DD NO: 9153, SEQ DD NO: 4167 / SEQ DD NO: 9154, SEQ 
DD NO: 4168 / SEQ DD NO: 9155, SEQ DD NO: 4169 / SEQ DD NO: 9156, SEQ DD NO: 4170 / 
SEQ ED NO: 9157, SEQ ED NO: 4171 / SEQ DD NO: 9158, SEQ DD NO: 4172 / SEQ DD NO: 
9159, SEQ DD NO: 4173 / SEQ DD NO: 9160, SEQ ED NO: 4174 / SEQ DD NO: 9161, SEQ DD 
NO: 4175 / SEQ DD NO: 9162, SEQ DD NO: 4176 / SEQ DD NO: 9163, SEQ ED NO: 4177 / 
SEQ DD NO: 9164, SEQ DD NO: 4178 / SEQ DD NO: 9165, SEQ DD NO: 4179 / SEQ DD NO: ' 
9166, SEQ DD NO: 41 80 / SEQ DD NO: 9167, SEQ DD NO: 4181 / SEQ DD NO: 9168, SEQ DD 
NO: 4182 / SEQ DD NO: 9169, SEQ DD NO: 4183 / SEQ DD NO: 9170, SEQ DD NO: 4184 / 
SEQ DD NO: 9171, SEQ DD NO: 4185 / SEQ DD NO: 9172, SEQ DD NO: 4186 / SEQ DD NO: 
9173. SEQ DD NO: 4187 / SEQ DD NO: 9174, SEQ DD NO: 4188 / SEQ DD NO: 9175, SEQ ED 
NO: 4189 / SEQ ED NO: 9176, SEQ DD NO: 4190 / SEQ DD NO: 9177, SEQ DD NO: 4191 / 
SEQ DD NO: 9178, SEQ DD NO: 4192 / SEQ DD NO: 9179, SEQ DD NO: 4193 / SEQ DD NO: 
9180, SEQ ED NO: 4194 / SEQ DD NO: 9181, SEQ DD NO: 4195 / SEQ DD NO: 9182, SEQ DD 
NO: 4196 / SEQ DD NO: 9183, SEQ DD NO: 4197 / SEQ DD NO: 9184, SEQ DD NO: 4198 / 
SEQ DD NO: 9185, SEQ DD NO: 4199 / SEQ DD NO: 9186, SEQ DD NO: 4200 / SEQ DD NO: 
9187, SEQ DD NO: 4201 / SEQ DD NO: 9188, SEQ DD NO: 4202 / SEQ DD NO: 9189, SEQ DD 
NO: 4203 / SEQ DD NO: 9190, SEQ DD NO: 4204 / SEQ DD NO: 9191, SEQ DD NO: 4205 / 
SEQ ED NO: 9192, SEQ DD NO: 4206 / SEQ DD NO: 9193, SEQ DD NO: 4208 / SEQ ID NO: 
9194. SEQ DD NO: 4209 / SEQ DD NO: 9195. SEQ DD NO: 4210 / SEQ DD NO: 9196, SEQ DD 
NO: 421 1 / SEQ DD NO: 9197, SEQ ED NO: 4212 / SEQ DD NO: 9198, SEQ ED NO: 4213 / 



2482 



EP1 074 617 A2 



SEQ ID NO: 9199, SEQ ID NO: 4214 / SEQ ID NO: 9200, SEQ ID NO: 4215 / SEQ ID NO: 
9201, SEQ ID NO: 4216 / SEQ ID NO: 9202, SEQ ID NO: 4217 / SEQ ID NO: 9203, SEQ ID 
NO: 4218 / SEQ ID NO: 9204, SEQ ID NO: 4219 / SEQ ID NO: 9205, SEQ ID NO: 4220 / 
SEQ ID NO: 9206, SEQ ID NO: 4221 / SEQ ID NO: 9207, SEQ ID NO: 4222 / SEQ ID NO: 
9208, SEQ ID NO: 4223 / SEQ H) NO: 9209, SEQ ID NO: 4224 / SEQ ID NO: 9210, SEQ ID 
NO: 4225 / SEQ ID NO: 921 1, SEQ ID NO: 4226 / SEQ ID NO: 9212, SEQ ID NO: 4227 / 
SEQ ID NO: 9213, SEQ ID NO: 4228 / SEQ ID NO: 9214, SEQ ID NO: 4229 / SEQ ID NO: 
9215, SEQ ID NO: 4231 / SEQ ID NO: 9216, SEQ ID NO: 4232 /SEQ ID NO: 9217, SEQ ID 
NO: 4234 / SEQ ID NO: 9218, SEQ ID NO: 4235 / SEQ ID NO: 9219, SEQ ID NO: 4236 / 
SEQ ID NO: 9220, SEQ ID NO: 4237 / SEQ ID NO: 9221, SEQ ID NO: 4238 / SEQ ID NO: 
9222, SEQ ID NO: 4239 / SEQ ID NO: 9223, SEQ ID NO: 4240 / SEQ ID NO: 9224, SEQ ID 
NO: 4241 / SEQ ID NO: 9225, SEQ ID NO: 4243 / SEQ ID NO: 9226, SEQ ID NO: 4244 / 
SEQ ID NO: 9227, SEQ ID NO: 4245 / SEQ ID NO: 9228, SEQ ID NO: 4246 / SEQ ID NO: 
9229, SEQ ID NO: 4247 / SEQ ID NO: 9230, SEQ ID NO: 4248 / SEQ ID NO: 9231, SEQ ID 
NO: 4249 / SEQ ID NO: 9232, SEQ ID NO: 4250 / SEQ ID NO: 9233, SEQ ID NO: 4251 / 
SEQ ID NO: 9234, SEQ ID NO: 42£2 / SEQ ID NO: 9235, SEQ ID NO: 4253 / SEQ ID NO: 
9236, SEQ ID NO: 4254 / SEQ ID NO: 9237, SEQ ID NO: 4256 / SEQ ID NO: 9238, SEQ ID 
NO: 4257 / SEQ ID NO: 9239, SEQ ID NO: 4258 / SEQ ID NO: 9240, SEQ ID NO: 4259 / 
SEQ ID NO: 9241, SEQ ID NO: 4260 / SEQ ID NO: 9242, SEQ ID NO: 4261 / SEQ ID NO: 
9243, SEQ ID NO: 4262 / SEQ ID NO: 9244, SEQ ID NO: 4263 / SEQ ID NO: 9245, SEQ ID 
NO: 4264 / SEQ ID NO: 9246, SEQ ID NO: 4265 / SEQ ID NO: 9247, 
SEQ ID NO: 4266 / SEQ ID NO: 9248, SEQ ID NO: 4267 / SEQ ID NO: 9249, SEQ ID NO: 
4268 / SEQ ID NO: 9250, SEQ ID NO: 4269 / SEQ ID NO: 9251, SEQ ID NO: 4270 / SEQ ID 
NO: 9252, SEQ ID NO: 4271 / SEQ ID NO: 9253, SEQ ID NO: 4272 / SEQ ID NO: 9254, SEQ 
ID NO: 4273 / SEQ ID NO: 9255, SEQ ID NO: 4274 / SEQ ID NO: 9256, SEQ ID NO: 4275 / 
SEQ ID NO: 9257, SEQ ID NO: 4276 / SEQ ID NO: 9258, SEQ ID NO: 4277 / SEQ ID NO: 
9259, SEQ ID NO: 4278 / SEQ ID NO: 9260, SEQ ID NO: 4279 / SEQ ID NO: 9261, SEQ ID 
NO: 4280 / SEQ ID NO: 9262, SEQ ID NO: 4281 / SEQ ID NO: 9263, SEQ ID NO: 4282 / 
SEQ ID NO: 9264, SEQ ID NO: 4283 / SEQ ID NO: 9265, SEQ ID NO: 4284 / SEQ ID NO: 
9266, SEQ ID NO: 4285 / SEQ ED NO: 9267, SEQ ID NO: 4286 / SEQ ID NO: 9268, SEQ ID 
NO: 4288 / SEQ ID NO: 9269, SEQ ID NO: 4289 / SEQ ID NO: 9270, SEQ ID NO: 4290 / 
SEQ ID NO: 9271 , SEQ ID NO: 4291 / SEQ ID NO: 9272, SEQ ID NO: 4292 / SEQ ID NO: 
9273, SEQ ID NO: 4293 / SEQ ID NO: 9274, SEQ ID NO: 4295 / SEQ ID NO: 9275, SEQ ID 
NO: 4296 / SEQ ID NO: 9276, SEQ ID NO: 4297 / SEQ ID NO: 9277, SEQ ID NO: 4298 / 
SEQ ID NO: 9278, SEQ ID NO: 4299 / SEQ ID NO: 9279, SEQ ID NO: 4300 / SEQ ID NO: 
9280, SEQ ID NO: 4301 / SEQ ID NO: 9281, SEQ ID NO: 4302 / SEQ ID NO: 9282, SEQ ID 
NO: 4303 / SEQ ID NO: 9283, SEQ ID NO: 4304 / SEQ ID NO: 9284, SEQ ID NO: 4305 / 
SEQ ID NO: 9285, SEQ ID NO: 4306 / SEQ ID NO: 9286, SEQ ID NO: 4307 / SEQ ID NO: ' 
9287, SEQ ID NO: 4308 / SEQ ID NO: 9288, SEQ ID NO: 4309 / SEQ ID NO: 9289, SEQ ID 
NO: 4310 /SEQ ID NO: 9290, SEQ ID NO: 4311 / SEQ ID NO: 9291, SEQ ID NO: 4312 / 
SEQ ID NO: 9292, SEQ ID NO: 4313 / SEQ ID NO: 9293, SEQ ID NO: 4314 / SEQ ID NO: 
9294, SEQ ID NO: 4316 / SEQ ID NO: 9295, SEQ ID NO: 4317 / SEQ ID NO: 9296, SEQ ID 
NO: 4318 / SEQ ID NO: 9297, SEQ ID NO: 4319 / SEQ ID NO: 9298, SEQ ID NO: 4320 / 
SEQ ID NO: 9299, SEQ ID NO: 4321 / SEQ ID NO: 9300, SEQ ID NO: 4322 / SEQ ID NO: 
9301, SEQ ED NO: 4323 / SEQ ID NO: 9302, SEQ ID NO: 4324 / SEQ ID NO: 9303, SEQ ID 
NO: 4325 / SEQ ID NO: 9304, SEQ ID NO: 4326 / SEQ ID NO: 9305, SEQ ID NO: 4327 / 
SEQ ID NO: 9306, SEQ ID NO: 4328 / SEQ ID NO: 9307, SEQ ID NO: 4329 / SEQ ID NO: 
9308, SEQ ID NO: 4330 / SEQ ID NO: 9309, SEQ ID NO: 4331 / SEQ ID NO: 9310, SEQ ID 
NO: 4332 / SEQ ID NO: 931 1, SEQ ID NO: 4333 / SEQ ID NO: 9312, SEQ ID NO: 4334 / 
SEQ ID NO: 9313, SEQ ID NO: 4335 / SEQ ID NO: 9314, SEQ ID NO: 4336 / SEQ ID NO: 
9315, SEQ ID NO: 4337 / SEQ ID NO: 9316, SEQ ID NO: 4338 / SEQ ID NO: 9317, SEQ ID 
NO: 4339 / SEQ ID NO: 9318, SEQ ID NO: 4340 / SEQ ID NO: 9319, SEQ ID NO: 4341 / 
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SEQ ID NO: 9320, SEQ ID NO: 4342 / SEQ ID NO: 9321, SEQ ID NO: 4344 / SEQ ID NO: 
9322, SEQ ID NO: 4345 / SEQ ID NO: 9323, SEQ ID NO: 4346 / SEQ ID NO: 9324, SEQ ID 
NO: 4347 / SEQ ED NO: 9325, SEQ ID NO: 4348 / SEQ ID NO: 9326, SEQ ID NO: 4349 / 
SEQ ID NO: 9327, SEQ ID NO: 4350 / SEQ ID NO: 9328, SEQ ID NO: 4351 / SEQ ID NO: 
9329, SEQ ID NO: 4352 / SEQ ID NO: 9330, SEQ ID NO: 4353 / SEQ ID NO: 9331, SEQ ID 
NO: 4354 / SEQ ID NO: 9332, SEQ ID NO: 4355 / SEQ ID NO: 9333, SEQ ID NO: 4356 / 
SEQ ID NO: 9334, SEQ ID NO: 4357 / SEQ ID NO: 9335, SEQ ID NO: 4358 / SEQ ID NO: 
9336, SEQ ID NO: 4359 / SEQ ID NO: 9337, SEQ ID NO: 4360 / SEQ ID NO: 9338, SEQ ID 
NO: 4361 / SEQ ED NO: 9339. SEQ ED NO: 4362 / SEQ ED NO: 9340, SEQ ID NO: 4363 / 
SEQ ID NO: 9341, SEQ ID NO: 4364 / SEQ ID NO: 9342, SEQ ID NO: 4365 / SEQ ID NO: 
9343, SEQ ED NO: 4366 / SEQ ED NO: 9344, SEQ ID NO: 4367 / SEQ ID NO: 9345, SEQ ID 
NO: 4368 / SEQ ID NO: 9346, SEQ ID NO: 4369 / SEQ ID NO: 9347, 
SEQ ID NO: 4370 / SEQ ID NO: 9348, SEQ ID NO: 4371 / SEQ ID NO: 9349, SEQ ID NO: 
4372 / SEQ ID NO: 9350, SEQ ED NO: 4373 / SEQ ID NO: 9351, SEQ ID NO: 4374 / SEQ ED 
NO: 9352, SEQ ID NO: 4375 / SEQ ID NO: 9353, SEQ ID NO: 4376 / SEQ ID NO: 9354, SEQ 
ID NO: 4377 / SEQ ID NO: 9355, SEQ ID NO: 4378 / SEQ ID NO: 9356, SEQ ED NO: 4379 / 
SEQ ID NO: 9357, SEQ ID NO: 4380 / SEQ ED NO: 9358, SEQ ED NO: 4381 / SEQ ED NO: 
9359, SEQ ID NO: 4382 / SEQ ID NO: 9360, SEQ ID NO: 4383 / SEQ ID NO: 9361, SEQ ED 
NO: 4384 / SEQ ED NO: 9362, SEQ ED NO: 4385 / SEQ ED NO: 9363, SEQ ID NO: 4386 / 
SEQ ID NO: 9364, SEQ ID NO: 4387 / SEQ ID NO: 9365, SEQ ID NO: 4388 / SEQ ID NO: 
9366, SEQ ID NO: 4390 / SEQ ID NO: 9367, SEQ ID NO: 4391 / SEQ ID NO: 9368, SEQ DD 
NO: 4392 / SEQ ID NO: 9369, SEQ ED NO: 4393 / SEQ ID NO: 9370, SEQ ID NO: 4394 / 
SEQ ID NO: 9371, SEQ DD NO: 4395 / SEQ ED NO: 9372, SEQ ID NO: 4396 / SEQ ED NO:- 
9373, SEQ DD NO: 4398 / SEQ DD NO: 9374, SEQ ED NO: 4399 / SEQ DD NO: 9375, SEQ DD 
NO: 4400 / SEQ ED NO: 9376, SEQ DD NO: 4401 / SEQ DD NO: 9377, SEQ DD NO: 4402 / 
SEQ ID NO: 9378, SEQ ED NO: 4403 / SEQ DD NO: 9379, SEQ DD NO: 4404 / SEQ DD NO: 
9380, SEQ DD NO: 4405 / SEQ DD NO: 9381, SEQ DD NO: 4406 / SEQ DD NO: 9382, SEQ DD 
NO: 4407 / SEQ DD NO: 9383, SEQ ED NO: 4408 / SEQ ID NO: 9384, SEQ DD NO: 4409 / 
SEQ ED NO: 9385, SEQ DD NO: 4410 / SEQ ED NO: 9386, SEQ DD NO: 441 1 / SEQ DD NO: 
9387, SEQ ID NO: 4412 / SEQ DD NO: 9388, SEQ ID NO: 4413 / SEQ ED NO: 9389, SEQ DD 
NO: 4414 / SEQ ED NO: 9390, SEQ DD NO: 4415 / SEQ DD NO: 9391, SEQ ED NO: 4416 / 
SEQ DD NO: 9392, SEQ DD NO: 4417 / SEQ DD NO: 9393, SEQ DD NO: 4418 / SEQ DD NO: 
9394, SEQ ED NO: 4419 / SEQ DD NO: 9395, SEQ DD NO: 4420 / SEQ ED NO: 9396, SEQ DD 
NO: 4421 / SEQ ED NO: 9397, SEQ ED NO: 4422 / SEQ DD NO: 9398, SEQ DD NO: 4423 / 
SEQ DD NO: 9399, SEQ DD NO: 4424 / SEQ DD NO: 9400, SEQ DD NO: 4425 / SEQ DD NO: 
9401, SEQ DD NO: 4426 / SEQ ED NO: 9402, SEQ DD NO: 4427 / SEQ DD NO: 9403, SEQ ED 
NO: 4428 / SEQ DD NO: 9404, SEQ DD NO: 4429 / SEQ ED NO: 9405, SEQ ED NO: 4430 / 
SEQ ID NO: 9406, SEQ DD NO: 4431 / SEQ DD NO: 9407, SEQ DD NO: 4432 / SEQ DD NO: " 
9408, SEQ DD NO: 4433 / SEQ DD NO: 9409, SEQ DD NO: 4434 / SEQ DD NO: 9410, SEQ DD 
NO: 4435 / SEQ ED NO: 941 1 , SEQ DD NO: 4436 / SEQ DD NO: 9412, SEQ DD NO: 4437 / 
SEQ DD NO: 9413, SEQ DD NO: 4438 / SEQ DD NO: 9414, SEQ DD NO: 4439 / SEQ DD NO: 
9415, SEQ DD NO: 4440 / SEQ ED NO: 9416, SEQ ID NO: 4441 / SEQ DD NO: 9417, SEQ DD 
NO: 4442 / SEQ DD NO: 9418, SEQ DD NO: 4443 / SEQ DD NO: 9419. SEQ ED NO: 4444 / 
SEQ DD NO: 9420. SEQ DD NO: 4445 / SEQ DD NO: 9421 , SEQ DD NO: 4446 / SEQ ED NO: 
9422, SEQ ED NO: 4447 / SEQ DD NO: 9423, SEQ ED NO: 4448 / SEQ ED NO: 9424, SEQ DD 
NO: 4449 / SEQ DD NO: 9425, SEQ DD NO: 4450 / SEQ DD NO: 9426, SEQ ID NO: 4451 / 
SEQ DD NO: 9427, SEQ ED NO: 4452 / SEQ DD NO: 9428, SEQ DD NO: 4453 / SEQ DD NO: 
9429, SEQ DD NO: 4454 / SEQ DD NO: 9430, SEQ ID NO: 4455 / SEQ ED NO: 9431, SEQ DD 
NO: 4456 / SEQ ED NO: 9432, SEQ ED NO: 4457 / SEQ DD NO: 9433, SEQ ED NO: 4458 / 
SEQ DD NO: 9434, SEQ DD NO: 4459 / SEQ DD NO: 9435. SEQ DD NO: 4460 / SEQ ED NO: 
9436, SEQ DD NO: 4461 / SEQ DD NO: 9437, SEQ tt> NO: 4462 / SEQ DD NO: 9438, SEQ DD 
NO: 4463 / SEQ DD NO: 9439, SEQ DD NO: 4464 / SEQ ED NO: 9440. SEQ DD NO: 4465 / 
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SEQ ID NO: 9441, SEQ ID NO: 4466 / SEQ ED NO: 9442, SEQ ID NO: 4467 / SEQ ID NO: 
9443, SEQ ID NO: 4468 / SEQ ID NO: 9444, SEQ ID NO: 4469 / SEQ ID NO: 9445, SEQ ID 
NO: 4470 / SEQ ID NO: 9446, SEQ ID NO: 4471 / SEQ ID NO: 9447, 
SEQ ID NO: 4472 / SEQ ID NO: 9448, SEQ ID NO: 4473 / SEQ ID NO: 9449, SEQ ID NO: 
4474 / SEQ ID NO: 9450, SEQ ID NO: 4475 / SEQ ID NO: 9451, SEQ ID NO: 4476 / SEQ ID 
NO: 9452, SEQ ID NO: 4477 / SEQ ID NO: 9453, SEQ ID NO: 4478 / SEQ ID NO: 9454, SEQ 
ID NO: 4479 / SEQ ID NO: 9455, SEQ ID NO: 4480 / SEQ ID NO: 9456, SEQ ID NO: 4481 / . 
SEQ ED NO: 9457, SEQ ID NO: 4482 / SEQ ID NO: 9458, SEQ ID NO: 4483 / SEQ ID NO: 
9459, SEQ ID NO: 4484 / SEQ ID NO: 9460, SEQ ID NO: 4485 / SEQ ED NO: 9461, SEQ ID 
NO: 4486 / SEQ ID NO: 9462, SEQ ID NO: 4487 / SEQ ED NO: 9463, SEQ ID NO: 4489 / 
SEQ ID NO: 9464, SEQ ID NO: 4490 / SEQ ID NO: 9465, SEQ ID NO: 4491 / SEQ ID NO: 
9466, SEQ ID NO: 4492 / SEQ ID NO: 9467, SEQ ED NO: 4493 / SEQ ID NO: 9468, SEQ ID 
NO: 4494 / SEQ ID NO: 9469, SEQ ID NO: 4495 / SEQ ED NO: 9470, SEQ ID NO: 4496 / 
SEQ ED NO: 9471, SEQ ID NO: 4497 / SEQ ID NO: 9472, SEQ ID NO: 4498 / SEQ ED NO: 
9473, SEQ ID NO: 4499 / SEQ ED NO: 9474, SEQ ID NO: 4500 / SEQ ID NO: 9475. SEQ ED 
NO: 4501 / SEQ ID NO: 9476, SEQ ID NO: 4502 / SEQ ED NO: 9477, SEQ ED NO: 4503 / 
SEQ ID NO: 9478, SEQ ED NO: 4504 / SEQ ED NO: 9479, SEQ ID NO: 4505 / SEQ ID NO: 
9480, SEQ ID NO: 4506 / SEQ ID NO: 9481, SEQ ID NO: 4507 / SEQ ED NO: 9482, SEQ ED 
NO: 4508 / SEQ ID NO: 9483, SEQ ID NO: 4509 / SEQ ED NO: 9484, SEQ ID NO: 4510 / _ 
SEQ ID NO: 9485, SEQ ED NO: 451 1 / SEQ ID NO: 9486, SEQ ID NO: 4512 / SEQ ED NO: 
9487, SEQ ED NO: 4513 / SEQ ID NO: 9488, SEQ ID NO: 4514 / SEQ ID NO: 9489, SEQ ED 
NO: 4515 / SEQ ED NO: 9490, SEQ ID NO: 4516 / SEQ ID NO: 9491, SEQ ID NO: 4517 / 
SEQ ID NO: 9492, SEQ ID NO: 4518 / SEQ ID NO: 9493, SEQ ID NO: 4519 / SEQ ED NO: 
9494, SEQ ID NO: 4520 / SEQ ID NO: 9495, SEQ ED NO: 4521 / SEQ ID NO: 9496, SEQ ID 
NO: 4522 / SEQ ID NO: 9497, SEQ ID NO: 4523 / SEQ ID NO: 9498, SEQ ED NO: 4524 / 
SEQ ID NO: 9499, SEQ ID NO: 4525 / SEQ ED NO: 9500, SEQ ED NO: 4526 / SEQ ID NO: 
9501, SEQ ID NO: 4527 / SEQ ID NO: 9502, SEQ ED NO: 4528 / SEQ ID NO: 9503, SEQ ID 
NO: 4529 / SEQ ID NO: 9504, SEQ ID NO: 4530 / SEQ ID NO: 9505, SEQ ID NO: 4531 / 
SEQ ED NO: 9506, SEQ ID NO: 4532 / SEQ ID NO: 9507, SEQ ID NO: 4533 / SEQ ID NO: 
9508, SEQ ED NO: 4534 / SEQ ED NO: 9509, SEQ ID NO: 4535 / SEQ ED NO: 9510, SEQ ID 
NO: 4536 / SEQ ID NO: 9511, SEQ ID NO: 4537 / SEQ ID NO: 9512, SEQ ID NO: 4538 / 
SEQ ID NO: 9513, SEQ ED NO: 4539 / SEQ ID NO: 9514, SEQ ID NO: 4540 / SEQ ED NO: 
9515, SEQ ED NO: 4541 / SEQ ID NO: 9516, SEQ ID NO: 4542 / SEQ ID NO: 9517, SEQ ID 
NO: 4543 / SEQ ED NO: 9518, SEQ ED NO: 4544 / SEQ ID NO: 9519, SEQ ID NO: 4545 / 
SEQ ED NO: 9520, SEQ ID NO: 4546 / SEQ ED NO: 9521 , SEQ ED NO: 4547 / SEQ ID NO: 
9522, SEQ ED NO: 4548 / SEQ ID NO: 9523, SEQ ID NO: 4549 / SEQ ED NO: 9524, SEQ ID 
NO: 4550 / SEQ ID NO: 9525, SEQ ID NO: 4551 / SEQ ED NO: 9526, SEQ ID NO: 4552 / 
SEQ ED NO: 9527, SEQ ID NO: 4553 / SEQ ID NO: 9528, SEQ ID NO: 4555 / SEQ ID NO: ' 
9529, SEQ ED NO: 4556 / SEQ ED NO: 9530, SEQ ID NO: 4557 / SEQ ID NO: 9531, SEQ ID 
NO: 4558 / SEQ ID NO: 9532, SEQ ID NO: 4559 / SEQ ED NO: 9533, SEQ ED NO: 4560 / 
SEQ ID NO: 9534, SEQ ID NO: 4561 / SEQ ID NO: 9535, SEQ ID NO: 4563 / SEQ ID NO: 
9536, SEQ ED NO: 4564 / SEQ ID NO: 9537, SEQ ED NO: 4565 / SEQ ED NO: 9538, SEQ ID 
NO: 4566 / SEQ ED NO: 9539, SEQ ED NO: 4567 / SEQ DD NO: 9540, SEQ ID NO: 4568 / 
SEQ ID NO: 9541, SEQ ID NO: 4569 / SEQ DD NO: 9542, SEQ ID NO: 4570 / SEQ ED NO: 
9543, SEQ ED NO: 4571 / SEQ ED NO: 9544, SEQ ED NO: 4572 / SEQ ID NO: 9545, SEQ ID 
NO: 4573 / SEQ ID NO: 9546, SEQ ID NO: 4574 / SEQ ID NO: 9547, 
SEQ ID NO: 4575 / SEQ ID NO: 9548. SEQ ED NO: 4576 / SEQ ED NO: 9549, SEQ ID NO: 
4577 / SEQ ID NO: 9550, SEQ ED NO: 4578 / SEQ ID NO: 9551, SEQ ID NO: 4579 / SEQ ID 
NO: 9552, SEQ ID NO: 4580 / SEQ ID NO: 9553, SEQ ID NO: 4581 / SEQ ED NO: 9554, SEQ 
ED NO: 4582 / SEQ ID NO: 9555, SEQ ID NO: 4583 / SEQ ID NO: 9556, SEQ ID NO: 4584 / 
SEQ ID NO: 9557, SEQ ED NO: 4585 / SEQ ID NO: 9558, SEQ ED NO: 4586 / SEQ ED NO: 
9559, SEQ ID NO: 4587 / SEQ ID NO: 9560, SEQ ED NO: 4588 / SEQ ID NO: 9561, SEQ ID 
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NO: 4589 / SEQ ID NO: 9562, SEQ ID NO:4590 / SEQ ID NO: 9563, SEQ ID NO: 4591 / 
SEQ ID NO: 9564, SEQ ID NO: 4592 / SEQ ID NO: 9565, SEQ ID NO: 4593 / SEQ ID NO: 
9566, SEQ ID NO: 4594 / SEQ ID NO: 9567, SEQ ED NO: 4595 / SEQ ID NO: 9568, SEQ ID 
NO: 4596 / SEQ ID NO: 9569, SEQ ID NO: 4597 / SEQ ID NO: 9570, SEQ ID NO: 4598 / 
SEQ ED NO: 9571, SEQ ED NO: 4599 / SEQ ED NO: 9572, SEQ ED NO: 4600 / SEQ ID NO: 
9573, SEQ ID NO: 4601 / SEQ ID NO: 9574, SEQ ID NO: 4602 / SEQ ID NO: 9575, SEQ ED 
NO: 4603 / SEQ ID NO: 9576, SEQ ID NO: 4604 / SEQ ID NO: 9577, SEQ ID NO: 4605 / 
SEQ ID NO: 9578, SEQ ID NO: 4606 / SEQ ID NO: 9579, SEQ ID NO: 4607 / SEQ ED NO: 
9580, SEQ ID NO: 4608 / SEQ ID NO: 9581, SEQ ID NO: 4609 / SEQ ID NO: 9582, SEQ ID 
NO: 4610 / SEQ ID NO: 9583, SEQ ED NO: 461 1 / SEQ ID NO: 9584, SEQ ID NO: 4612 / 
SEQ ID NO: 9585, SEQ ID NO: 4613 / SEQ ID NO: 9586, SEQ ID NO: 4614 / SEQ ID NO: 
9587, SEQ ID NO: 4615 / SEQ ID NO: 9588, SEQ ID NO: 4616 / SEQ ID NO: 9589, SEQ ED 
NO: 4617 / SEQ ID NO: 9590, SEQ ID NO: 461 8 / SEQ ID NO: 9591. SEQ ID NO: 4619 / 
SEQ ID NO: 9592, SEQ ID NO: 4621 / SEQ ID NO: 9593, SEQ ID NO: 4622 / SEQID NO: 
9594, SEQ ID NO: 4623 / SEQ ID NO: 9595, SEQ ID NO: 4624 / SEQ ID NO: 9596, SEQ ID 
NO: 4625 / SEQ ID NO: 9597, SEQ,ID NO: 4626 / SEQ ID NO: 9598, SEQ ED NO: 4627 / 
SEQ ID NO: 9599, SEQ ID NO: 4628 / SEQ ID NO: 9600, SEQ ID NO: 4629 / SEQ ID NO: 
9601 , SEQ ED NO: 4630 / SEQ ID NO: 9602, SEQ ID NO: 4631 / SEQ ID NO: 9603, SEQ ID 
NO: 4632 / SEQ ID NO: 9604, SEQ ED NO: 4633 / SEQ ID NO: 9605, SEQ ID NO: 4634 / _ 
SEQ ID NO: 9606, SEQ ID NO: 4635 / SEQ ID NO: 9607, SEQ ID NO: 4636 / SEQ ID NO: 
9608, SEQ ID NO: 4637 / SEQ ID NO: 9609, SEQ ID NO: 4638 / SEQ ID NO: 9610, SEQ ID 
NO: 4639 / SEQ ID NO: 961 1 , SEQ ID NO: 4640 / SEQ ED NO: 96 1 2, SEQ ID NO: 4641 / . 
SEQ ID NO: 9613, SEQ ID NO: 4642 / SEQ ID NO: 9614, SEQ ID NO: 4643 / SEQ ID NO: 
9615, SEQ ID NO: 4644 / SEQ ID NO: 9616, SEQ ID NO: 4645 / SEQ ID NO: 9617, SEQ ED 
NO: 4646 / SEQ ID NO: 9618, SEQ ID NO: 4647 / SEQ ID NO: 9619, SEQ ED NO: 4648 / 
SEQ ID NO: 9620, SEQ ID NO: 4649 / SEQ ED NO: 9621, SEQ ID NO: 4650 / SEQ ID NO: 
9622, SEQ ID NO: 4651 / SEQ ID NO: 9623, SEQ ID NO: 4652 / SEQ ED NO: 9624, SEQ ID 
NO: 4653 / SEQ ED NO: 9625, SEQ ED NO: 4654 / SEQ ID NO: 9626, SEQ ED NO: 4655 / 
SEQ ID NO: 9627, SEQ ID NO: 4656 / SEQ ID NO: 9628, SEQ ED NO: 4657 / SEQ ED NO: 
9629, SEQ ID NO: 4659 / SEQ ID NO: 9630, SEQ ED NO: 4660 / SEQ ID NO: 9631, SEQ ID 
NO: 4661 / SEQ ED NO: 9632, SEQ ED NO: 4662 / SEQ ED NO: 9633, SEQ ID NO: 4663 / 
SEQ ED NO: 9634, SEQ ED NO: 4664 / SEQ ED NO: 9635, SEQ ID NO: 4665 / SEQ ED NO: 
9636, SEQ ED NO: 4666 / SEQ ED NO: 9637, SEQ ID NO: 4667 / SEQ ID NO: 9638, SEQ ED 
NO: 4669 / SEQ ID NO: 9639, SEQ ID NO: 4670 / SEQ ED NO: 9640, SEQ ID NO: 4671 / 
SEQ ED NO: 9641, SEQ ID NO: 4672 / SEQ ED NO: 9642, SEQ ID NO: 4673 / SEQ ED NO: 
9643, SEQ ED NO: 4674 / SEQ ID NO: 9644, SEQ ED NO: 4675 / SEQ ED NO: 9645, SEQ ED 
NO: 4676 / SEQ ID NO: 9646, SEQ ID NO: 4677 / SEQ ID NO: 9647, 

SEQ ED NO: 4678 7 SEQ ED NO: 9648, SEQ ID NO: 4679 / SEQ ID NO: 9649, SEQ ED NO: ' 
4680 / SEQ ED NO: 9650, SEQ ED NO: 4681 / SEQ ED NO: 9651, SEQ ID NO: 4682 / SEQ ID 
NO: 9652, SEQ ID NO: 4683 / SEQ ID NO: 9653, SEQ ED NO: 4684 / SEQ ID NO: 9654, SEQ 
ID NO: 4685 / SEQ ED NO: 9655. SEQ ED NO: 4686 / SEQ ID NO: 9656, SEQ ED NO: 4687 / 
SEQ ED NO: 9657, SEQ ID NO: 4688 / SEQ ED NO: 9658, SEQ ID NO: 4689 / SEQ ID NO: 
9659, SEQ ID NO: 4690 / SEQ ID NO: 9660, SEQ ED NO: 4691 / SEQ ID NO: 9661, SEQ ED 
NO: 4692 / SEQ ED NO: 9662, SEQ ID NO: 4693 / SEQ ID NO: 9663, SEQ ED NO: 4694 / 
SEQ ID NO: 9664, SEQ ED NO: 4695 / SEQ ED NO: 9665, SEQ ID NO: 4696 / SEQ ID NO: 
9666, SEQ ED NO: 4697 / SEQ ED NO: 9667. SEQ ID NO: 4699 / SEQ ED NO: 9668, SEQ ID 
NO: 4700 / SEQ ED NO: 9669, SEQ ED NO: 4701 / SEQ ID NO: 9670, SEQ ID NO: 4702 / 
SEQ ID NO: 9671 , SEQ ED NO: 4703 / SEQ ID NO: 9672, SEQ ID NO: 4704 / SEQ ED NO: 
9673, SEQ ID NO: 4705 / SEQ ID NO: 9674, SEQ ID NO: 4706 / SEQ ED NO: 9675, SEQ ED 
NO: 4708 / SEQ ID NO: 9676, SEQ ED NO: 4709 / SEQ ID NO: 9677. SEQ ED NO: 4710 / 
SEQ ED NO: 9678, SEQ ID NO: 471 1 / SEQ ED NO: 9679, SEQ ED NO: 4712 / SEQ ID NO: 
9680. SEQ ID NO: 4713 / SEQ ED NO: 9681. SEQ ID NO: 4714 / SEQ ID NO: 9682. SEQ ID 
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NO: 4715 / SEQ ID NO: 9683, SEQ ID NO: 4716 / SEQ ID NO: 9684, SEQ ID NO: 4717 / 
SEQ ID NO: 9685, SEQ ID NO: 4718 / SEQ ID NO: 9686, SEQ ID NO: 4719 / SEQ ED NO: 
9687, SEQ ID NO: 4720 / SEQ ID NO: 9688, SEQ ED NO: 4721 / SEQ ED NO: 9689, SEQ ED 
NO: 4722 / SEQ ID NO: 9690, SEQ ID NO: 4723 / SEQ ID NO: 9691, SEQ ED NO: 4724 / 
SEQ ED NO: 9692, SEQ ID NO: 4725 / SEQ ID NO: 9693, SEQ ID NO: 4726 / SEQ ED NO: 
9694, SEQ ID NO: 4727 / SEQ ED NO: 9695, SEQ ID NO: 4728 / SEQ ID NO: 9696, SEQ ED 
NO: 4729 / SEQ ED NO: 9697, SEQ ID NO: 4730 / SEQ ED NO: 9698, SEQ ID NO: 4731 / 
SEQ ED NO: 9699, SEQ ID NO: 4732 / SEQ ID NO: 9700, SEQ ID NO: 4733 / SEQ ID NO: 
9701, SEQ ID NO: 4734 / SEQ ID NO: 9702, SEQ ID NO: 4735 / SEQ ID NO: 9703, SEQ ID 
NO: 4736 / SEQ ID NO: 9704, SEQ ID NO: 4737 / SEQ ID NO: 9705, SEQ ID NO: 4738 / 
SEQ ID NO: 9706, SEQ ID NO: 4739 / SEQ ID NO: 9707, SEQ ID NO: 4740 / SEQ ED NO: 
9708, SEQ ID NO: 4741 / SEQ ID NO: 9709, SEQ ID NO: 4742 / SEQ ID NO: 9710, SEQ ED 
NO: 4743 / SEQ ED NO: 971 1, SEQ ID NO: 4744 / SEQ ID NO: 9712, SEQ ID NO: 4745 / 
SEQ ID NO: 9713, SEQ ID NO: 4746 / SEQ ID NO: 9714, SEQ ID NO: 4747 / SEQ ID NO: 
9715, SEQ ID NO: 4748 / SEQ ID NO: 9716, SEQ ID NO: 4749 / SEQ ID NO: 9717, SEQ ED 
NO: 4750 / SEQ ID NO: 9718, SEQ, ID NO: 4751 / SEQ ID NO: 9719, SEQ ID NO: 4752 / 
SEQ ED NO: 9720, SEQ ID NO: 4753 / SEQ ED NO: 9721, SEQ ID NO: 4754 / SEQ ID NO: 
9722, SEQ ID NO: 4755 / SEQ ID NO: 9723, SEQ ED NO: 4756 / SEQ ED NO: 9724, SEQ ID 
NO: 4757 / SEQ ED NO: 9725, SEQ ID NO: 4758 / SEQ ID NO: 9726, SEQ ED NO: 4759 / 
SEQ ID NO: 9727, SEQ ED NO: 4760 / SEQ ED NO: 9728, SEQ ID NO: 4761 / SEQ ID NO: 
9729, SEQ ID NO: 4762 / SEQ ID NO: 9730, SEQ ID NO: 4763 / SEQ ED NO: 9731, SEQ ID 
NO: 4764 / SEQ ED NO: 9732, SEQ ID NO: 4765 / SEQ ID NO: 9733, SEQ ID NO: 4766 / 
SEQ ID NO: 9734, SEQ ID NO: 4767 / SEQ ED NO: 9735, SEQ ID NO: 4768 / SEQ ID NO: 
9736, SEQ ID NO: 4769 / SEQ ID NO: 9737, SEQ ID NO: 4770 / SEQ ID NO: 9738, SEQ ID 
NO: 4771 / SEQ ID NO: 9739, SEQ ED NO: 4772 / SEQ ID NO: 9740, SEQ ID NO: 4773 / 
SEQ ID NO: 9741, SEQ ED NO: 4774 / SEQ ID NO: 9742, SEQ ID NO: 4775 / SEQ ID NO: 
9743, SEQ ID NO: 4776 / SEQ ID NO: 9744, SEQ ID NO: 4777 / SEQ ID NO: 9745, SEQ ID 
NO: 4778 / SEQ ID NO: 9746, SEQ ID NO: 4779 / SEQ ID NO: 9747, 
SEQ ID NO: 4780 / SEQ ID NO: 9748, SEQ ID NO: 4781 / SEQ ID NO: 9749, SEQ ED NO: 
4782 / SEQ ED NO: 9750, SEQ ID NO: 4783 / SEQ ID NO: 9751, SEQ ID NO: 4784 / SEQ ED 
NO: 9752, SEQ ID NO: 4785 / SEQ ED NO: 9753, SEQ ED NO: 4786 / SEQ ID NO: 9754, SEQ 
ID NO: 4787 / SEQ ID NO: 9755, SEQ ED NO: 4788 / SEQ ID NO: 9756, SEQ ID NO: 4789 / 
SEQ ID NO: 9757, SEQ ID NO: 4790 / SEQ ED NO: 9758, SEQ ID NO: 4791 / SEQ ID NO: 
9759, SEQ ED NO: 4792 / SEQ ID NO: 9760, SEQ ID NO: 4793 / SEQ ID NO: 9761, SEQ ED 
NO: 4795 / SEQ ID NO: 9762, SEQ ID NO: 4796 / SEQ ED NO: 9763, SEQ 3D NO: 4797 / 
SEQ ID NO: 9764, SEQ ID NO: 4798 / SEQ ID NO: 9765, SEQ ED NO: 4799 / SEQ ID NO: 
9766, SEQ ID NO: 4800 / SEQ ID NO: 9767, SEQ ED NO: 4801 / SEQ ID NO: 9768, SEQ ED 
NO: 4802 / SEQ ED NO: 9769, SEQ ED NO: 4803 / SEQ ID NO: 9770, SEQ ID NO: 4804 / * 
SEQ m NO: 9771, SEQ ID NO: 4805 / SEQ ID NO: 9772, SEQ ID NO: 4806 / SEQ ID NO: 
9773, SEQ ID NO: 4807 / SEQ ID NO: 9774, SEQ ID NO: 4808 / SEQ ID NO: 9775, SEQ ED 
NO: 4809 / SEQ ID NO: 9776, SEQ ID NO: 4810 / SEQ ID NO: 9777, SEQ ID NO: 481 1 / 
SEQ ID NO: 9778, SEQ ED NO: 4812 / SEQ ID NO: 9779, SEQ ID NO: 4813 / SEQ ID NO: 
9780, SEQ ID NO: 4814 / SEQ ID NO: 9781, SEQ ID NO: 4815 / SEQ ID NO: 9782, SEQ ED 
NO: 4816 / SEQ ID NO: 9783, SEQ ID NO: 4817 / SEQ ID NO: 9784, SEQ ID NO: 4818 / 
SEQ ID NO: 9785, SEQ ED NO: 4819 / SEQ ID NO: 9786, SEQ ID NO: 4820 / SEQ ID NO: 
9787, SEQ ID NO: 4821 / SEQ ED NO: 9788, SEQ ED NO: 4822 / SEQ ID NO: 9789, SEQ ID 
NO: 4823 / SEQ ID NO: 9790, SEQ ID NO: 4824 / SEQ ID NO: 9791, SEQ ED NO: 4825 / 
SEQ ID NO: 9792, SEQ ID NO: 4826 / SEQ ID NO: 9793, SEQ ID NO: 4827 / SEQ ID NO: 
9794, SEQ ID NO: 4828 / SEQ ID NO: 9795, SEQ ED NO: 4829 / SEQ ID NO: 9796, SEQ ID 
NO: 4830 / SEQ ID NO: 9797, SEQ ID NO: 4832 / SEQ ID NO: 9798, SEQ ID NO: 4833 / 
SEQ ID NO: 9799, SEQ ID NO: 4834 / SEQ ID NO: 9800, SEQ ID NO: 4835 / SEQ ID NO: 
9801, SEQ ED NO: 4837 / SEQ ID NO: 9802, SEQ ID NO: 4838 / SEQ ID NO: 9803, SEQ ID 
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NO: 4839 / SEQ ED NO: 9804, SEQ ID NO: 4840 / SEQ ID NO: 9805, SEQ ID NO: 4841 / 
SEQ ID NO: 9806, SEQ ID NO: 4842 / SEQ ID NO: 9807, SEQ ID NO: 4843 / SEQ ID NO: 
9808, SEQ ID NO: 4844 / SEQ ID NO: 9809, SEQ ID NO: 4845 / SEQ ID NO: 9810, SEQ ID 
NO: 4846 / SEQ ID NO: 981 1, SEQ ID NO: 4847 / SEQ ID NO: 9812, SEQ ID NO: 4848 / 
SEQ ID NO: 9813, SEQ ID NO: 4849 / SEQ ID NO: 9814, SEQ ID NO: 4851 / SEQ ED NO: 
9815, SEQ ID NO: 4852 / SEQ ID NO: 9816, SEQ ID NO: 4853 / SEQ ID NO: 9817, SEQ ID 
NO: 4854 / SEQ ED NO: 9818, SEQ ID NO: 4855 / SEQ ID NO: 9819, SEQ ID NO: 4856 / 
SEQ ID NO: 9820, SEQ ID NO: 4857 / SEQ ID NO: 9821, SEQ ID NO: 4858 / SEQ ID NO: 
9822, SEQ ID NO: 4859 / SEQ ED NO: 9823, SEQ ED NO: 4860 / SEQ ID NO: 9824, SEQ ID 
NO: 4861 / SEQ ED NO: 9825, SEQ ID NO: 4862 / SEQ ID NO: 9826, SEQ ID NO: 4863 / 
SEQ ED NO: 9827, SEQ ID NO: 4864 / SEQ ID NO: 9828, SEQ ID NO: 4865 / SEQ ID NO: 
9829, SEQ ID NO: 4867 / SEQ ID NO: 9830, SEQ ID NO: 4868 / SEQ ED NO: 9831, SEQ ID 
NO: 4869 / SEQ ID NO: 9832, SEQ ED NO: 4870 / SEQ ID NO: 9833, SEQ ID NO: 4871 / 
SEQ ED NO: 9834, SEQ ID NO: 4872 / SEQ ID NO: 9835, SEQ ID NO: 4873 / SEQ ED NO: 
9836, SEQ ID NO: 4874 / SEQ ID NO: 9837, SEQ ID NO: 4875 / SEQ ED NO: 9838, SEQ ID 
NO: 4876 / SEQ ID NO: 9839, SEQ ED NO: 4877 / SEQ ID NO: 9840, SEQ ED NO: 4878 / 
SEQ ED NO: 9841, SEQ ID NO: 4879 / SEQ ED NO: 9842, SEQ ID NO: 4880 / SEQ ID NO: 
9843, SEQ ID NO: 4881 / SEQ ID NO: 9844, SEQ ID NO: 4882 / SEQ ID NO: 9845, SEQ ED 
NO: 4883 / SEQ ED NO: 9846, SEQ ID NO: 4884 / SEQ ID NO: 9847, _ 
SEQ ID NO: 4885 / SEQ ID NO: 9848, SEQ ED NO: 4886 / SEQ ED NO: 9849, SEQ ID NO: 
4887 / SEQ ED NO: 9850, SEQ ID NO: 4888 / SEQ ID NO: 9851, SEQ ID NO: 4889 / SEQ ID 
NO: 9852, SEQ ED NO: 4890 / SEQ ED NO: 9853, SEQ ED NO: 4891 / SEQ ED NO: 9854, SEQ 
ED NO: 4892 / SEQ ID NO: 9855, SEQ ID NO: 4894 / SEQ ED NO: 9856, SEQ ED NO: 4895 / 
SEQ ID NO: 9857, SEQ ID NO: 4896 / SEQ ID NO: 9858, SEQ ID NO: 4897 / SEQ ID NO: 
9859, SEQ ID NO: 4898 / SEQ ED NO: 9860, SEQ ID NO: 4899 / SEQ ID NO: 9861 , SEQ ED 
NO: 4900 / SEQ ID NO: 9862, SEQ ED NO: 4901 / SEQ ID NO: 9863, SEQ ED NO: 4902 / 
SEQ ID NO: 9864, SEQ ID NO: 4903 / SEQ ID NO: 9865, SEQ ID NO: 4904 / SEQ ID NO: 
9866, SEQ ED NO: 4905 / SEQ ED NO: 9867, SEQ ID NO: 4906 / SEQ ID NO: 9868, SEQ ED 
NO: 4907 / SEQ ID NO: 9869, SEQ ID NO: 4908 / SEQ ID NO: 9870, SEQ ED NO: 4909 / 
SEQ ED NO: 9871, SEQ ED NO: 4910 / SEQ ID NO: 9872, SEQ ID NO: 4911 / SEQ ID NO: 
9873, SEQ ID NO: 4912 / SEQ ID NO: 9874, SEQ ID NO: 4913 / SEQ ID NO: 9875, SEQ ID 
NO: 4914 / SEQ ED NO: 9876, SEQ ID NO: 4915 / SEQ ID NO: 9877, SEQ ID NO: 4916 / 
SEQ ID NO: 9878, SEQ ID NO: 4917 / SEQ ED NO: 9879, SEQ ID NO: 4918 / SEQ ID NO: 
9880, SEQ ID NO: 4919 / SEQ ID NO: 9881, SEQ ID NO: 4920 / SEQ ED NO: 9882, SEQ ID 
NO: 4921 / SEQ ID NO: 9883, SEQ ID NO: 4922 / SEQ ID NO: 9884, SEQ ID NO: 4923 / 
SEQ ED NO: 9885, SEQ ID NO: 4924 / SEQ ED NO: 9886, SEQ ID NO: 4925 / SEQ ID NO: 
9887, SEQ ID NO: 4926 / SEQ ID NO: 9888, SEQ ID NO: 4927 / SEQ ID NO: 9889, SEQ ED 
NO: 4928 / SEQ ID NO: 9890, SEQ ID NO: 4929 / SEQ ID NO: 9891, SEQ ID NO: 4931 / 
SEQ ED NO: 9892, SEQ ID NO: 4932 / SEQ ED NO: 9893, SEQ ED NO: 4933 / SEQ ID NO: 
9894, SEQ ID NO: 4934 / SEQ ID NO: 9895, SEQ ID NO: 4935 / SEQ ID NO: 9896, SEQ ED 
NO: 4936 / SEQ ID NO: 9897, SEQ ED NO: 4937 / SEQ ID NO: 9898, SEQ ID NO: 4938 / 
SEQ ID NO: 9899, SEQ ID NO: 4939 / SEQ ID NO: 9900, SEQ ID NO: 4940 / SEQ ID NO: 
9901, SEQ ID NO: 4941 / SEQ ID NO: 9902, SEQ ED NO: 4942 / SEQ ID NO: 9903, SEQ ID 
NO: 4944 / SEQ ID NO: 9904, SEQ ID NO: 4945 / SEQ ID NO: 9905, SEQ ID NO: 4946 / 
SEQ ID NO: 9906, SEQ ID NO: 4947 / SEQ ID NO: 9907, SEQ ID NO: 4948 / SEQ ID NO: 
9908, SEQ ED NO: 4949 / SEQ ID NO: 9909, SEQ ID NO: 4950 / SEQ ID NO: 9910, SEQ ID 
NO: 4951 / SEQ ED NO: 991 1, SEQ ID NO: 4952 / SEQ ID NO: 9912, SEQ ED NO: 4953 / 
SEQ ED NO: 9913, SEQ ID NO: 4954 / SEQ ID NO: 9914, SEQ ED NO: 4955 / SEQ ID NO: 
9915, SEQ ED NO: 4956 / SEQ ED NO: 9916, SEQ ID NO: 4957 / SEQ ID NO: 9917, SEQ ED 
NO: 4958 / SEQ ID NO: 9918, SEQ ID NO: 4959 / SEQ ID NO: 9919, SEQ ID NO: 4960 / 
SEQ ID NO: 9920, SEQ ID NO: 4961 / SEQ ID NO: 9921, SEQ ID NO: 4962 / SEQ ID NO: 
9922, SEQ ID NO: 4963 / SEQ ID NO: 9923, SEQ ID NO: 4964 / SEQ ID NO: 9924, SEQ ID 
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NO: 4965 / SEQ ID NO: 9925, SEQ ID NO: 4966 / SEQ ID NO: 9926, SEQ ID NO: 4967 / 
SEQ ID NO: 9927, SEQ ID NO: 4968 / SEQ ID NO: 9928, SEQ ID NO: 4969 / SEQ ID NO: 
9929, SEQ ID NO: 4970 / SEQ ID NO: 9930, SEQ ID NO: 4971 / SEQ ID NO: 9931, SEQ ID 
NO: 4972 / SEQ ID NO: 9932, SEQ ID NO: 4973 / SEQ ID NO: 9933, SEQ ID NO: 4974 / 
SEQ ID NO: 9934, SEQ ID NO: 4975 / SEQ ID NO: 9935, SEQ ID NO: 4976 / SEQ ID NO: 
9936, SEQ ID NO: 4977 / SEQ ID NO: 9937, SEQ ID NO: 4978 / SEQ ID NO: 9938, SEQ ID 
NO: 4979 / SEQ ID NO: 9939, SEQ ID NO: 4980 / SEQ ID NO: 9940, SEQ ID NO: 4981 / 
SEQ ID NO: 9941, SEQ ID NO: 4982 / SEQ ID NO: 9942, SEQ ID NO: 4983 / SEQ ID NO: 
9943, SEQ ID NO: 4984 / SEQ ID NO: 9944, SEQ ID NO: 4985 / SEQ ID NO: 9945, SEQ ID 
NO: 4986 / SEQ ID NO: 9946, SEQ ID NO: 4987 / SEQ ID NO: 9947, 
SEQ ID NO: 4988 / SEQ ID NO: 9948, SEQ ID NO: 4989 / SEQ ID NO: 9949, SEQ ID NO: 
4990 / SEQ ID NO: 9950, SEQ ID NO: 4991 / SEQ ID NO: 9951 , SEQ ID NO: 4992 / SEQ ID 
NO: 9952, SEQ ID NO: 4993 / SEQ ID NO: 9953, SEQ ID NO: 4994 / SEQ ID NO: 9954, SEQ 
ID NO: 4995 / SEQ ID NO: 9955, SEQ ID NO: 4996 / SEQ ID NO: 9956, SEQ ID NO: 4997 / 
SEQ ID NO: 9957, SEQ ID NO: 4998 / SEQ ID NO: 9958, SEQ ED NO: 4999 / SEQ ID NO: 
9959, SEQ ID NO: 5000 / SEQ ID tfO: 9960, SEQ ID NO: 5001 / SEQ ID NO: 9961, SEQ ID 
NO: 5002 / SEQ ID NO: 9962, SEQ ID NO: 5004 / SEQ ID NO: 9963, SEQ ID NO: 5005 / 
SEQ ID NO: 9964, SEQ ID NO: 5006 / SEQ ID NO: 9965, SEQ ID NO: 5007 / SEQ ID NO: 
9966, SEQ ID NO: 5008 / SEQ ED NO: 9967, SEQ ID NO: 5009 / SEQ ID NQ: 9968, SEQ ED_ 
NO: 5010 / SEQ ID NO: 9969, SEQ ID NO: 501 1 / SEQ ED NO: 9970, SEQ ID NO: 5012 / 
SEQ ID NO: 9971, SEQ ID NO: 5013 / SEQ ID NO: 9972, SEQ ID NO: 5014 / SEQ ED NO: 
9973, SEQ ID NO: 5016 / SEQ ED NO: 9974, SEQ ED NO: 5017 / SEQ ID NO: 9975, SEQ ED m 
NO: 5018 / SEQ ID NO: 9976, SEQ ID NO: 5019 / SEQ ID NO: 9977, SEQ ID NO: 5020 / • 
SEQ ID NO: 9978, SEQ ID NO: 5021 / SEQ ED NO: 9979, SEQ ED NO: 5022 / SEQ ID NO: 
9980, SEQ ID NO: 5024 / SEQ ID NO: 9981, SEQ ID NO: 5025 / SEQ ID NO: 9982, SEQ ID 
NO: 5026 / SEQ ED NO: 9983, SEQ ID NO: 5027 / SEQ ID NO: 9984, SEQ ED NO: 5028 / 
SEQ ID NO: 9985, SEQ ID NO: 5029 / SEQ ID NO: 9986, SEQ ID NO: 5030 / SEQ ID NO: 
9987, SEQ ID NO: 5031 / SEQ ID NO: 9988, SEQ ID NO: 5032 / SEQ ID NO: 9989, SEQ ED 
NO: 5033 / SEQ ID NO: 9990, SEQ ID NO: 5035 / SEQ ED NO: 9991, SEQ ID NO: 5036 / 
SEQ ID NO: 9992, SEQ ID NO: 5037 / SEQ ID NO: 9993, SEQ ED NO: 5038 / SEQ ID NO: 
9994, SEQ ID NO: 5039 / SEQ ED NO: 9995, SEQ ED NO: 5040 / SEQ ID NO: 9996, SEQ ID 
NO: 5041 / SEQ ID NO: 9997, SEQ ID NO: 5042 / SEQ ID NO: 9998, SEQ ID NO: 5043 / 
SEQ ID NO: 9999, SEQ ID NO: 5044 / SEQ ID NO: 10000, SEQ ID NO: 5045 / SEQ ED NO: 
10001, SEQ ID NO: 5046 / SEQ ID NO: 10002, SEQ ID NO: 5047 / SEQ ID NO: 10003, SEQ 
ID NO: 5048 / SEQ ID NO: 10004, SEQ ID NO: 5049 / SEQ ED NO: 10005, SEQ ID NO: 5050 
/ SEQ ID NO: 10006, SEQ ID NO: 5051 / SEQ ED NO: 10007, SEQ ED NO: 5052 / SEQ ID 
NO: 10008, SEQ ID NO: 5053 / SEQ ED NO: 10009, SEQ ID NO: 5054 / SEQ ID NO: 10010, 
SEQ ED NO: 5055 / SEQ ID NO: 10011, SEQ ID NO: 5056 / SEQ ED NO: 10012, SEQ ED NOf 
5057 / SEQ ID NO: 10013, SEQ ED NO: 5058 / SEQ ED NO: 10014, SEQ ID NO: 5059 / SEQ 
ID NO: 10015, SEQ ID NO: 5061 / SEQ ID NO: 10016, SEQ ID NO: 5062 / SEQ ID NO: 
10017, SEQ ID NO: 5064 / SEQ ID NO: 10018, SEQ ID NO: 5065 / SEQ ID NO: 10019, SEQ 
ED NO: 5066 / SEQ ID NO: 10020, SEQ ID NO: 5068 / SEQ ID NO: 10021, SEQ ID NO: 5069 
/ SEQ ID NO: 10022, SEQ ID NO: 5070 / SEQ ID NO: 10023, SEQ ID NO: 5071 / SEQ ID 
NO: 10024, SEQ ED NO: 5072 / SEQ ID NO: 10025, SEQ ID NO: 5073 / SEQ ID NO: 10026, 
SEQ ID NO: 5074 / SEQ ID NO: 10027, SEQ ID NO: 5075 / SEQ ID NO: 10028, SEQ ID NO: 
5076 / SEQ ID NO: 10029, SEQ ID NO: 5077 / SEQ ID NO: 10030, SEQ ID NO: 5078 / SEQ 
ID NO: 10031, SEQ ED NO: 5079 / SEQ ID NO: 10032, SEQ ID NO: 5080 / SEQ ID NO: 
10033, SEQ ED NO: 5082 / SEQ ID NO: 10034, SEQ ED NO: 5083 / SEQ ID NO: 10035, SEQ 
ED NO: 5084 / SEQ ID NO: 10036, SEQ ED NO: 5085 / SEQ ID NO: 10037, SEQ ID NO: 5086 
/ SEQ ED NO: 10038, SEQ ID NO: 5087 / SEQ ID NO: 10039, SEQ ED NO: 5088 / SEQ ID 
NO: 10040, SEQ ID NO: 5089 / SEQ ID NO: 10041 , SEQ ID NO: 5090 / SEQ ID NO: 10042, 
SEQ ID NO: 5091 / SEQ ED NO: 10043, SEQ ED NO: 5092 / SEQ ED NO: 10044, SEQ ED NO: 
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5093 / SEQ ID NO: 10045. SEQ ID NO: 5094 / SEQ ID NO: 10046, SEQ ID NO: 5095 / SEQ 
ID NO: 10047. 

SEQ ED NO: 5096 / SEQ ID NO: 10048. SEQ ED NO: 5097 / SEQ ED NO: 10049, SEQ ID NO: 
5098 / SEQ ED NO: 10050, SEQ ID NO: 5099 / SEQ ID NO: 10051, SEQ ED NO: 5101 / SEQ 
ED NO: 10052, SEQ ID NO: 5102 / SEQ ID NO: 10053, SEQ ED NO: 5103 / SEQ ID NO: 
10054 SEQ ID NO: 5104 / SEQ ID NO: 10055, SEQ ID NO: 5105 / SEQ ED NO: 10056, SEQ 
DD NO- 5106 / SEQ ID NO: 10057, SEQ ID NO: 5107 / SEQ ID NO: 10058. SEQ ED NO: 5108 
/ SEQ ED NO: 10059, SEQ ED NO: 5109 / SEQ ID NO: 10060, SEQ ED NO: 51 10 / SEQ ID 
NO- 10061 SEQ ED NO: 51 1 1 / SEQ ID NO: 10062. SEQ ID NO: 51 12 / SEQ ID NO: 10063, 
SEQ ED NO- 51 13 / SEQ ID NO: 10064, SEQ ED NO: 51 14 / SEQ ED NO: 10065, SEQ ID NO: 
5115 / SEQ ED NO: 10066, SEQ ID NO: 5116 / SEQ ID NO: 10067. SEQ ID NO: 5117 /SEQ 
ID NO: 10068. SEQ ID NO: 5118 / SEQ ED NO: 10069, SEQ ED NO: 5119 / SEQ ED NO: 
10070 SEQ ID NO: 5120 / SEQ ID NO: 10071. SEQ ED NO: 5121 / SEQ ED NO: 10072, SEQ 
ID NO- 5122 / SEQ ID NO: 10073, SEQ ID NO: 5123 / SEQ ED NO: 10074, SEQ ED NO: 5124 
/ SEQ ED NO: 10075, SEQ ED NO: 5127 / SEQ ED NO: 10076, SEQ ED NO: 5128 / SEQ ID 
NO: 10077, SEQ ED NO: 5129 / SEQ ID NO: 10078, SEQ ID NO: 5130 / SEQ ID NO: 10079. 
SEQ ED NO: 5131 /SEQ ED NO: 10080, SEQ ID NO: 5133 / SEQ DD NO: 10081, SEQ ED NO: 
5134 / SEQ ID NO: 10082, SEQ ED NO: 5135 / SEQ ED NO: 10083, SEQ ED NO: 5137 / SEQ 
ED NO: 10084, SEQ ID NO: 5138 / SEQ ED NO: 10085, SEQ ID NO: 5139 / SEQ ED NO: _ 
10086 SEQ ID NO: 5140 / SEQ ID NO: 10087. SEQ ED NO: 5141 / SEQ ED NO: 10088, SEQ 
ED NO: 5142 / SEQ ID NO: 10089, SEQ ED NO: 5143 / SEQ ED NO: 10090, SEQ ED NO: 5144 
/ SEQ ED NO: 10091, SEQ ED NO: 5145 / SEQ ED NO: 10092, SEQ ED NO: 5146 / SEQ ID 
NO: 10093, SEQ ED NO: 5147 / SEQ ED NO: 10094, SEQ ED NO: 5148 / SEQ ED NO: 10095, 
SEQ ED NO: 5149 / SEQ ED NO: 10096, SEQ ED NO: 5150 / SEQ ED NO: 10097, SEQ ED NO: 
5151 / SEQ ED NO: 10098, SEQ ED NO: 5153 / SEQ ID NO: 10099, SEQ ED NO: 5154 / SEQ 
ED NO: 10100, SEQ ED NO: 5155 / SEQ ED NO: 10101, SEQ ED NO: 5156 / SEQ ED NO: 
10102, SEQ ID NO: 5157 / SEQ ED NO: 10103, SEQ ED NO: 5158 / SEQ ED NO: 10104, SEQ 
ED NO- 5159 / SEQ ED NO: 10105, SEQ ID NO: 5160 / SEQ ED NO: 10106, SEQ ED NO: 5161 
/ SEQ ED NO: 10107, SEQ ED NO: 5162 / SEQ ED NO: 10108, SEQ ED NO: 5163 / SEQ ED 
NO- 10109 SEQ ED NO: 5164 / SEQ ED NO: 10110, SEQ ED NO: 5165 / SEQ ED NO: 10111. 
SEQ ID NO- 5166 / SEQ ED NO: 101 12, SEQ ED NO: 5167 / SEQ ED NO: 101 13, SEQ ID NO: 
5168 / SEQ ED NO: 10114, SEQ ID NO: 5169 / SEQ ED NO: 10115, SEQ ED NO: 5170 / SEQ 
ED NO: 101 16, SEQ ED NO: 5171 / SEQ ED NO: 10117, SEQ ED NO: 5172 / SEQ ID NO: 
101 18, SEQ ED NO: 5173 / SEQ ID NO: 10119, SEQ ED NO: 5174 / SEQ ED NO: 10120, SEQ 
ED NO- 5175 / SEQ ED NO: 10121, SEQ ED NO: 5176 / SEQ ED NO: 10122, SEQ ED NO: 5177 
/ SEQ ED NO: 10123. SEQ ED NO: 5178 / SEQ ED NO: 10124. SEQ ID NO: 5179 / SEQ ED 
NO- 10125 SEQ ED NO: 5180 / SEQ ED NO: 10126, SEQ ED NO: 5181 / SEQ ED NO: 10127. 
SEQ ED NO: 5182 / SEQ ED NO: 10128. SEQ ID NO: 5183 / SEQ ED NO: 10129, SEQ ED NOf 
5184 / SEQ ID NO: 10130, SEQ ED NO: 5185 / SEQ ID NO: 10131, SEQ ED NO: 5186 / SEQ 
ID NO- 10132. SEQ ED NO: 5187 / SEQ ID NO: 10133, SEQ ID NO: 5188 / SEQ ED NO: 
10134 SEQ ID NO: 5189 / SEQ ID NO: 10135, SEQ ED NO: 5190/ SEQ ED NO: 10136, SEQ 
ID NO: 5191 / SEQ ED NO: 10137, SEQ ED NO: 5192 / SEQ EO NO: 10138, SEQ ID NO: 5193 
/ SEQ ED NO: 10139, SEQ ID NO: 5194 / SEQ ED NO: 10140, SEQ ED NO: 5195 / SEQ ED 
NO- 10141 SEQ ED NO: 5196 / SEQ ED NO: 10142, SEQ ED NO: 5197 / SEQ ED NO: 10143, 
SEQ ID NO: 5198 / SEQ ED NO: 10144, SEQ ID NO: 5200 / SEQ ED NO: 10145, SEQ ID NO: 
5201 / SEQ ID NO: 10146, SEQ ED NO: 5202 / SEQ ID NO: 10147. 

SEQ ED NO: 5204 / SEQ ID NO: 10148. SEQ ID NO: 5206 / SEQ ID NO: 10149. SEQ ED NO: 
5207 / SEQ ID NO: 10150, SEQ ID NO: 5208 / SEQ ID NO: 10151, SEQ ED NO: 5209 / SEQ 
ID NO: 10152, SEQ ED NO: 5211 / SEQ ED NO: 10153. SEQ ED NO: 5212 / SEQ ID NO: 
10154 SEQ DD NO: 5213 / SEQ ID NO: 10155, SEQ ED NO: 5214 / SEQ ED NO: 10156. SEQ 
ED NO: 5215 / SEQ ID NO: 10157, SEQ ID NO: 5216 / SEQ ID NO: 10158, SEQ ID NO: 5217 
/ SEQ ED NO: 10159, SEQ ID NO: 5218 / SEQ ED NO: 10160, SEQ ED NO: 5219 / SEQ ED 
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NO: 10161, SEQ ID NO: 5220 / SEQ ID NO: 10162, SEQ ID NO: 5221 / SEQ ID NO: 10163, 
SEQ ID NO: 5222 / SEQ ED NO: 10164, SEQ ID NO: 5223 / SEQ ID NO: 10165, SEQ ID NO: 
5224 / SEQ ID NO: 10166, SEQ ID NO: 5225 / SEQ ID NO: 10167, SEQ ID NO: 5227 / SEQ 
ID NO: 10168. SEQ ID NO: 5229 / SEQ ED NO: 10169, SEQ ID NO: 523 1 / SEQ ED NO: 
10170, SEQ ED NO: 5232 / SEQ ID NO: 10171, SEQ ED NO: 5234 / SEQ ID NO: 10172, SEQ 
ID NO: 5235 / SEQ ED NO: 10173, SEQ ED NO: 5236 / SEQ ID NO: 10174, SEQ ED NO: 5251 
/ SEQ ID NO: 10175, SEQ DO NO: 5252 / SEQ ID NO: 10176, SEQ ED NO: 5253 / SEQ ID 
NO: 10177, SEQ ED NO: 5254 / SEQ ED NO: 10178. SEQ ID NO: 5255 / SEQ ED NO: 10179, 
SEQ ID NO: 5256 / SEQ ED NO: 10180, SEQ ED NO: 5257 / SEQ ED NO: 10181, SEQ DO NO: 
5258 / SEQ ED NO: 10182, SEQ ED NO: 5259 / SEQ ID NO: 10183, SEQ ID NO: 5260 / SEQ 
ID NO: 10184, SEQ ED NO: 5261 / SEQ ED NO: 10185, SEQ ID NO: 5262 / SEQ ED NO: 
10186, SEQ ID NO: 5263 / SEQ ED NO: 10187, SEQ ED NO: 5264 / SEQ ID NO: 10188, SEQ 
ID NO: 5265 / SEQ ID NO: 10189, SEQ ID NO: 5266 / SEQ ID NO: 10190, SEQ ED NO: 5267 
/ SEQ ID NO: 10191, SEQ ED NO: 5268 / SEQ ID NO: 10192, SEQ ED NO: 5269 /SEQ ED 
NO: 10193, SEQ ED NO: 5270 / SEQ ID NO: 10194, SEQ ID NO: 5271 / SEQ ID NO: 10195, 
SEQ ID NO: 5272 / SEQ ID NO: 10496, SEQ ID NO: 5273 / SEQ ID NO: 10197. SEQ ED NO: 
5274 / SEQ ID NO: 10198, SEQ ID NO: 5275 / SEQ ID NO: 10199, SEQ ID NO: 5276 / SEQ 
ID NO: 10200, SEQ ED NO: 5277 / SEQ ID NO: 10201. SEQ ID NO: 5278 / SEQ ID NO: 
10202, SEQ ID NO: 5279 / SEQ ID NO: 10203, SEQ ED NQ: 5280 / SEQ ID NO: 10204, SEQ__ 
CD NO: 5281 / SEQ ID NO: 10205, SEQ ED NO: 5282 / SEQ ED NO: 10206. SEQ ID NO: 5283 
/ SEQ ID NO: 10207, SEQ ED NO: 5284 / SEQ ID NO: 10208, SEQ ID NO: 5285 / SEQ ED 
NO: 10209, SEQ ED NO: 5286 / SEQ ED NO: 10210, SEQ ID NO: 5287 / SEQ ED NO: 1021 1 , 
SEQ ED NO: 5288 / SEQ ID NO: 10212, SEQ ID NO: 5289 / SEQ ID NO: 10213, SEQ ED NO:" 
5290 / SEQ ID NO: 10214, SEQ ID NO: 5291 / SEQ ED NO: 10215, SEQ ID NO: 5292 / SEQ 
ID NO: 10216, SEQ ED NO: 5293 / SEQ ED NO: 10217, SEQ ID NO: 5294 / SEQ ED NO: 
10218, SEQ ID NO: 5295 / SEQ ED NO: 10219, SEQ ED NO: 5296 / SEQ ID NO: 10220, SEQ 
ED NO: 5297 / SEQ ID NO: 10221, SEQ ED NO: 5298 / SEQ ID NO: 10222, SEQ ID NO: 5299 
/ SEQ ID NO: 10223, SEQ ID NO: 5300 / SEQ ID NO: 10224, SEQ ED NO: 5301 / SEQ ED 
NO: 10225. SEQ ED NO: 5302 / SEQ ID NO: 10226, SEQ ED NO: 5303 / SEQ ID NO: 10227, 
SEQ ED NO: 5304 / SEQ ED NO: 10228, SEQ ED NO: 5305 / SEQ ID NO: 10229, SEQ ED NO: 
5306 / SEQ ED NO: 10230, SEQ ID NO: 5307 / SEQ ID NO: 10231, SEQ ID NO: 5308 / SEQ 
ID NO: 10232, SEQ ID NO: 5309 / SEQ ID NO: 10233, SEQ ID NO: 5310 / SEQ ED NO: 
10234, SEQ ID NO: 5311 / SEQ ED NO: 10235, SEQ ED NO: 5312 / SEQ ID NO: 10236, SEQ 
ED NO: 5313 / SEQ ID NO: 10237, SEQ ID NO: 5314 / SEQ ID NO: 10238, SEQ ED NO: 5315 
/ SEQ ED NO: 10239, SEQ ID NO: 5317 / SEQ ID NO: 10240. SEQ ED NO: 5318 / SEQ ID 
NO: 10241, SEQ ID NO: 5319 / SEQ ED NO: 10242, SEQ ID NO: 5320 / SEQ DD NO: 10243, 
SEQ ED NO: 5321 / SEQ CD NO: 10244, SEQ ED NO: 5322 / SEQ ID NO: 10245, SEQ ED NO: 
5323 / SEQ ID NO: 1 0246, SEQ ED NO: 5324 / SEQ ED NO: 10247, 

SEQ ID NO: 5325 / SEQ ID NO: 10248, SEQ ED NO: 5326 / SEQ ID NO: 10249, SEQ ID NO: 
5327 / SEQ ID NO: 10250, SEQ ID NO: 5328 / SEQ CD NO: 10251, SEQ ID NO: 5329 / SEQ 
ED NO: 10252, SEQ ID NO: 5330 / SEQ CD NO: 10253, SEQ E> NO: 5331 / SEQ ID NO: 
10254, SEQ ED NO: 5332 / SEQ ED NO: 10255, SEQ ED NO: 5333 / SEQ ED NO: 10256, SEQ 
CD NO: 5334 / SEQ ED NO: 10257, SEQ CD NO: 5335 / SEQ ED NO: 10258, SEQ ED NO: 5336 
/ SEQ CD NO: 10259, SEQ ID NO: 5337 / SEQ ID NO: 10260, SEQ ED NO: 5338 / SEQ CD 
NO: 10261, SEQ ID NO: 5339 / SEQ ID NO: 10262, SEQ ID NO: 5340 / SEQ CD NO: 10263. 
SEQ ED NO: 5341 / SEQ ID NO: 10264. SEQ ID NO: 5342 / SEQ CD NO: 10265. SEQ ID NO: 
5343 / SEQ CD NO: 10266, SEQ CD NO: 5344 / SEQ ID NO: 10267, SEQ ID NO: 5345 / SEQ 
CD NO: 10268, SEQ ED NO: 5346 / SEQ ID NO: 10269, SEQ ID NO: 5347 / SEQ CD NO: 
10270, SEQ ID NO: 5348 / SEQ ED NO: 10271, SEQ ED NO: 5349 / SEQ ID NO: 10272, SEQ 
CD NO: 5350 / SEQ ID NO: 10273, SEQ ED NO: 5351 / SEQ ID NO: 10274, SEQ ID NO: 5352 
/ SEQ ED NO: 10275, SEQ ID NO: 5353 / SEQ ID NO: 10276, SEQ ID NO: 5354 / SEQ ID 
NO: 10277. SEQ ID NO: 5355 / SEQ CD NO: 10278, SEQ ED NO: 5356 / SEQ CD NO: 10279. 
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SEQ ED NO: 5357 / SEQ ID NO: 10280, SEQ ID NO: 5358 / SEQ ID NO: 10281, SEQ ID NO: 
5359 / SEQ ID NO: 10282, SEQ ID NO: 5360 / SEQ ID NO: 10283, SEQ ID NO: 5362 / SEQ 
ID NO: 10284, SEQ ID NO: 5363 / SEQ ID NO: 10285, SEQ ID NO: 5364 / SEQ ID NO: 
10286, SEQ ID NO: 5365 / SEQ ID NO: 10287, SEQ ID NO: 5366 / SEQ ID NO: 10288, SEQ 
ID NO: 5367 / SEQ ID NO: 10289, SEQ ID NO: 5368 / SEQ ED NO: 10290, SEQ ID NO: 5369 
/ SEQ ID NO: 10291, SEQ ID NO: 5370 / SEQ DD NO: 10292, SEQ ID NO: 5371 / SEQ ED 
NO: 10293, SEQ ID NO: 5372 / SEQ DO NO: 10294, SEQ ED NO: 5373 / SEQ ID NO: 10295, 
SEQ ED NO: 5374 / SEQ ED NO: 10296, SEQ ED NO: 5375 / SEQ ID NO: 10297, SEQ ID NO: 
5376 / SEQ ID NO: 10298, SEQ ID NO: 5377 / SEQ ID NO: 10299, SEQ ID NO: 5378 / SEQ 
ID NO: 10300, SEQ ID NO: 5379 / SEQ ED NO: 10301 , SEQ ID NO: 5380 / SEQ ID NO: 
10302, SEQ ID NO: 5381 / SEQ ID NO: 10303, SEQ ID NO: 5382 / SEQ ID NO: 10304, SEQ 
ID NO: 5383 / SEQ ID NO: 10305, SEQ ID NO: 5384 / SEQ ID NO: 10306, SEQ ID NO: 5385 
/ SEQ ID NO: 10307, SEQ ID NO: 5386 / SEQ ID NO: 10308, SEQ ID NO: 5387 / SEQ ID 
NO: 10309, SEQ ID NO: 5388 / SEQ ED NO: 10310, SEQ ID NO: 5389 / SEQ ID NO: 10311, 
SEQ ID NO: 5390 / SEQ DD NO: 10312, SEQ ED NO: 5391 / SEQ DD NO: 10313, SEQ ID NO: 
5392 / SEQ ED NO: 10314, SEQ ED MO: 5393 / SEQ DD NO: 10315, SEQ ID NO: 5394 / SEQ 
ID NO: 10316, SEQ DD NO: 5395 / SEQ ID NO: 10317, SEQ ID NO: 5396 / SEQ ED NO: 
10318, SEQ ED NO: 5397 / SEQ ID NO: 10319, SEQ ED NO: 5398 / SEQ ID NO: 10320, SEQ 
ID NO: 5399 / SEQ ED NO: 10321, SEQ ED NO: 5400 / SEQ ID NO: 10322, SEQ ID NO: 5401. 
/ SEQ ED NO: 10323, SEQ ID NO: 5402 / SEQ ID NO: 10324, SEQ ID NO: 5403 / SEQ ED 
NO: 10325. SEQ ID NO: 5404 / SEQ ID NO: 10326, SEQ ED NO: 5405 / SEQ ED NO: 10327, 
SEQ DD NO: 5407 / SEQ ED NO: 10328, SEQ ID NO: 5408 / SEQ DD NO: 10329. SEQ ED NO:. 
5409 / SEQ ID NO: 10330, SEQ ID NO: 5410 / SEQ DD NO: 10331, SEQ ED NO: 5411 / SEQ 
DD NO: 10332, SEQ DD NO: 5412 / SEQ DD NO: 10333, SEQ DD NO: 5413 / SEQ ED NO: 
10334, SEQ DD NO: 5414 / SEQ DD NO: 10335, SEQ ED NO: 5415 / SEQ DD NO: 10336, SEQ 
DD NO: 5416 / SEQ DD NO: 10337, SEQ DD NO: 5417 / SEQ DD NO: 10338, SEQ DD NO: 5418 
/ SEQ DD NO: 10339, SEQ DD NO: 5419 / SEQ DD NO: 10340, SEQ ED NO: 5420 / SEQ DD 
NO: 10341, SEQ DD NO: 5421 / SEQ DD NO: 10342, SEQ DD NO: 5422 / SEQ DD NO: 10343. 
SEQ DD NO: 5423 / SEQ DD NO: 10344. SEQ DD NO: 5424 / SEQ ED NO: 10345, SEQ DD NO: 
5425 / SEQ DD NO: 10346, SEQ DD NO: 5426 / SEQ DD NO: 10347. 

SEQ DD NO: 5427 / SEQ DD NO: 10348, SEQ DD NO: 5428 / SEQ ED NO: 10349, SEQ DD NO: 
5429 / SEQ ED NO: 10350, SEQ DD NO: 5430 / SEQ DD NO: 10351, SEQ DD NO: 5431 / SEQ 
DD NO: 10352, SEQ DD NO: 5432 / SEQ ID NO: 10353, SEQ DD NO: 5433 / SEQ DD NO: 
10354, SEQ DD NO: 5434 / SEQ DD NO: 10355, SEQ DD NO: 5435 / SEQ DD NO: 10356, SEQ 
DD NO: 5436 / SEQ ED NO: 10357, SEQ DD NO: 5437 / SEQ DD NO: 10358. SEQ DD NO: 5438 
/ SEQ ID NO: 10359, SEQ DD NO: 5439 / SEQ DD NO: 10360, SEQ DD NO: 5440 / SEQ DD 
NO: 10361, SEQ DD NO: 5442 / SEQ DD NO: 10362, SEQ DD NO: 5443 / SEQ DD NO: 10363, 
SEQ DD NO: 5444 / SEQ DD NO: 10364, SEQ DD NO: 5445 / SEQ DD NO: 10365, SEQ DD NOf 
5446 / SEQ DD NO: 10366, SEQ ED NO: 5447 / SEQ DD NO: 10367, SEQ DD NO: 5448 / SEQ 
DD NO: 10368, SEQ DD NO: 5449 / SEQ DD NO: 10369, SEQ DD NO: 5450 / SEQ DD NO: 
10370, SEQ DD NO: 5451 / SEQ DD NO: 10371, SEQ DD NO: 5452 / SEQ ED NO: 10372, SEQ 
DD NO: 5453 / SEQ DD NO: 10373, SEQ DD NO: 5454 / SEQ DD NO: 10374, SEQ DD NO: 5455 
/ SEQ ED NO: 10375, SEQ DD NO: 5457 / SEQ DD NO: 10376, SEQ DD NO: 5458 / SEQ ED 
NO: 10377, SEQ DD NO: 5460 / SEQ DD NO: 10378, SEQ DD NO: 5461 / SEQ DD NO: 10379. 
SEQ DD NO: 5462 / SEQ DD NO: 10380. SEQ DD NO: 5463 / SEQ DD NO: 10381, SEQ ED NO: 
5464 / SEQ DD NO: 10382, SEQ ED NO: 5465 / SEQ DD NO: 10383, SEQ DD NO: 5466 / SEQ 
DD NO: 10384, SEQ DD NO: 5467 / SEQ DD NO: 10385. SEQ ED NO: 5468 / SEQ ED NO: 
10386, SEQ ED NO: 5469 / SEQ DD NO: 10387, SEQ DD NO: 5470 / SEQ DD NO: 10388, SEQ 
DD NO: 5471 / SEQ DD NO: 10389, SEQ ED NO: 5472 / SEQ DD NO: 10390. SEQ DD NO: 5473 
/ SEQ DD NO: 10391, SEQ DD NO: 5474 / SEQ ED NO: 10392, SEQ DD NO: 5475 / SEQ DD 
NO: 10393. SEQ DD NO: 5476 / SEQ DD NO: 10394, SEQ DD NO: 5477 / SEQ DD NO: 10395, 
SEQ ED NO: 5478 / SEQ DD NO: 10396, SEQ DD NO: 5479 / SEQ DD NO: 10397, SEQ DD NO: 
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5480 / SEQ ID NO: 10398, SEQ ID NO: 5481 / SEQ ID NO: 10399, SEQ ID NO: 5482 / SEQ 
ID NO: 10400, SEQ ID NO: 5483 / SEQ ID NO: 10401, SEQ ID NO: 5484 / SEQ ID NO: 
10402, SEQ ID NO: 5485 / SEQ ID NO: 10403, SEQ ID NO: 5486 / SEQ ID NO: 10404, SEQ 
ID NO: 5487 / SEQ ID NO: 10405, SEQ ID NO: 5488 / SEQ ID NO: 10406, SEQ ID NO: 5489 
/ SEQ ID NQ: 10407, SEQ ID NO: 5490 / SEQ ID NO: 10408, SEQ ID NO: 5491 / SEQ ID 
NO: 10409, SEQ ID NO: 5492 / SEQ ID NO: 10410, SEQ ID NO: 5493 / SEQ ID NO: 10411, 
SEQ ID NO: 5494 / SEQ ID NO: 10412, SEQ ID NO: 5496 / SEQ ID NO: 10413, SEQ ID NO: 
5497 / SEQ ID NO: 10414, SEQ ID NO: 5498 / SEQ ID NO: 10415, SEQ ID NO: 5499 / SEQ 
ID NO: 10416, SEQ ID NO: 5500 / SEQ ID NO: 10417, SEQ ID NO: 5501 / SEQ ID NO: 
10418, SEQ ID NO: 5502 / SEQ ID NO: 10419, SEQ ID NO: 5503 / SEQ ID NO: 10420, SEQ 
ID NO: 5504 / SEQ ID NO: 10421, SEQ ID NO: 5505 / SEQ ID NO: 10422, SEQ ID NO: 5506 
/ SEQ ID NO: 10423, SEQ ID NO: 5507 / SEQ ED NO: 10424, SEQ ID NO: 5508 / SEQ ID 
NO: 10425, SEQ ID NO: 5509 / SEQ ID NO: 10426, SEQ ID NO: 5510 / SEQ ID NO: 10427, 
SEQ ID NO: 5511 / SEQ ID NO: 10428, SEQ ED NO: 5512 / SEQ ID NO: 10429, SEQ ID NO: 
5513 / SEQ ID NO: 10430, SEQ ID NO: 5514 / SEQ ED NO: 10431, SEQ ID NO: 5515 / SEQ 
ID NO: 10432, SEQ ID NO: 5517 / t SEQ ID NO: 10433, SEQ ID NO: 5518 / SEQ ID NO: 
10434, SEQ ID NO: 5519 / SEQ ID NO: 10435, SEQ ID NO: 5520 / SEQ ED NO: 10436, SEQ 
ED NO: 5521 / SEQ ID NO: 10437, SEQ ED NO: 5522 / SEQ ID NO: 10438, SEQ ID NO: 5523 
/ SEQ ID NO: 10439, SEQ ID NO: 5524 / SEQ ID NO: 10440, SEQ ID NO: 5525 / SEQ ED _ 
NO: 10441, SEQ ID NO: 5526 / SEQ ID NO: 10442, SEQ ED NO: 5527 / SEQ ID NO: 10443, 
SEQ ID NO: 5528 / SEQ ID NO: 10444, SEQ ED NO: 5529 / SEQ ED NO: 10445, SEQ ID NO: 
5530 / SEQ ED NO: 10446, SEQ ED NO: 5531 / SEQ ID NO: 10447, 

SEQ ED NO: 5532 / SEQ ID NO: 10448, SEQ ED NO: 5533 / SEQ ID NO: 10449, SEQ ED NO: 
5534 / SEQ ID NO: 10450. SEQ ID NO: 5535 / SEQ ED NO: 10451, SEQ ED NO: 5536 / SEQ 
ID NO: 10452, SEQ ID NO: 5537 / SEQ ID NO: 10453, SEQ ID NO: 5538 / SEQ ED NO: 
10454, SEQ ED NO: 5539 / SEQ ID NO: 10455, SEQ ID NO: 5540 / SEQ ID NO: 10456, SEQ 
ID NO: 5541 / SEQ ID NO: 10457, SEQ ID NO: 5542 / SEQ ED NO: 10458, SEQ ID NO: 5543 
/ SEQ ID NO: 10459, SEQ ID NO: 5544 / SEQ ID NO: 10460, SEQ ID NO: 5545 / SEQ ID 
NO: 10461, SEQ ID NO: 5546 / SEQ ID NO: 10462, SEQ ID NO: 5547 / SEQ ID NO: 10463 
SEQ ID NO: 161 11 / SEQ ED NO: 16165, SEQ ED NO: 161 12 / SEQ ID NO: 16166, SEQ ID 
NO: 161 13 / SEQ ID NO: 16167, SEQ ID NO: 161 14 / SEQ ID NO: 16168, SEQ ID NO: 161 15 
/ SEQ ID NO: 16169, SEQ ID NO: 161 16 / SEQ ED NO: 16170, SEQ ID NO: 161 17 / SEQ ED 
NO: 16171, SEQ ED NO: 16118 /SEQ ED NO: 16172, SEQ ID NO: 16119/ SEQ ID NO: 16173, 
SEQ ID NO: 16120 / SEQ ID NO: 16174, SEQ ID NO: 16121 / SEQ ID NO: 16175, SEQ ED 
NO: 16122 / SEQ ID NO: 16176, SEQ ED NO: 16123 / SEQ ID NO: 16177, SEQ ID NO: 16124 
/ SEQ ID NO: 16178, SEQ ED NO: 16125 / SEQ ID NO: 16179, SEQ ED NO: 16126 / SEQ ED 
NO: 16180, SEQ ID NO: 16127 /SEQ ED NO: 16181, SEQ ID NO: 16128 /SEQ ID NO: 16182, 
SEQ ID NO: 16129 / SEQ ID NO: 16183, SEQ ID NO: 16130 / SEQ ID NO: 16184, SEQ ID 
NO: 16131 / SEQ ED NO: 16185, SEQ ED NO: 16132 /SEQ ID NO: 16186, SEQ ID NO: 16133 
/ SEQ ID NO: 16187, SEQ ED NO: 16134 / SEQ ID NO: 16188, SEQ ID NO: 16135 / SEQ ED 
NO: 16189, SEQ ID NO: 16136 / SEQ ID NO: 16190, SEQ ID NO: 16137 / SEQ ID NO: 16191, 
SEQ ID NO: 16138 / SEQ ID NO: 16192, SEQ ID NO: 16139 / SEQ ID NO: 16193, SEQ ID 
NO: 16140 / SEQ ID NO: 16194, SEQ ID NO: 16141 / SEQ ID NO: 16195, SEQ ID NO: 16142 
/ SEQ ID NO: 16196, SEQ ED NO: 16143 / SEQ ID NO: 16197, SEQ ID NO: 16144 / SEQ ID 
NO: 16198, SEQ ID NO: 16145 / SEQ ID NO: 16199, SEQ ID NO: 16146 / SEQ ID NO: 16200, 
SEQ ED NO: 16147 / SEQ ID NO: 16201, SEQ ID NO: 16148 / SEQ ID NO: 16202, SEQ ID 
NO: 16149 / SEQ ED NO: 16203, SEQ ID NO: 16150 / SEQ ID NO: 16204, SEQ ID NO: 16151 
/ SEQ ED NO: 16205, SEQ ED NO: 16152 / SEQ ID NO: 16206, SEQ ED NO: 16153 / SEQ ID 
NO: 16207, SEQ ID NO: 16154 / SEQ ED NO: 16208, SEQ ID NO: 16155 / SEQ ED NO: 16209, 
SEQ ED NO: 16156 / SEQ ID NO: 16210, SEQ ED NO: 16157 / SEQ ED NO: 1621 1 , SEQ ID 
NO: 16158 / SEQ ID NO: 16212, SEQ ID NO: 16159 / SEQ ID NO: 16213, SEQ ID NO: 16160 
/ SEQ ID NO: 16214, SEQ ID NO: 16161 / SEQ ID NO: 16215, SEQ ID NO: 16162 / SEQ ID 
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NO: 16216, SEQ ID NO: 16163 / SEQ JD NO: 16217, and SEQ ID NO: 16164 / SEQ ID NO: 
16218 

4. A polynucleotide which can be synthesized with the primer set of claim 2 or 3. 

5. A polynucleotide comprising a coding region in the polynucleotide of claim 4. 

6. A substantially pure protein encoded by polynucleotide of claim 4. 

7. A partial peptide of the protein of claim 6. 

8. An isolated polynucleotide selected from the group consisting of 

(a) a polynucleotide comprising a coding region of the nucleotide sequence set forth in any one of the following 
SEQ ID NOs: 
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SEQ ID NO: 10468, SEQ ID NO: 10470, SEQ ID NO: 10471, SEQ ID NO: 10472, SEQ ID 
NO: 10473, SEQ ID NO: 10475, SEQ ID NO: 10477, SEQ ID NO: 10479, SEQ K> NO: 10481, 
SEQ ID NO: 10483, SEQ ID NO: 10485, SEQ ID NO: 10487, SEQ ID NO: 10488, SEQ ID 
NO: 10489, SEQ ID NO: 10491, SEQ ID NO: 10493, SEQ ID NO: 10495, SEQ ID NO: 10496, 
SEQ ID NO: 10497, SEQ ID NO: 10498, SEQ ID NO: 10500, SEQ ID NO: 10502, SEQ ID 
NO: 10503, SEQ ID NO: 10504, SEQ ID NO: 10505, SEQ ID NO: 10507, SEQ ID NO: 10508, 
SEQ ID NO: 10510, SEQ ID NO: 1051 1, SEQ ID NO: 10512, SEQ ID NO: 10514, SEQ ID 
NO: 10516, SEQ ID NO: 10517. SEQ ID NO: 10519, SEQ ID NO: 10521, SEQ ID NO: 10523, 
SEQ ID NO: 10524, SEQ ID NO: 10526, SEQ ED NO: 10528, SEQ ID NO: 10529, SEQ ID 
NO: 10530, SEQ ID NO: 10532, SEQ ID NO: 10534, SEQ ID NO: 10535, SEQ ED NO: 10537^ 
SEQ ID NO: 10539, SEQ ED NO: 10540, SEQ ED NO: 10542, SEQ ED NO: 10543, SEQ ID 
NO: 10545, SEQ ID NO: 10546, SEQ ID NO: 10548, SEQ ED NO: 10550, SEQ ID NO: 10551, 
SEQ ID NO: 10553, SEQ ID NO: 10555, SEQ ED NO: 10556, SEQ ED NO: 10557, SEQ ID 
NO: 10558, SEQ ID NO: 10560, SEQ ED NO: 10562, SEQ ED NO: 10564, SEQ ED NO: 10566,' 
SEQ ED NO: 10567, SEQ ID NO: 10569, SEQ ED NO: 10571, SEQ ED NO: 10573, SEQ ED 
NO: 10574, SEQ ED NO: 10576, SEQ ED NO: 10578, SEQ ED NO: 10580, SEQ ED NO: 10582, 
SEQ ED NO: 10584, SEQ ED NO: 10586, SEQ ED NO: 10588, SEQ ED NO: 10590, SEQ ID 
NO: 10592, SEQ ID NO: 10594, SEQ ID NO: 10596, SEQ ID NO: 10597, SEQ ID NO: 10599, 
SEQ ED NO: 10601 , SEQ ID NO: 10603. SEQ ED NO: 10604, SEQ ID NO: 10606, SEQ ID 
NO: 10607, SEQ ID NO: 10609, SEQ ED NO: 10611, SEQ ID NO: 10613, SEQ ED NO: 10614, 
SEQ ID NO: 10615, SEQ ED NO: 10616, SEQ ID NO: 10618, SEQ ED NO: 10619, SEQ ED 
NO: 10620, SEQ ED NO: 10622, SEQ ID NO: 10624, SEQ ED NO: 10625, SEQ ED NO: 10627, 
SEQ ID NO: 10629. 

SEQ ID NO: 10630, SEQ ED NO: 10632, SEQ ID NO: 10633, SEQ ED NO: 10635, SEQ ID 
NO: 10637, SEQ ED NO: 10639, SEQ ED NO: 10641, SEQ ED NO: 10642, SEQ DD NO: 10644, 
SEQ ED NO: 10646. SEQ ED NO: 10647, SEQ ID NO: 10648, SEQ ED NO: 10649, SEQ ID 
NO: 10650, SEQ ED NO: 10652. SEQ ED NO: 10654. SEQ ID NO: 10655, SEQ ID NO: 10656, 
SEQ ED NO: 10658, SEQ EO NO: 10659, SEQ ED NO: 10661, SEQ EO NO: 10663, SEQ ID 
NO: 10665, SEQ ID NO: 10667, SEQ ED NO: 10669, SEQ ID NO: 10670, SEQ ID NO: 10671; 
SEQ ED NO: 10673, SEQ ED NO: 10674, SEQ ED NO: 10676, SEQ ED NO: 10678, SEQ ID 
NO: 10680. SEQ ID NO: 10682. SEQ ED NO: 10683. SEQ ED NO: 10685, SEQ ED NO: 10687, 
SEQ ED NO: 10689, SEQ ED NO: 10691, SEQ ED NO: 10693, SEQ ID NO: 10695, SEQ ED 
NO: 10696, SEQ ED NO: 10698, SEQ ID NO: 10700. SEQ ID NO: 10702, SEQ ED NO: 10704, 
SEQ ID NO: 10706, SEQ ID NO: 10708. SEQ ID NO: 10710, SEQ ID NO: 10711, SEQ ID 
NO: 10713, SEQ ID NO: 10715. SEQ ED NO: 10717, SEQ ID NO: 10718, SEQ ED NO: 10720, 
SEQ ED NO: 10722, SEQ ID NO: 10723, SEQ ID NO: 10725, SEQ ED NO: 10727, SEQ ED 
NO: 10728. SEQ ID NO: 10730, SEQ ID NO: 10732, SEQ ID NO: 10734, SEQ ID NO: 10736, 
SEQ ED NO: 10738. SEQ ID NO: 10740. SEQ ID NO: 10742, SEQ ED NO: 10744, SEQ ID 
NO: 10746. SEQ ID NO: 10748, SEQ ED NO: 10750, SEQ ED NO: 10752, SEQ ED NO: 10753, 
SEQ ED NO: 10754, SEQ ED NO: 10756, SEQ ID NO: 10757, SEQ ED NO: 10758, SEQ ID 
NO: 10760, SEQ ID NO: 10761, SEQ ID NO: 10763. SEQ ED NO: 10765, SEQ ED NO: 10767, 
SEQ ED NO: 10769, SEQ ED NO: 10771. SEQ ID NO: 10773. SEQ ED NO: 10774, SEQ ED 
NO: 10776, SEQ ED NO: 10778, SEQ ED NO: 10780, SEQ ID NO: 10781, SEQ ED NO: 10783, 
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SEQ ID NO: 10785, SEQ ID NO: 10786, SEQ ID NO: 10788, SEQ ID NO: 10790, SEQ ID 
NO: 10792, SEQ ID NO: 10793, SEQ ID NO: 10795, SEQ ED NO: 10797, SEQ ID NO: 10799, 
SEQ ID NO: 10800, 

SEQ ID NO: 10802, SEQ ID NO: 10804, SEQ ID NO: 10805, SEQ ID NO: 10807. SEQ ID 
NO: 10808, SEQ ID NO: 10810,-SEQ ED NO: 10812, SEQ ID NO: 10814, SEQ ED NO: 10815, 
SEQ ID NO: 10817, SEQ ID NO: 10818, SEQ ID NO: 10820, SEQ ID NO: 10822, SEQ ID 
NO: 10824, SEQ ID NO: 10826, SEQ ID NO: 10828, SEQ ID NO: 10830, SEQ ID NO: 10831, 
SEQ ID NO: 10832, SEQ ED NO: 10834, SEQ ID NO: 10836, SEQ ID NO: 10838, SEQ ID 
NO: 10840, SEQ ID NO: 10841, SEQ ID NO: 10842, SEQ ID NO: 10844, SEQ ED NO: 10845, 
SEQ ID NO: 10847, SEQ ID NO: 10849, SEQ ID NO: 10850, SEQ ID NO: 10852, SEQ ID 
NO: 10854, SEQ ID NO: 10856, SEQ ID NO: 10858, SEQ ID NO: 10859, SEQ ID NO: 10861, 
SEQ ID NO: 10862, SEQ ID NO: 10864, SEQ ED NO: 10866, SEQ ED NO: 10868, SEQ ED 
NO: 10870, SEQ ID NO: 10872, SEQ ID NO: 10873, SEQ ID NO: 10875, SEQ ED NO: 10876, 
SEQ ED NO: 10878, SEQ ED NO: 10879, SEQ ED NO: 10881, SEQ ID NO: 10883, SEQ ED 
NO: 10885, SEQ ED NO: 10886, SEQ ID NO: 10888, SEQ ID NO: 10889, SEQ ED NO: 10890, 
SEQ ED NO: 10891, SEQ ED NO: 10893, SEQ ED NO: 10895, SEQ ID NO: 10897, SEQ ED 
NO: 10898, SEQ ID NO: 10900, SEQ ID NO: 10901, SEQ ID NO: 10902, SEQ ED NO: 10904, 
SEQ ED NO: 10906, SEQ ID NO: 10908, SEQ ID NO: 10909. SEQ ID NO: 10910, SEQ ED 
NO: 10912, SEQ ED NO: 10913, SEQ ID NO: 10914, SEQ ID NO: 10915, SEQ ID NO: 10916j_ 
SEQ ID NO: 10918, SEQ ED NO: 10920, SEQ ED NO: 10922, SEQ ID NO: 10924, SEQ ID 
NO: 10925, SEQ ID NO: 10927, SEQ ED NO: 10928, SEQ ED NO: 10929, SEQ ID NO: 10931, 
SEQ ID NO: 10933, SEQ ED NO: 10935, SEQ ED NO: 10937, SEQ ID NO: 10939, SEQ ID 
NO: 10940, SEQ ID NO: 10942, SEQ ED NO: 10943, SEQ ID NO: 10944, SEQ ED NO: 10945," 
SEQ ED NO: 10946, SEQ ID NO: 10948, SEQ ID NO: 10950. SEQ ID NO: 10952, SEQ ID 
NO: 10954, SEQ ED NO: 10956, SEQ ID NO: 10957, SEQ ID NO: 10958, SEQ ED NO: 10959, 
SEQ ID NO: 10960, 

SEQ ID NO: 10962, SEQ ID NO: 10964, SEQ ID NO: 10966, SEQ ID NO: 10967, SEQ ID 
NO: 10968, SEQ ID NO: 10969, SEQ ID NO: 10971, SEQ ID NO: 10973, SEQ ED NO: 10975, 
SEQ ID NO: 10977, SEQ ED NO: 10978, SEQ ED NO: 10980, SEQ ID NO: 10982, SEQ ID 
NO: 10983, SEQ ID NO: 10984, SEQ ID NO: 10986, SEQ ED NO: 10988, SEQ ED NO: 10990, 
SEQ ID NO: 10992, SEQ ID NO: 10994, SEQ ED NO: 10996, SEQ ID NO: 10998, SEQ ID 
NO: 11000, SEQ ID NO: 11001, SEQ ED NO: 11003, SEQ ID NO: 11005, SEQ ED NO: 11006, 
SEQ ED NO: 11007, SEQ ED NO: 11009, SEQ ID NO: 11011, SEQ ID NO: 11012, SEQ ED 
NO: 11014, SEQ ED NO: 11016, SEQ ID NO: 11018, SEQ ID NO: 11019, SEQ ED NO: 11021, 
SEQ ID NO: 1 1023, SEQ ID NO: 1 1025, SEQ ID NO: 1 1027, SEQ ID NO: 11029, SEQ ID 
NO: 1 1030, SEQ ED NO: 11032, SEQ ED NO: 11034, SEQ ID NO: 11035, SEQ ID NO: 11036, 
SEQ ID NO: 11038, SEQ ID NO: 11040, SEQ ED NO: 11042, SEQ ID NO: 11044, SEQ DD 
NO: 1 1046, SEQ ID NO: 11048, SEQ DD NO: 1 1050, SEQ ED NO: 1 1052, SEQ ID NO: 11054; 
SEQ ID NO: 11056, SEQ ID NO: 11058, SEQ DD NO: 11060, SEQ DD NO: 11062, SEQ ID 
NO: 1 1064, SEQ ID NO: 1 1066, SEQ ED NO: 1 1068, SEQ ED NO: 1 1070, SEQ ED NO: 1 1072, 
SEQ ID NO: 11074, SEQ ID NO: 11076, SEQ tt> NO: 11078, SEQ ID NO: 11080, SEQ ID 
NO: 11082. SEQ DD NO: 11084, SEQ DD NO: 11086. SEQ ED NO: 11088, SEQ ID NO: 11090, 
SEQ ED NO: 11092, SEQ ID NO: 11093, SEQ ED NO: 11095, SEQ ED NO: 11097, SEQ ED 
NO: 11099. SEQ ED NO: 111 01, SEQ ID NO: 11103. SEQ ID NO: 11105. SEQ ID NO: 11107, 
SEQ ED NO: 11108, SEQ DD NO: 11110, SEQ ID NO: 11112, SEQ DD NO: 11114, SEQ DD 
NO: 1 1 1 16, SEQ DD NO: 1 1 1 18, SEQ DD NO: 1 1 120, SEQ ID NO: 1 1 122, SEQ DD NO : 1 1 123, 
SEQDD NO: 11125, SEQ DD NO: 11127, SEQ ED NO: 11129. SEQ DD NO: 11131. SEQ DD 
NO: 11133, SEQDD NO: 11 135, SEQ ID NO: 11137, SEQDD NO: 11139, SEQ DD NO: 11141, 
SEQDD NO: 11143, 

SEQ DDNO: 11145. SEQ DD NO: 11147. SEQ DD NO: 11148. SEQ DD NQ: 11150. SEQ ED 
NO: 11152, SEQ ED NO: 11154, SEQ ID NO: 11156, SEQ ED NO: 11158, SEQ DD NO: 11160, 
SEQ DD NO: 1 1 162, SEQ ED NO: 11 164, SEQ ED NO: 1 1 165, SEQ DD NO: 1 1 167, SEQ DD 
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NO: 11168, SEQ ID NO: 11170, SEQ ID NO: 11172, SEQ ID NO: 11174, SEQ ID NO: 11176, 
SEQ ED NO: 11178, SEQ ID NO: 11179, SEQ ID NO: 11181, SEQ ED NO: 11183, SEQ ID 
NO: 11185, SEQ ED NO: 11187, SEQ ID NO: 11189, SEQ ED NO: 11191, SEQ ED NO: 11193, 
SEQ ED NO: 11195, SEQ ID NO: 11197, SEQ ED NO: 11199, SEQ ID NO: 11201, SEQ ID 
NO: 11203, SEQ ID NO: 11205, SEQ ID NO: 11207, SEQ ID NO: 11209, SEQ ID NO: 11211, 
SEQ ED NO: 11213, SEQ ID NO: 11215, SEQ ED NO: 11217, SEQ ID NO: 11219, SEQ ED 
NO: 11221, SEQ ID NO: 11223, SEQ ID NO: 11225, SEQ ID NO: 11227, SEQ ID NO: 11229. 
SEQ ED NO: 11231, SEQ ED NO: 11233, SEQ ED NO: 11235, SEQ ID NO: 11237. SEQ ED 
NO: 1 1239, SEQ ID NO: 11241, SEQ ED NO: 11243. SEQ ID NO: 11244, SEQ ED NO: 11246, 
SEQ ED NO: 1 1248, SEQ ED NO: 11250, SEQ ED NO: 11252, SEQ ID NO: 11253, SEQ ID 
NO: 11255, SEQ ID NO: 11257, SEQ ED NO: 11259, SEQ ED NO: 11261, SEQ ED NO: 11263, 
SEQ ED NO: 11265, SEQ ED NO: 11267, SEQ ED NO: 11269, SEQ ED NO: 11271, SEQ ID 
NO: 11273, SEQ DO NO: 11275, SEQ ID NO: 11277. SEQ ED NO: 11279, SEQ ED NO: 11281, 
SEQ ED NO: 11283, SEQ ED NO: 11285, SEQ ID NO: 11287, SEQ ED NO: 11289, SEQ ED 
NO: 11291, SEQ ID NO: 11293, SEQ ED NO: 11295, SEQ ED NO: 11297, SEQ ED NO: 11299, 
SEQ ED NO: 11301. SEQ ED NO: 11303, SEQ ED NO: 11304, SEQ ED NO: 11306, SEQ ID 
NO: 11308, SEQ ID NO: 11310, SEQ ED NO: 11312, SEQ ID NO: 11314, SEQ ED NO: 11316, 
SEQ ED NO: 1 1318, SEQ ED NO: 1 1319, SEQ ED NO: 11321, SEQ ED NO: 11323, SEQ ED 
NO: 11325, SEQ ID NO: 11327, SEQ ID NO: 11329, SEQ CO NO: 11331, SEQ ED NO: 11333^ 
SEQ ED NO: 11335, 

SEQ ED NO: 1 1337, SEQ ID NO: 11339, SEQ ED NO: 11341, SEQ ID NO: 11343, SEQ ED 
NO: 11345, SEQ ED NO: 1 1347, SEQ ED NO: 1 1349, SEQ ED NO: 11351, SEQ ID NO: 11352, 
SEQ ED NO: 1 1354, SEQ ED NO: 1 1356, SEQ ED NO: 1 1358, SEQ ED NO: 1 1360, SEQ ID • 
NO: 11362, SEQ ED NO: 11364, SEQ ED NO: 11366, SEQ ED NO: 11368, SEQ ED NO: 11369, 
SEQ ED NO: 1 1370, SEQ ED NO: 1 1372, SEQ ED NO: 1 1374, SEQ ED NO: 1 1376, SEQ ED 
NO: 11378, SEQ ID NO: 11380, SEQ ED NO: 1 1382, SEQ ED NO: 11384, SEQ ED NO: 11386, 
SEQ ED NO: 11388, SEQ ED NO: 11390, SEQ ED NO: 11 392, SEQ ED NO: 11394, SEQ ED 
NO: 11396, SEQ ED NO: 11397, SEQ ED NO: 11399, SEQ ED NO: 11401, SEQ ED NO: 11403, 
SEQ ID NO: 11405. SEQ ED NO: 11407, SEQ ID NO: 11409, SEQ ED NO: 11411, SEQ ED 
NO: 11413, SEQ ED NO: 11415, SEQ DO NO: 11416, SEQ ED NO: 11418, SEQ ED NO: 11419, 
SEQ DO NO: 1 1421 , SEQ DO NO: 1 1423. SEQ ED NO: 1 1425, SEQ DO NO: 1 1427, SEQ DO 
NO: 11429, SEQ DO NO: 11430, SEQ DO NO: 1 1432, SEQ DO NO: 11434, SEQ DO NO: 11436, 
SEQ DO NO: 1 1437, SEQ DO NO: 1 1439. SEQ ED NO: 1 1441, SEQ DO NO: 1 1443, SEQ DO 
NO: 11445, SEQ DO NO: 11447, SEQ DO NO: 1 1449, SEQ DO NO: 11451, SEQ DO NO: 11453, 
SEQ DO NO: 11455, SEQ DO NO: 11457, SEQ ED NO: 11459, SEQ DO NO: 1 1461, SEQ DO 
NO: 11463, SEQ DO NO: 11465, SEQ DO NO: 11467, SEQ DO NO: 11469, SEQ ID NO: 11470, 
SEQ DO NO: 11472, SEQ DO NO: 11474. SEQ ED NO: 11476, SEQ DO NO: 11478, SEQ DO 
NO: 11480, SEQ DO NO: 11482, SEQ DO NO: 1 1484, SEQ DO NO: 1 1485, SEQ DO NO: 11487," 
SEQ DO NO: 11489. SEQ DO NO: 11491, SEQ DO NO: 11493. SEQ DO NO: 11495. SEQ DO 
NO: 1 1496, SEQ ED NO: 1 1498, SEQ DO NO: 1 1500. SEQ ED NO: 1 1502, SEQ ID NO: 1 1504, 
SEQ DO NO: 1 1506, SEQ DO NO: 1 1507, SEQ DO NO: 1 1509, SEQ DO NO: 11511, SEQ DO 
NO: 11513, SEQ DO NO: 11515, SEQ DO NO: 11517. SEQ DO NO: 11519, SEQ ED NO: 11521, 
SEQ DO NO: 11523, 

SEQ DO NO: 11524, SEQ DO NO: 11526, SEQ DO NO: 1 1528, SEQ DO NO: 11530, SEQ ED 
NO: 1 1532, SEQ DO NO: 1 1534, SEQ DO NO: 1 1536, SEQ DO NO: 1 1538, SEQ DO NO: 1 1540. 
SEQ DO NO: 1 1 541, SEQ ED NO: 1 1543, SEQ ID NO: 1 1545, SEQ DO NO: 1 1547, SEQ ED 
NO: 11549, SEQ ED NO: 11551, SEQ ED NO: 11553. SEQ DO NO: 11555. SEQ DO NO: 1 1557, 
SEQ ID NO: 11559, SEQ CD NO: 11560, SEQ ED NO: 11561, SEQ ED NO: 11562, SEQ ED 
NO: 11564, SEQ DO NO: 11566, SEQ ID NO: 11568, SEQ ID NO: 11569, SEQ ED NO: 11571, 
SEQ ED NO: 11573, SEQ ED NO: 11575, SEQ ID NO: 11577, SEQ DO NO: 11579, SEQ ED 
NO: 11581, SEQ DO NO: 11582, SEQ DO NO: 11584, SEQ ED NO: 11586, SEQ ED NO: 11588, 
SEQ DO NO: 11590, SEQ DO NO: 11592, SEQ DO NO: 11594, SEQ DO NO: 11596, SEQ DO 
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NO: 11598, SEQ ID NO: 11600, SEQ ID NO: 11602, SEQ ID NO: 11604, SEQ ID NO: 11606, 
SEQ ID NO: 11608, SEQ ID NO: 11609, SEQ ID NO: 11611, SEQ ID NO: 11613, SEQ ID 
NO: 11615, SEQ ID NO: 11617, SEQ ID NO: 11619, SEQ ID NO: 11620, SEQ ID NO: 11622, 
SEQ ID NO: 11624, SEQ ID NO: 11626, SEQ ID NO: 11628, SEQ ID NO: 11630, SEQ ID 
NO: 11632, SEQ ID NO: 11634, SEQ ID NO: 11636, SEQ ID NO: 11638, SEQ ID NO: 11639, 
SEQ ID NO: 11641, SEQ ID NO: 11643, SEQ ID NO: 11645, SEQ ID NO: 11647, SEQ CD 
NO: 11649, SEQ ED NO: 11651, SEQ ID NO: 11653, SEQ ID NO: 11654, SEQ ID NO: 11656, 
SEQ ID NO: 11658, SEQ ID NO: 11659, SEQ ID NO: 11661, SEQ ED NO: 11663, SEQ ED 
NO: 11665, SEQ ID NO: 11666, SEQ ID NO: 11668, SEQ ED NO: 11670, SEQ ED NO: 11672, 
SEQ ED NO: 11674, SEQ ID NO: 11675, SEQ ID NO: 11677, SEQ ED NO: 11678, SEQ ID 
NO: 11680, SEQ ED NO: 11682, SEQ ED NO: 11684, SEQ ED NO: 11685, SEQ ED NO: 11687, 
SEQ ED NO: 11689, SEQ ED NO: 11691, SEQ ED NO: 11693, SEQ ED NO: 11695, SEQ ID 
NO: 11697, SEQ ED NO: 11699, SEQ ID NO: 11701, SEQ ID NO: 11703, SEQ ED NO: 11705, 
SEQ ID NO: 11707, 

SEQ ED NO: 11709, SEQ DD NO: 11711, SEQ ED NO: 11713, SEQ ID NO: 11715, SEQ ED 
NO: 11717, SEQ ID NO: 11718, SEQ ID NO: 11720, SEQ ED NO: 11722, SEQ ED NO: 11724, 
SEQ ED NO: 11726, SEQ ED NO: U728, SEQ ID NO: 11730, SEQ DD NO: 11732, SEQ ED 
NO: 11734, SEQ DD NO: 11736, SEQ ID NO: 11738, SEQ ED NO: 11739, SEQ ED NO: 11740, 
SEQ ID NO: 1 1742, SEQ ED NO: 1 1744, SEQ ED NO: 1 1746, SEQ DD NO: 1 1748, SEQ ID _ 
NO: 11750, SEQ DD NO: 11752, SEQ ED NO: 11754, SEQ ED NO: 11756, SEQ ED NO: 11758, 
SEQ DD NO: 11759, SEQ ED NO: 11761, SEQ ED NO: 11763, SEQ ID NO: 11765, SEQ ED 
NO: 11767, SEQ DD NO: 11768, SEQ ED NO: 11770, SEQ ED NO: 11772, SEQ ED NO: 11774, 
SEQ ID NO: 1 1776, SEQ DD NO: 1 1778, SEQ DD NO: 1 1780, SEQ DD NO: 1 1782, SEQ DD - 
NO: 11784, SEQ ID NO: 11786, SEQ DO NO: 11788, SEQ ED NO: 11790, SEQ DD NO: 11792, 
SEQ DD NO: 1 1794, SEQ DD NO: 11796, SEQ DD NO: 11798. SEQ DD NO: 11800, SEQ ED 
NO: 1 1802, SEQ ID NO: 11804, SEQ ID NO: 11806, SEQ DO NO: 11808, SEQ ED NO: 1 1810, 
SEQ ID NO: 11811, SEQ ED NO: 11813, SEQ DD NO: 11815, SEQ DD NO: 11817. SEQ ED 
NO: 1 1819, SEQ DD NO: 11820, SEQ ID NO: 1 1822, SEQ DD NO: 11824. SEQ DD NO: 1 1826, 
SEQ ID NO: 1 1828, SEQ DD NO: 11830, SEQ DD NO: 1 1832, SEQ DD NO: 1 1833, SEQ DD 
NO: 11835, SEQ DD NO: 11837, SEQ ED NO: 11839, SEQ DD NO: 11841, SEQ DD NO: 11843, 
SEQ ED NO: 1 1 845, SEQ DD NO: 1 1 847, SEQ DD NO: 1 1849, SEQ DD NO: 1 1850, SEQ DD 
NO: 1 1 85 1 , SEQ DD NO: 1 1 853, SEQ DD NO: 1 1 855, SEQ DD NO : 1 1 856, SEQ ED NO: 1 1 858, 
SEQ ID NO: 11859, SEQ DD NO: 11861, SEQ DD NO: 11863, SEQ DD NO: 11865, SEQ ID 
NO: 11867. SEQ ED NO: 1 1869. SEQ ID NO: 11870. SEQ DD NO: 11871, SEQ ED NO: 11873, 
SEQ ED NO: 11875, SEQ ED NO: 11877, SEQ ED NO: 11879, SEQ DD NO: 11880, SEQ ID 
NO: 11882, SEQ ID NO: 11884, SEQ DD NO: 11886, SEQ ED NO: 11888, SEQ ED NO: 11890, 
SEQ DD NO: 11892. 

SEQ DD NO: 11893, SEQ ID NO: 11895, SEQ ID NO: 11897. SEQDD NO: 11899, SEQ DD ' 
NO: 11901. SEQ ED NO: 11903, SEQ ID NO: 11905, SEQ DD NO: 11907, SEQ DD NO: 11909, 
SEQ DD NO: 11911, SEQ DD NO: 11913, SEQ ED NO: 11915, SEQ DD NO: 11916, SEQ ID 
NO: 11918, SEQ DD NO: 11919, SEQ DD NO: 11921, SEQ ID NO: 11923, SEQ DD NO: 11925, 
SEQ DD NO: 11927, SEQ DD NO: 11928, SEQ DD NO: 11930, SEQ ED NO: 11932, SEQ ED 
NO: 11934, SEQ DD NO: 11936, SEQ DD NO: 11938, SEQ DD NO: 11940, SEQ DD NO: 11942, 
SEQ DD NO: 11944, SEQ ED NO: 11946, SEQ ID NO: 11948, SEQ DD NO: 11949, SEQ DD 
NO: 11951, SEQ DD NO: 11953, SEQ ED NO: 11955, SEQ DD NO: 11957, SEQ DD NO: 11959, 
SEQ DD NO: 11961, SEQ DD NO: 11963, SEQ ED NO: 11965, SEQ DD NO: 11967, SEQ ED 
NO: 11969, SEQ ED NO: 11971, SEQ DD NO: 11973, SEQ ED NO: 11975, SEQ DD NO: 11977, 
SEQ DD NO: 11978, SEQ DD NO: 11980, SEQ DD NO: 11982, SEQ DD NO: 11984, SEQDD 
NO: 11986, SEQDD NO: 11988. SEQDD NO: 11990, SEQDD NO: 11992, SEQDD NO: 11994, 
SEQ DD NO: 11996, SEQ ED NO: 11998, SEQ DD NO: 12000, SEQ ED NO: 12002, SEQ ID 
NO: 12003. SEQ DD NO: 12005. SEQ ED NO: 12007. SEQ ED NO: 12008, SEQ DD NO: 12010, 
SEQ DD NO: 12012. SEQ ED NO: 12014. SEQ ED NO: 12016, SEQ DD NO: 12018, SEQ DD 
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NO: 12019, SEQ ID NO: 12020, SEQ ID NO: 12022, SEQ ID NO: 12024, SEQ ID NO: 12026, 
SEQ ID NO: 12028, SEQ ID NO: 12030, SEQ ID NO: 12032, SEQ ID NO: 12034, SEQ ID 
NO: 12036, SEQ ID NO: 12038, SEQ ID NO: 12040. SEQ ID NO: 12042, SEQ ID NO: 12044, 
SEQ ID NO: 12046, SEQ ID NO: 12048, SEQ ID NO: 12049, SEQ ID NO: 12051, SEQ ID 
NO: 12053. SEQ ID NO: 12055, SEQ ID NO: 12056, SEQ ID NO: 12058, SEQ ID NO: 12060, 
SEQ ID NO: 12062, SEQ ED NO: 12064, SEQ ID NO: 12066, SEQ ID NO: 12068, SEQ ED 
NO: 12070, SEQ ED NO: 12072, SEQ ID NO: 12074, SEQ ID NO: 12076, SEQ ED NO: 12078, 
SEQ ID NO: 12080, 

SEQ ID NO: 12082, SEQ ID NO: 12084, SEQ ID NO: 12086, SEQ ID NO: 12088. SEQ ID 
NO: 12090, SEQ ID NO: 12092, SEQ ID NO: 12094, SEQ ED NO: 12096, SEQ ID NO: 12097, 
SEQ ID NO: 12099, SEQ ED NO: 12101, SEQ ID NO: 12103, SEQ ID NO: 12105, SEQ ID 
NO: 12107, SEQ ID NO: 12109, SEQ ID NO: 12111, SEQ ID NO: 12113, SEQ ID NO: 12115, 
SEQ ID NO: 12117, SEQ ID NO: 121 19, SEQ ED NO: 12121, SEQ ID NO: 12123. SEQ ID 
NO: 12125, SEQ ID NO: 12127. SEQ ED NO: 12129. SEQ ID NO: 12131. SEQ ED NO: 12133. 
SEQ ID NO: 12135. SEQ ID NO: 12137, SEQ ID NO: 12139, SEQ ID NO: 12141, SEQ ID 
NO: 12143. SEQ ID NO: 12145. SE.Q ID NO: 12147, SEQ ED NO: 12149, SEQ ID NO: 12151, 
SEQ ID NO: 12153, SEQ ID NO: 12155, SEQ ED NO: 12157, SEQ ID NO: 12159, SEQ ID 
NO: 12161, SEQ ID NO: 12163, SEQ ID NO: 12165, SEQ ED NO: 12167, SEQ ID NO: 12169, 
SEQ ID NO: 12171, SEQ ED NO: 12173, SEQ ID NO: 12175, SEQ ID NO: 12177, SEQ ED _ 
NO: 12179. SEQ ID NO: 12181, SEQ ID NO: 12183, SEQ ID NO: 12185, SEQ ID NO: 12187, 
SEQ ID NO: 12189, SEQ ED NO: 12191. SEQ ID NO: 12193, SEQ ID NO: 12195, SEQ ID 
NO: 12197, SEQ ED NO: 12199, SEQ ID NO: 12201, SEQ ID NO: 12203, SEQ ID NO: 12205, 
SEQ ID NO: 12207. SEQ ED NO: 12209, SEQ ED NO: 12211, SEQ ED NO: 12213. SEQ ID - 
NO: 12215. SEQ ID NO: 12216, SEQ ID NO: 12218. SEQ ID NO: 12220, SEQ ID NO: 12222, 
SEQ ID NO: 12224, SEQ ID NO: 12226. SEQ ID NO: 12228. SEQ ID NO: 12230, SEQ ID 
NO: 12232, SEQ ID NO: 12234, SEQ ID NO: 12236, SEQ ID NO: 12238, SEQ ID NO: 12240. 
SEQ ID NO: 12242. SEQ ID NO: 12244, SEQ ID NO: 12246, SEQ ED NO: 12248, SEQ ID 
NO: 12250, SEQ ID NO: 12252, SEQ ID NO: 12254, SEQ ID NO: 12256, SEQ ID NO: 12258, 
SEQ ID NO: 12260. SEQ ID NO: 12262, SEQ ID NO: 12264, SEQ ID NO: 12266, SEQ ID 
NO: 12268, SEQ ED NO: 12270, SEQ ID NO: 12272. SEQ ED NO: 12274. SEQ ID NO: 12276. 
SEQ ED NO: 12278, 

SEQ ID NO: 12279, SEQ ID NO: 12281, SEQ ID NO: 12283. SEQ ED NO: 12285, SEQ ED 
NO: 12287, SEQ ID NO: 12289, SEQ ID NO: 12291, SEQ ID NO: 12293, SEQ ID NO: 12295, 
SEQ ID NO: 12297, SEQ ID NO: 12299, SEQ ID NO: 12301, SEQ ED NO: 12303, SEQ ED 
NO: 12305, SEQ ID NO: 12307, SEQ ID NO: 12309, SEQ ED NO: 12311, SEQ ED NO: 12313, 
SEQ ID NO: 12315, SEQ ID NO: 12317, SEQ ID NO: 12319, SEQ ID NO: 12321, SEQ ID 
NO: 12323. SEQ ID NO: 12325. SEQ ID NO: 12327, SEQ ID NO: 12329, SEQ ID NO: 12331, 
SEQ ID NO: 12333. SEQ ED NO: 12335, SEQ ID NO: 12337, SEQ ED NO: 12339, SEQ ID 
NO: 12341, SEQ ED NO: 12343, SEQ ED NO: 12345, SEQ ED NO: 12347, SEQ ID NO: 12349, 
SEQ ID NO: 12351, SEQ ID NO: 12353, SEQ ED NO: 12354, SEQ ED NO: 12356, SEQ ED 
NO: 12358. SEQ ED NO: 12360, SEQ ED NO: 12362, SEQ ID NO: 12364, SEQ ED NO: 12366, 
SEQ ID NO: 12368, SEQ ID NO: 12370, SEQ ED NO: 12372, SEQ ID NO: 12374, SEQ ED 
NO: 12376, SEQ ED NO: 12378, SEQ ED NO: 12380, SEQ ID NO: 12382, SEQ ID NO: 12384, 
SEQ ID NO: 12386, SEQ ID NO: 12388, SEQ ED NO: 12390, SEQ ED NO: 12392, SEQ ID 
NO: 12394, SEQ ED NO: 12396, SEQ ED NO: 12398. SEQ ID NO: 12400, SEQ ED NO: 12402, 
SEQ ID NO: 12403, SEQ ED NO: 12405, SEQ ID NO: 12407, SEQ ED NO: 12409, SEQ ID 
NO: 12410, SEQ ED NO: 12412, SEQ ID NO: 12414, SEQ ED NO: 12416, SEQ ID NO: 12417, 
SEQ BD NO: 12419, SEQ CD NO: 12421, SEQ ED NO: 12423, SEQ ID NO: 12425, SEQ ID 
NO: 12427, SEQ ED NO: 12429, SEQ ID NO: 12431, SEQ ID NO: 12433, SEQ ED NO: 12435, 
SEQ ED NO: 12436, SEQ ED NO: 12438, SEQ ED NO: 12440, SEQ ED NO: 12442, SEQ ID 
NO: 12444. SEQ ID NO: 12446, SEQ ID NO: 12448. SEQ ID NO: 12450, SEQ ED NO: 12452, 
SEQ ID NO: 12454, SEQ ED NO: 12456, SEQ ID NO: 12458, SEQ ED NO: 12460. SEQ ID 
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NO: 12461, SEQ ID NO: 12463, SEQ ID NO: 12465, SEQ ID NO: 12467, SEQ ID NO: 12469, 
SEQ ID NO: 12471, 

SEQ ID NO: 12473, SEQ ID NO: 12475, SEQ ID NO: 12477, SEQ ID NO: 12479, SEQ ID 
NO: 12481, SEQ ID NO: 12482, SEQ ID NO: 12483, SEQ ID NO: 12485, SEQ ID NO: 12486, 
SEQ ID NO: 12488, SEQ ID NO: 12490, SEQ ID NO: 12491, SEQ ID NO: 12493, SEQ ID 
NO: 12495, SEQ ID NO: 12496, SEQ ID NO: 12498, SEQ ID NO: 12500, SEQ ID NO: 12502, 
SEQ ID NO: 12503, SEQ ID NO: 12505, SEQ ID NO: 12507, SEQ ID NO: 12509, SEQ ID 
NO: 12511, SEQ ID NO: 12513, SEQ ID NO: 12514, SEQ ID NO: 12516, SEQ E> NO: 12518, 
SEQ ID NO: 12520, SEQ ID NO: 12522, SEQ ID NO: 12524, SEQ ID NO: 12526, SEQ ID 
NO: 12528, SEQ ID NO: 12529, SEQ ID NO: 12531, SEQ ID NO: 12533, SEQ ID NO: 12534, 
SEQ ID NO: 12535, SEQ ID NO: 12537, SEQ ID NO: 12539, SEQ ID NO: 12541, SEQ ID 
NO: 12543. SEQ ID NO: 12545, SEQ ID NO: 12546, SEQ ID NO: 12548, SEQ ID NO: 12550, 
SEQ ID NO: 12552, SEQ ID NO: 12554, SEQ ID NO: 12555, SEQ ID NO: 12556, SEQ ID 
NO: 12557, SEQ ID NO: 12559, SEQ ID NO: 12561 , SEQ ID NO: 12563, SEQ ID NO: 12565, 
SEQ ID NO: 12567, SEQ ED NO: 12569, SEQ ID NO: 12571, SEQ ID NO: 12572. SEQ ID 
NO: 12574. SEQ ID NO: 12576, SE.Q ID NO: 12578, SEQ ID NO: 12580, SEQ ID NO: 12581. 
SEQ ID NO: 12583. SEQ ID NO: 12585, SEQ ID NO: 12587, SEQ ID NO: 12589, SEQ ID 
NO: 12591, SEQ ID NO: 12592, SEQ ID NO: 12593, SEQ ID NO: 12595, SEQ ID NO: 12597, 
SEQ ID NO: 12599, SEQ ID NO: 12601, SEQ ED NO: 12603, SEQ ED NO: 12605, SEQ ID _ 
NO: 12607, SEQ ID NO: 12608, SEQ ID NO: 12609, SEQ ID NO: 12611, SEQ ED NO: 12613, 
SEQ ID NO: 12615, SEQ ED NO: 12617, SEQ ID NO: 12619, SEQ ID NO: 12621 , SEQ ED 
NO: 12622, SEQ ED NO: 12623, SEQ ED NO: 12625, SEQ ED NO: 12627, SEQ E> NO: 12628, 
SEQ ID NO: 12630, SEQ ID NO: 12632, SEQ ID NO: 12634, SEQ ID NO: 12636. SEQ ID - 
NO: 12638. SEQ ID NO: 12640, SEQ ID NO: 12642, SEQ ID NO: 12644, SEQ ID NO: 12646, 
SEQ ID NO: 12648, 

SEQ ED NO: 12649, SEQ ED NO: 12651, SEQ ID NO: 12653, SEQ ED NO: 12655, SEQ ED 
NO: 12657, SEQ ID NO: 12659, SEQ ID NO: 12660, SEQ ID NO: 12662, SEQ ID NO: 12664, 
SEQ ID NO: 12665, SEQ ED NO: 12667, SEQ ID NO: 12669, SEQ ID NO: 12671, SEQ ID 
NO: 12673, SEQ ID NO: 12675, SEQ ID NO: 12677, SEQ ID NO: 12679, SEQ ED NO: 12681, 
SEQ ID NO: 12683, SEQ ED NO: 12685, SEQ ID NO: 12687, SEQ ID NO: 12689, SEQ ED 
NO: 12691, SEQ ID NO: 12693, SEQ ID NO: 12695, SEQ ID NO: 12697, SEQ ID NO: 12698, 
SEQ ID NO: 12700, SEQ ID NO: 12702, SEQ ID NO: 12703, SEQ ID NO: 12705, SEQ ED 
NO: 12707, SEQ ED NO: 12709, SEQ ED NO: 12710. SEQ ED NO: 12711, SEQ ED NO: 12713, 
SEQ ED NO: 12715, SEQ ID NO: 12717, SEQ ID NO: 12719, SEQ ED NO: 12721, SEQ ID 
NO: 12723, SEQ ID NO: 12725, SEQ ED NO: 12726, SEQ ED NO: 12728. SEQ ID NO: 12730, 
SEQ ID NO: 12731, SEQ ED NO: 12733, SEQ ED NO: 12735, SEQ ID NO: 12737, SEQ ID 
NO: 12739, SEQ ID NO: 12741, SEQ ED NO: 12743, SEQ ED NO: 12745, SEQ ED NO: 12747, 
SEQ ID NO: 12749, SEQ ID NO: 12751 , SEQ ID NO: 12753, SEQ ID NO: 12754, SEQ ED " 
NO: 12756, SEQ ID NO: 12758, SEQ ID NO: 12760, SEQ ED NO: 12762, SEQ ED NO: 12763, 
SEQ ED NO: 12764, SEQ ID NO: 12765, SEQ ED NO: 12767, SEQ ED NO: 12769, SEQ ID 
NO: 12770, SEQ ED NO: 12771, SEQ ID NO: 12773, SEQ ID NO: 12775, SEQ ED NO: 12776, 
SEQ ID NO: 12778, SEQ ID NO: 12780, SEQ ID NO: 12781, SEQ ID NO: 12783, SEQ ID 
NO: 12785, SEQ ID NO: 12787, SEQ ED NO: 12789, SEQ ID NO: 12791, SEQ ID NO: 12793. 
SEQ ID NO: 12795, SEQ ID NO: 12797, SEQ ID NO: 12798, SEQ ED NO: 12799, SEQ ID 
NO: 12800, SEQ ID NO: 12801, SEQ ID NO: 12803, SEQ ID NO: 12805, SEQ ID NO: 12806, 
SEQ ID NO: 12808, SEQ ID NO: 12810, SEQ ED NO: 12812, SEQ ID NO: 12813, SEQ TD 
NO: 12815, SEQ ID NO: 12817, SEQ ID NO: 12819, SEQ ID NO: 12821, SEQ ID NO: 12823, 
SEQ ID NO: 12825. 

SEQ ID NO: 12827, SEQ ED NO: 12829, SEQ ID NO: 12831, SEQ ID NO: 12833, SEQ ID 
NO: 12835. SEQ ID NO: 12837, SEQ ID NO: 12839, SEQ ID NO: 12841, SEQ ID NO: 12843, 
SEQ ID NO: 12845, SEQ ID NO: 12847, SEQ ED NO: 12848, SEQ ED NO: 12850, SEQ ID 
NO: 12852, SEQ ED NO: 12854, SEQ ID NO: 12856, SEQ ID NO: 12858, SEQ ID NO: 12860, 
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SEQ ID NO: 12862, SEQ ID NO: 12864, SEQ ID NO: 12866, SEQ ID NO: 12867, SEQ ID 
NO: 12868, SEQ ID NO: 12870, SEQ ED NO: 12871. SEQ ID NO: 12873, SEQ ID NO: 12874, 
SEQ ID NO: 12876, SEQ ID NO: 12878, SEQ ID NO: 12880, SEQ ID NO: 12881. SEQ ID 
NO: 12883, SEQ ID NO: 12885, SEQ ID NO: 12887, SEQ ID NO: 12889. SEQ ID NO: 12891, 
SEQ ED NO: 12892, SEQ ID NO: 12894, SEQ ED NO: 12896, SEQ ID NO: 12897, SEQ ID 
NO: 12899, SEQ ID NO: 12901, SEQ ID NO: 12903, SEQ ED NO: 12905, SEQ ED NO: 12907, 
SEQ ID NO: 12909, SEQ ID NO: 1291 1, SEQ ID NO: 12913, SEQ ID NO: 12915. SEQ ID 
NO: 12916, SEQ ID NO: 12918, SEQ ED NO: 12920, SEQ ID NO: 12922, SEQ ED NO: 12923, 
SEQ ED NO: 12925, SEQ ED NO: 12927, SEQ ID NO: 12929, SEQ ID NO: 12931, SEQ ID 
NO: 12933, SEQ ID NO: 12934, SEQ ID NO: 12936, SEQ ED NO: 12938, SEQ ED NO: 12940, 
SEQ ED NO: 12941, SEQ ID NO: 12943, SEQ ID NO: 12945, SEQ ID NO: 12947, SEQ ID 
NO: 12949, SEQ ID NO: 12950, SEQ ID NO: 12952, SEQ ID NO: 12953, SEQ ED NO: 12955. 
SEQ ED NO: 12956, SEQ ED NO: 12958, SEQ ED NO: 12960, SEQ ID NO: 12961, SEQ ED 
NO: 12963, SEQ ED NO: 12965, SEQ ID NO: 12966, SEQ ID NO: 12967. SEQ ID NO: 12969, 
SEQ ID NO: 12971, SEQ ED NO: 12973, SEQ ID NO: 12975, SEQ ID NO: 12977, SEQ ED 
NO: 12979, SEQ ED NO: 12981, SEQ ID NO: 12983, SEQ ID NO: 12985, SEQ ID NO: 12987, 
SEQ ID NO: 12989, SEQ ID NO: 12991, SEQ ID NO: 12993. SEQ ID NO: 12995. SEQ ED 
NO: 12997, SEQ ID NO: 12999, SEQ ED NO: 13001. SEQ ID NO: 13003, SEQ ED NO: 13005, 
SEQ ID NO: 13007, _ 
SEQ ID NO: 13009, SEQ ID NO: 1301 1. SEQ ID NO: 13013, SEQ ED NO: 13015, SEQ ED 
NO: 13017, SEQ ID NO: 13018, SEQ ED NO: 13020, SEQ ID NO: 13021, SEQ ID NO: 13023, 
SEQ ED NO: 13025. SEQ ED NO: 13027. SEQ ED NO: 13029, SEQ ID NO: 13031, SEQ ID . 
NO: 13033, SEQ ED NO: 13035, SEQ ED NO: 13037, SEQ ED NO: 13039, SEQ ED NO: 13040, 
SEQ DD NO: 13042, SEQ ED NO: 13044, SEQ ED NO: 13046, SEQ ID NO: 13048, SEQ DD 
NO: 13050. SEQ ID NO: 13052, SEQ ID NO: 13053, SEQ ED NO: 13055, SEQ ED NO: 13057, 
SEQ ED NO: 13058, SEQ ID NO: 13060, SEQ ID NO: 13061, SEQ ID NO: 13063, SEQ ED 
NO: 13065, SEQ ED NO: 13067, SEQ ED NO: 13069, SEQ ED NO: 13071, SEQ ED NO: 13072, 
SEQ ED NO: 13074, SEQ ED NO: 13076. SEQ ID NO: 13077, SEQ ED NO: 13079, SEQ ID 
NO: 13081, SEQ ID NO: 13083, SEQ EO NO: 13085. SEQ ED NO: 13087, SEQ ED NO: 13088, 
SEQ ED NO: 13089. SEQ ED NO: 13091, SEQ ID NO: 13092. SEQ ID NO: 13094, SEQ ID 
NO: 13096, SEQ ID NO: 13097, SEQ DD NO: 13099, SEQ ID NO: 13101, SEQ DD NO: 13103, 
SEQ ID NO: 13105, SEQ ED NO: 13107. SEQ ID NO: 13108, SEQ ID NO: 13109, SEQ ID 
NO: 13110, SEQ ID NO: 13112, SEQ ID NO: 13114, SEQ ID NO: 13116, SEQ ED NO: 13118, 
SEQ ED NO: 13119, SEQ ED NO: 13120, SEQ ID NO: 13122, SEQ ID NO: 13124, SEQ ID 
NO: 13125, SEQ DD NO: 13127, SEQ ID NO: 13129, SEQ ID NO: 13131, SEQ ID NO: 13133, 
SEQ ID NO: 13135, SEQ ED NO: 13137, SEQ ED NO: 13139, SEQ DD NO: 13141, SEQ ED 
NO: 13143, SEQ ED NO: 13144, SEQ ID NO: 13145, SEQ DD NO: 13147, SEQ ED NO: 13149, 
SEQ DD NO: 13151, SEQ ED NO: 13152, SEQ ID NO: 13154, SEQ ED NO: 13156, SEQ DD 
NO: 13158, SEQ ED NO: 13160, SEQ DD NO: 13162, SEQ DD NO: 13164, SEQ DD NO: 13166, 
SEQ DD NO: 13168, SEQ DD NO: 13170, SEQ ED NO: 13172, SEQ DD NO: 13174, SEQ ED 
NO: 13176, SEQ ED NO: 13177, SEQ ED NO: 13178, SEQ DD NO: 13180, SEQ DD NO: 13181, 
SEQ ED NO: 13183, 

SEQ DD NO: 13185, SEQ DD NO: 13187, SEQ ED NO: 13189, SEQ DD NO: 13191. SEQ DD 
NO: 13193, SEQ DD NO: 13195, SEQ ED NO: 13197, SEQ DD NO: 13198, SEQ DD NO: 13200, 
SEQ DD NO: 13201, SEQ DD NO: 13203, SEQ ID NO: 13205, SEQ DD NO: 13207, SEQ DD 
NO: 13209, SEQ TD NO: 13211, SEQ DD NO: 13213, SEQ ED NO: 13215, SEQ DD NO: 13216, 
SEQ DD NO: 13218, SEQ DD NO: 13219, SEQ ED NO: 13221, SEQ ED NO: 13222, SEQ DD 
NO: 13224, SEQ DD NO: 13226, SEQ ED NO: 13228, SEQ ED NO: 13230, SEQ DD NO: 13232, 
SEQ DD NO: 13234, SEQ DD NO: 13235, SEQ DD NO: 13237, SEQ DD NO: 13238, SEQ DD 
NO: 13239, SEQ DD NO: 13241, SEQ DD NO: 13242, SEQ DD NO: 13243, SEQ DD NO: 13245, 
SEQ DD NO: 13246. SEQ DD NO: 13248, SEQ D) NO: 13250, SEQ DD NO: 13252, SEQ DD 
NO: 13254, SEQ ID NO: 13256, SEQ ED NO: 13257, SEQ DD NO: 13259, SEQ DD NO: 13260, 
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SEQ ID NO: 13261, SEQ ID NO: 13263, SEQ ID NO: 13264, SEQ ID NO: 13266, SEQ ID 
NO: 13268, SEQ ID NO: 13270, SEQ ID NO: 13271, SEQ ID NO: 13273, SEQ ID NO: 13275, 
SEQ ED NO: 13276, SEQ ED NO: 13278, SEQ ID NO: 13279, SEQ ID NO: 13280, SEQ ID 
NO: 13282, SEQ ID NO: 13284, SEQ ID NO: 13286, SEQ ID NO: 13288 
SEQ ID NO: 13294, SEQ ID NO: 13296, SEQ ID NO: 13298, SEQ ID NO: 13300, SEQ ID 
NO: 13302, SEQ ID NO: 13304, SEQ ID NO: 13306, SEQ ED NO: 13307, SEQ ED NO: 13309, 
SEQ ED NO: 13310, SEQ ID NO: 13312, SEQ ID NO: 13314, SEQ ID NO: 13316, SEQ ED 
NO: 13318, SEQ ID NO: 13319. SEQ ID NO: 13321, SEQ ED NO: 13322, SEQ ED NO: 13324, 
SEQ ID NO: 13325, SEQ ID NO: 13327, SEQ ID NO: 13328, SEQ ED NO: 13330, SEQ ID 
NO: 13332, SEQ ED NO: 13333, SEQ ED NO: 13334, SEQ ID NO: 13336, SEQ ID NO: 13337, 
SEQ ID NO: 13338, SEQ ID NO: 13339, SEQ ID NO: 13341, SEQ ED NO: 13342, SEQ ED 
NO: 13344, SEQ ID NO: 13345, SEQ ED NO: 13346, SEQ ID NO: 13347, SEQ ID NO: 13348, 
SEQ ID NO: 13350, SEQ ID NO: 13351, SEQ ED NO: 13352, SEQ ID NO: 13354, SEQ ID 
NO: 13356, SEQ ED NO: 13357, SEQ ID NO: 13359, SEQ ED NO: 13360, SEQ ID NO: 13362, 
SEQ ID NO: 13363, SEQ ID NO: 13365, SEQ ID NO: 13366, SEQ ID NO: 13368, SEQ ID 
NO: 13369, SEQ ID NO: 13370, SE.Q ID NO: 13371, SEQ ID NO: 13372, SEQ ID NO: 13374, 
SEQ ED NO: 13375, SEQ ED NO: 13376, SEQ ID NO: 13378, SEQ ID NO: 13379, SEQ ED 
NO: 13381, SEQ ID NO: 13383, SEQ ED NO: 13385, SEQ ED NO: 13387, SEQ ED NO: 13389, 
SEQ ID NO: 13391, SEQ ID NO: 13393, SEQ ID NO: 13394, SEQ ED NO: 13396, SEQ ID _ 
NO: 13398, SEQ ED NO: 13400, SEQ ED NO: 13402, SEQ ID NO: 13404, SEQ ED NO: 13406, 
SEQ ED NO: 13408, SEQ ID NO: 13410, SEQ ED NO: 13412, SEQ ED NO: 13414, SEQ ID 
NO: 13415, SEQ ID NO: 13417. SEQ ED NO: 13418; SEQ ED NO: 13420, SEQ ED NO: 13421, 
SEQ ID NO: 13423, SEQ ID NO: 13425, SEQ ED NO: 13427, SEQ ID NO: 13428, SEQ ID - 
NO: 13430, SEQ ID NO: 13431, SEQ ED NO: 13433, SEQ ID NO: 13434, SEQ ED NO: 13436, 
SEQ ID NO: 13438, SEQ ED NO: 13439, SEQ ED NO: 13440, SEQ ID NO: 13441, SEQ ED 
NO: 13442, SEQ ID NO: 13443, SEQ ID NO: 13444, SEQ ED NO: 13445, SEQ ID NO: 13447, 
SEQ ID NO: 13448. 

SEQ ED NO: 13449, SEQ ID NO: 13451, SEQ ID NO: 13453, SEQ ID NO: 13454. SEQ ED 
NO: 13455, SEQ ED NO: 13457, SEQ ID NO: 13458. SEQ ED NO: 13460, SEQ ID NO: 13462, 
SEQ ID NO: 13463, SEQ ID NO: 13465, SEQ ID NO: 13467. SEQ ID NO: 13469. SEQ ID 
NO: 13470, SEQ ID NO: 13472, SEQ ID NO: 13473, SEQ ID NO: 13474, SEQ ID NO: 13476, 
SEQ ID NO: 13477, SEQ ED NO: 13478. SEQ ED NO: 13479. SEQ ID NO: 13480, SEQ ED 
NO: 13482. SEQ ID NO: 13483. SEQ ED NO: 13484, SEQ ID NO: 13485, SEQ ED NO: 13486, 
SEQ ID NO: 13488, SEQ ID NO: 13489, SEQ ID NO: 13491, SEQ ID NO: 13492. SEQ ED 
NO: 13494, SEQ ED NO: 13495. SEQ ID NO: 13497. SEQ ED NO: 13498, SEQ ED NO: 13500, 
SEQ ED NO: 13501, SEQ ED NO: 13503, SEQ ID NO: 13505, SEQ ED NO: 13506, SEQ ED 
NO: 13507, SEQ ED NO: 13508, SEQ ID NO: 13510, SEQ ED NO: 13512, SEQ ED NO: 13514, 
SEQ ID NO: 13515, SEQ ID NO: 13517, SEQ ID NO: 13518, SEQ ID NO: 13519, SEQ ED " 
NO: 13520. SEQ ID NO: 13522, SEQ ED NO: 13523. SEQ ED NO: 13524, SEQ ID NO: 13526, 
SEQ ID NO: 13527, SEQ ID NO: 13529, SEQ ED NO: 13531, SEQ ED NO: 13532. SEQ ED 
NO: 13534. SEQ ED NO: 13535. SEQ ID NO: 13536. SEQ ED NO: 13538, SEQ ED NO: 13539, 
SEQ ID NO: 13540, SEQ ED NO: 13542, SEQ ID NO: 13544. SEQ ID NO: 13546, SEQ ID 
NO: 13547. SEQ ID NO: 13549. SEQ ID NO: 13551, SEQ ED NO: 13553, SEQ ID NO: 13554, 
SEQ ID NO: 13556, SEQ ID NO: 13557, SEQ ID NO: 13559, SEQ ID NO: 13561. SEQ ID 
NO: 13562, SEQ ID NO: 13563. SEO ID NO: 13565. SEQ ID NO: 13566. SEQ ID NO: 13568. 
SEQ ED NO: 13570. SEQ ID NO: 13571. SEQ ID NO: 13572, SEQ ID NO: 13574, SEQ ID 
NO: 13576. SEQ ED NO: 13578. SEQ ID NO: 13580. SEQ ID NO: 13581. SEQ ID NO: 13582. 
SEQ ID NO: 13584. SEQ ID NO: 13586. SEQ ID NO: 13588, SEQ ED NO: 13590, SEQ ED 
NO: 13591, SEQ ED NO: 13592, SEQ ED NO: 13594. SEQ ID NO: 13595. SEQ ED NO: 13597, 
SEQ ED NO: 13599, 

SEQ ID NO: 13601, SEQ ED NO: 13603, SEQ ED NO: 13605, SEQ ED NO: 13607, SEQ ED 
NO: 13608, SEQ ID NO: 13610, SEQ ID NO: 13612, SEQ ID NO: 13613, SEQ ED NO: 13615, 
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SEQ ID NO: 13617, SEQ ID NO: 13619, SEQ ID NO: 13620, SEQ ID NO: 13621, SEQ ID 
NO: 13622, SEQ ID NO: 13623, SEQ ID NO: 13624, SEQ ID NO: 13625, SEQ ID NO: 13626, 
SEQ ID NO: 13627, SEQ ED NO: 13629, SEQ ID NO: 13631, SEQ ID NO: 13633, SEQ ID 
NO: 13635, SEQ ID NO: 13637, SEQ ID NO: 13639, SEQ ID NO: 13640, SEQ ID NO: 13642, 
SEQ ID NO: 13643, SEQ ID NO: 13645. SEQ ID NO: 13647, SEQ ID NO: 13649, SEQ ID 
NO: 13651, SEQ ID NO: 13652. SEQ ID NO: 13653, SEQ ID NO: 13655, SEQ ID NO: 13656, 
SEQ ID NO: 13657, SEQ ID NO: 13658, SEQ ID NO: 13660, SEQ ID NO: 13662, SEQ ED 
NO: 13664, SEQ ED NO: 13666, SEQ ED NO: 13668, SEQ ID NO: 13670, SEQ ID NO: 13672, 
SEQ ID NO: 13674, SEQ ID NO: 13675, SEQ ID NO: 13676, SEQ ID NO: 13678, SEQ ID 
NO: 13680, SEQ ID NO: 13682, SEQ ID NO: 13684, SEQ ID NO: 13685, SEQ ID NO: 13687, 
SEQ ID NO: 13689, SEQ ID NO: 13690, SEQ ID NO: 13692, SEQ ID NO: 13693, SEQ ID 
NO: 13694, SEQ ED NO: 13696, SEQ ID NO: 13698, SEQ ID NO: 13700, SEQ ED NO: 13701, 
SEQ ID NO: 13703, SEQ ID NO: 13704, SEQ ID NO: 13706, SEQ ID NO: 13708, SEQ DD 
NO: 13709, SEQ ID NO: 13710, SEQ ID NO: 1371 1, SEQ ID NO: 13713, SEQ ID NO: 13715, 
SEQ ID NO: 13717, SEQ ID NO: 13718, SEQ ID NO: 13720, SEQ ID NO: 13722, SEQ ID 
NO: 13724, SEQ ID NO: 13725, S^Q ID NO: 13727, SEQ ID NO: 13728, SEQ ID NO: 13729, 
SEQ ID NO: 13731, SEQ ID NO: 13732, SEQ ED NO: 13734. SEQ ED NO: 13735, SEQ ID 
NO: 13736, SEQ ID NO: 13738, SEQ ID NO: 13740, SEQ ED NO: 13742, SEQ ID NO: 13744, 
SEQ ID NO: 13746, SEQ ID NO: 13748, SEQ ID NO: 13749, SEQ ID NO: 13750, SEQ ID _ 
NO: 13751, SEQ ED NO: 13753, SEQ ID NO: 13754, SEQ ID NO: 13755, SEQ ID NO: 13756, 
SEQ ID NO: 13757, 

SEQ ID NO: 13759, SEQ ED NO: 13760, SEQ ID NO: 13761, SEQ ID NO: 13762, SEQ ID 
NO: 13763, SEQ ID NO: 13764, SEQ ID NO: 13765, SEQ ID NO: 13766, SEQ ID NO: 13767, 
SEQ ID NO: 13769, SEQ ID NO: 13770, SEQ ID NO: 13772, SEQ ID NO: 13774, SEQ ID 
NO: 13775, SEQ ED NO: 13777, SEQ ID NO: 13778, SEQ ED NO: 13779, SEQ ID NO: 13780, 
SEQ ID NO: 13782, SEQ ED NO: 13783, SEQ ID NO: 13785, SEQ ID NO: 13786, SEQ ED 
NO: 13788, SEQ ID NO: 13789, SEQ ID NO: 13791, SEQ ID NO: 13793, SEQ ID NO: 13795, 
SEQ ID NO: 13796, SEQ ED NO: 13797, SEQ ID NO: 13798, SEQ ID NO: 13799, SEQ ID 
NO: 13800, SEQ ID NO: 13802, SEQ ID NO: 13803, SEQ ED NO: 13804, SEQ ID NO: 13805, 
SEQ ID NO: 13806, SEQ ED NO: 13808, SEQ ID NO: 13809, SEQ DD NO: 13810, SEQ ID 
NO: 13812, SEQ ID NO: 13814, SEQ ED NO: 13816, SEQ ED NO: 13818, SEQ ED NO: 13819, 
SEQ ED NO: 13821, SEQ ED NO: 13823, SEQ ID NO: 13824, SEQ ID NO: 13826, SEQ ID 
NO: 13828, SEQ ID NO: 13829, SEQ ID NO: 13831, SEQ ID NO: 13833, SEQ ID NO: 13834, 
SEQ ED NO: 13836, SEQ ED NO: 13838, SEQ ED NO: 13839, SEQ ED NO: 13841, SEQ ID 
NO: 13843, SEQ ID NO: 13845, SEQ ED NO: 13847, SEQ ID NO: 13849, SEQ ID NO: 13850, 
SEQ ID NO: 13851, SEQ ID NO: 13852, SEQ ID NO: 13854, SEQ ID NO: 13856, SEQ ED 
NO: 13858, SEQ ID NO: 13860, SEQ ED NO: 13861, SEQ ID NO: 13863, SEQ ID NO: 13865, 
SEQ ID NO: 13867, SEQ ED NO: 13869, SEQ ED NO: 13870, SEQ ED NO: 13872, SEQ ID 
NO: 13874, SEQ ID NO: 13876, SEQ ID NO: 13878, SEQ ID NO: 13879, SEQ ED NO: 13881, 
SEQ ID NO: 13883, SEQ ID NO: 13885, SEQ ID NO: 13887, SEQ ID NO: 13889, SEQ ID 
NO: 13891, SEQ ED NO: 13892, SEQ ID NO: 13893, SEQ ID NO: 13895, SEQ ID NO: 13896, 
SEQ ID NO: 13898, SEQ ED NO: 13900, SEQ ID NO: 13901, SEQ ID NO: 13903, SEQ ED 
NO: 13904, SEQ ID NO: 13905, SEQ ID NO: 13906. SEQ ID NO: 13908, SEQ ID NO: 13909, 
SEQ ED NO: 13911, 

SEQ ED NO: 13912, SEQ ID NO: 13914, SEQ ID NO: 13916. SEQ ID NO: 13918, SEQ ED 
NO: 13920, SEQ ID NO: 13922, SEQ ID NO: 13924, SEQ ID NO: 13926, SEQ ED NO: 13928, 
SEQ ID NO: 13930, SEQ ID NO: 13932, SEQ ID NO: 13933, SEQ ED NO: 13935, SEQ ID 
NO: 13936, SEQ ID NO: 13938, SEQ ID NO: 13940, SEQ ID NO: 13941, SEQ ID NO: 13942, 
SEQ ID NO: 13944, SEQ ID NO: 13946, SEQ ED NO: 13948, SEQ ID NO: 13950, SEQ ID 
NO: 13951, SEQ ED NO: 13953, SEQ ID NO: 13954, SEQ ID NO: 13956, SEQ ID NO: 13958, 
SEQ ED NO: 13959, SEQ ED NO: 13961. SEQ ID NO: 13962, SEQ ID NO: 13964, SEQ ID 
NO: 13965, SEQ ID NO: 13966. SEQ ID NO: 13967, SEQ ID NO: 13969, SEQ ID NO: 13970, 
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SEQ ED NO: 13971, SEQ ID NO: 13973, SEQ ID NO: 13975, SEQ ID NO: 13976, SEQ ID 
NO: 13978, SEQ ID NO: 13979, SEQ ID NO: 13981, SEQ ID NO: 13982, SEQ ID NO: 13983, 
SEQ ID NO: 13984, SEQ ID NO: 13985. SEQ ID NO: 13986, SEQ ID NO: 13988, SEQ ID 
NO: 13989, SEQ ID NO: 13990, SEQ ID NO: 13992, SEQ ID NO: 13994, SEQ ID NO: 13996, 
SEQ ID NO: 13998, SEQ ID NO: 13999, SEQ ID NO: 14001, SEQ ID NO: 14003, SEQ ID 
NO: 14005, SEQ ID NO: 14006, SEQ ED NO: 14008, SEQ ID NO: 14010, SEQ ID NO: 14012, 
SEQ ID NO: 14013, SEQ ID NO: 14014, SEQ ID NO: 14015, SEQ ID NO: 14016, SEQ ID 
NO: 14018, SEQ ID NO: 14019, SEQ ID NO: 14021, SEQ ED NO: 14023, SEQ ID NO: 14025, 
SEQ ID NO: 14026, SEQ ED NO: 14028, SEQ ID NO: 14030, SEQ ID NO: 14031, SEQ ID 
NO: 14033, SEQ ID NO: 14035, SEQ ID NO: 14037, SEQ ID NO: 14039, SEQ ID NO: 14041, 
SEQ ID NO: 14042, SEQ ED NO: 14044, SEQ ID NO: 14045, SEQ ID NO: 14047, SEQ ED 
NO: 14049, SEQ ID NO: 14050, SEQ ID NO: 14052, SEQ ID NO: 14053, SEQ ID NO: 14054, 
SEQ ED NO: 14056, SEQ ID NO: 14058, SEQ ED NO: 14060, SEQ ED NO: 14062, SEQ ED 
NO: 14064, SEQ ED NO: 14066, SEQ ID NO: 14067, SEQ ID NO: 14069, SEQ ED NO: 14071, 
SEQ ID NO: 14072, 

SEQ ED NO: 14073, SEQ ED NO: 14075, SEQ ED NO: 14076, SEQ ED NO: 14077, SEQ ED 
NO: 14079, SEQ ED NO: 14081, SEQ ID NO: 14083, SEQ ID NO: 14084.SEQ ID NO: 14085, 
SEQ ID NO: 14086, SEQ ED NO: 14088, SEQ ID NO: 14090, SEQ ID NO: 14092, SEQ ID 
NO: 14094, SEQ ED NO: 14096, SEQ ED NO: 14098, SEQ ID NO: 14100, SEQ ID NO: 14102,. 
SEQ ID NO: 14104, SEQ ID NO: 14106, SEQ ED NO: 14108, SEQ ED NO: 14110, SEQ ED 
NO: 14112, SEQ ED NO: 14114, SEQ ED NO: 14116, SEQ ID NO: 14118, SEQ ED NO: 14120, 
SEQ ED NO: 14122, SEQ ED NO: 14124, SEQ ED NO: 14126, SEQ ED NO: 14128, SEQ ID 
NO: 14129, SEQ ID NO: 14131, SEQ ED NO: 14133, SEQ ID NO: 14135, SEQ ID NO: 14137," 
SEQ ID NO: 14139, SEQ ED NO: 14141, SEQ ED NO: 14143, SEQ ED NO: 14145. SEQ ID 
NO: 14146, SEQ ED NO: 14148, SEQ ID NO: 14150, SEQ ID NO: 14152, SEQ ID NO: 14154, 
SEQ ED NO: 14156, SEQ ID NO: 14158, SEQ ID NO: 14160, SEQ ID NO: 14162, SEQ ED 
NO: 14164. SEQ ID NO: 14165, SEQ ID NO: 14167, SEQ ID NO: 14168, SEQ ED NO: 14169, 
SEQ ID NO: 14171. SEQ ID NO: 14173. SEQ ID NO: 14175. SEQ ED NO: 14177, SEQ ID 
NO: 14179, SEQ ID NO: 14181, SEQ ID NO: 14183, SEQ ID NO: 14185, SEQ ID NO: 14187, 
SEQ ED NO: 14188, SEQ ED NO: 14190, SEQ ED NO: 14192, SEQ ID NO: 14194, SEQ ED 
NO: 14196, SEQ ED NO: 14198, SEQ ED NO: 14200, SEQ ID NO: 14202, SEQ ID NO: 14204, 
SEQ ED NO: 14206, SEQ ID NO: 14208, SEQ ID NO: 14210, SEQ BD NO: 14212, SEQ ID 
NO: 14214, SEQ ED NO: 14216, SEQ ID NO: 14217, SEQ ED NO: 14219, SEQ ED NO: 14221, 
SEQ ED NO: 14223, SEQ ID NO: 14225, SEQ ID NO: 14227, SEQ ED NO: 14229, SEQ ED 
NO: 14231, SEQ ID NO: 14233, SEQ ID NO: 14235, SEQ ID NO: 14237, SEQ ID NO: 14239, 
SEQ ED NO: 14241, SEQ ID NO: 14243, SEQ ED NO: 14245. SEQ ED NO: 14247, SEQ ID 
NO: 14249, SEQ ED NO: 14251, SEO ID NO: 14253, SEQ ED NO: 14255, SEQ ID NO: 14257, 
SEQ ID NO: 14259, 

SEQ ID NO: 14261, SEQ ID NO: 14263, SEQ ID NO: 14265, SEQ ID NO: 14266. SEQ ID 
NO: 14268, SEQ ID NO: 14270, SEQ ED NO: 14272, SEQ ED NO: 14274, SEQ ED NO: 14276, 
SEQ ID NO: 14278, SEQ ED NO: 14280, SEQ ID NO: 14282, SEQ ED NO: 14284, SEQ BD 
NO: 14286, SEQ ED NO: 14287, SEQ ID NO: 14289. SEQ ED NO: 14291. SEQ ED NO: 14293, 
SEQ ED NO: 14295, SEQ ID NO: 14297, SEQ ID NO: 14299, SEQ ID NO: 14300, SEQ ED 
NO: 14302, SEQ ID NO: 14304, SEQ ID NO: 14305, SEQ ED NO: 14307, SEQ ID NO: 14309, 
SEQ ED NO: 14311, SEQ ED NO: 14313, SEQ ED NO: 14315, SEQ ID NO: 14317, SEQ ED 
NO: 14319, SEQ ED NO: 14321. SEQ ID NO: 14323, SEQ ID NO: 14325, SEQ ED NO: 14327, 
SEQ ID NO: 14329, SEQ ED NO: 14330, SEQ ED NO: 14332, SEQ ID NO: 14333, SEQ ID 
NO: 14335. SEQ ID NO: 14336, SEQ ID NO: 14338, SEQ ED NO: 14339. SEQ ED NO: 14341, 
SEQ ED NO: 14343, SEQ ID NO: 14344, SEQ ID NO: 14345, SEQ ID NO: 14347, SEQ ID 
NO: 14349, SEQ ID NO: 14351, SEQ ID NO: 14353, SEQ ID NO: 14355, SEQ ID NO: 14357, 
SEQ ID NO: 14359, SEQ ED NO: 14361, SEQ ID NO: 14363, SEQ ID NO: 14365, SEQ ED 
NO: 14367, SEQ ID NO: 14369, SEQ ID NO: 14371, SEQ ID NO: 14373, SEQ ID NO: 14375, 
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SEQ ID NO: 14377, SEQ ID NO: 14378, SEQ ID NO: 14380, SEQ ID NO: 14382, SEQ ID 
NO: 14384, SEQ ID NO: 14386, SEQ ID NO: 14388, SEQ ID NO: 14390, SEQ ID NO: 14392, 
SEQ ID NO: 14394, SEQ ID NO: 14395, SEQ ID NO: 14397, SEQ ID NO: 14399, SEQ ID 
NO: 14400, SEQ ID NO: 14402, SEQ ID NO: 14403, SEQ ED NO: 14405, SEQ ID NO: 14407, 
SEQ ID NO: 14409, SEQ ID NO; 14411, SEQ ED NO: 14413, SEQ ED NO: 14415, SEQ ID 
NO: 14417, SEQ ID NO: 14419, SEQ ED NO: 14421, SEQ ED NO: 14422, SEQ ED NO: 14424, 
SEQ ED NO: 14426, SEQ ED NO: 14428, SEQ ED NO: 14430, SEQ ED NO: 14432, SEQ ID 
NO: 14434, SEQ ID NO: 14436, SEQ ID NO: 14438, SEQ ED NO: 14439, SEQ ID NO: 14441, 
SEQ ID NO: 14443, 

SEQ ED NO: 14445! SEQ ID NO: 14447, SEQ ID NO: 14449, SEQ ID NO: 14451, SEQ ED 
NO: 14453, SEQ ED NO: 14455, SEQ ID NO: 14457, SEQ ID NO: 14459, SEQ ED NO: 14461 , 
SEQ ID NO: 14463, SEQ ED NO: 14464, SEQ ID NO: 14465, SEQ ID NO: 14467, SEQ ID 
NO: 14469, SEQ ED NO: 14471, SEQ ID NO: 14473, SEQ ED NO: 14475, SEQ ID NO: 14477, 
SEQ ID NO: 14479, SEQ ED NO: 14481, SEQ ID NO: 14483, SEQ ID NO: 14485, SEQ ED 
NO: 14487, SEQ ED NO: 14489, SEQ ED NO: 14491, SEQ ED NO: 14493, SEQ ED NO: 14495, 
SEQ ID NO: 14497, SEQ ID NO: 14499, SEQ ED NO: 14501 , SEQ ID NO: 14503, SEQ ID 
NO: 14504, SEQ ID NO: 14506, SEQ ID NO: 14508, SEQ ID NO: 14510, SEQ ID NO: 14512, 
SEQ ID NO: 14513, SEQ ID NO: 14515, SEQ ID NO: 14517, SEQ ID NO: 14519, SEQ ID 
NO: 14521, SEQ ID NO: 14523, SEQ ID NO: 14525, SEQ ED NO: 14527, SEQ ED NO: 14528^ 
SEQ ED NO: 14529, SEQ ID NO: 14531, SEQ ID NO: 14533, SEQ ID NO: 14535, SEQ ID 
NO: 14537, SEQ ED NO: 14539, SEQ ED NO: 14540, SEQ ID NO: 14542, SEQ ID NO: 14544, 
SEQ ID NO: 14545, SEQ ID NO: 14547, SEQ ID NO: 14549, SEQ ED NO: 14551, SEQ ID 
NO: 14552, SEQ ID NO: 14554, SEQ ED NO: 14556, SEQ ED NO: 14558, SEQ ED NO: 14560,* 
SEQ ID NO: 14562, SEQ ID NO: 14564, SEQ ED NO: 14566, SEQ ID NO: 14568, SEQ ED 
NO: 14570, SEQ ED NO: 14572, SEQ ED NO: 14574, SEQ ID NO: 14576, SEQ ID NO: 14578, 
SEQ ID NO: 14580. SEQ ID NO: 14582, SEQ ID NO: 14584, SEQ ID NO: 14586, SEQ ID 
NO: 14588, SEQ ED NO: 14590, SEQ ID NO: 14592, SEQ ED NO: 14594, SEQ 3D NO: 14595, 
SEQ ID NO: 14597, SEQ ID NO: 14599, SEQ ID NO: 14601, SEQ ED NO: 14603, SEQ ED 
NO: 14605, SEQ ID NO: 14607, SEQ ID NO: 14609, SEQ ID NO: 14610, SEQ ID NO: 14611, 
SEQ ED NO: 14613, SEQ ED NO: 14615, SEQ ED NO: 14617, SEQ ID NO: 14619. SEQ ID 
NO: 14620, SEQ ED NO: 14622, SEQ ED NO: 14624, SEQ ID NO: 14626, SEQ ID NO: 14628, 
SEQ ID NO: 14630, 

SEQ ED NO: 14632, SEQ ID NO: 14633, SEQ ID NO: 14635, SEQ ID NO: 14637, SEQ ID 
NO: 14639, SEQ ID NO: 14641, SEQ ED NO: 14643, SEQ ID NO: 14644, SEQ ED NO: 14646, 
SEQ ED NO: 14648, SEQ ID NO: 14650, SEQ ID NO: 14652, SEQ ID NO: 14654, SEQ ID 
NO: 14656, SEQ ID NO: 14658, SEQ ED NO: 14660, SEQ ID NO: 14662, SEQ ID NO: 14664, 
SEQ ID NO: 14666, SEQ ID NO: 14668, SEQ ID NO: 14670, SEQ ID NO: 14672, SEQ ID 
NO: 14674, SEQ ID NO: 14676, SEQ ID NO: 14678, SEQ ID NO: 14679, SEQ ID NO: 14681; 
SEQ ID NO: 14683, SEQ ID NO: 14685, SEQ ID NO: 14686, SEQ ED NO: 14688, SEQ ED 
NO: 14690, SEQ ID NO: 14692, SEQ ID NO: 14693, SEQ ID NO: 14695, SEQ ED NO: 14697, 
SEQ ED NO: 14699, SEQ ID NO: 14700, SEQ ED NO: 14702, SEQ ED NO: 14704, SEQ ID 
NO: 14706, SEQ ID NO: 14708, SEQ ED NO: 14710, SEQ ED NO: 14712, SEQ ID NO: 14713, 
SEQ ID NO: 14715, SEQ ID NO: 14717, SEQ ID NO: 14719, SEQ ED NO: 14721, SEQ ID 
NO: 14722, SEQ ID NO: 14724, SEQ ID NO: 14725, SEQ ED NO: 14727, SEQ ID NO: 14729, 
SEQ ID NO: 14731, SEQ ED NO: 14732, SEQ ID NO: 14734, SEQ ID NO: 14735, SEQ ID 
NO: 14737, SEQ ID NO: 14738, SEQ ED NO: 14740, SEQ ID NO: 14742, SEQ ED NO: 14744, 
SEQ ID NO: 14746, SEQ ID NO: 14748, SEQ ID NO: 14750, SEQ ID NO: 14752, SEQ ED 
NO: 14754, SEQ ED NO: 14755, SEQ ID NO: 14757, SEQ ID NO: 14758, SEQ ED NO: 14760, 
SEQ ED NO: 14762, SEQ ID NO: 14764, SEQ ID NO: 14766, SEQ ID NO: 14768, SEQ ID 
NO: 14770, SEQ ID NO: 14772, SEQ ID NO: 14774, SEQ ED NO: 14776. SEQ ID NO: 14778. 
SEQ ID NO: 14780, SEQ ID NO: 14782, SEQ ED NO: 14784, SEQ ID NO: 14786, SEQ ID 
NO: 14788, SEQ ID NO: 14790, SEQ ID NO: 14792. SEQ ID NO: 14794, SEQ ED NO: 14796. 
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SEQ ID NO: 14798, SEQ ED NO: 14800, SEQ ID NO: 14802, SEQ ID NO: 14804, SEQ ID 
NO: 14806, SEQ ID NO: 14808, SEQ ID NO: 14809, SEQ ID NO: 1481 1, SEQ ID NO: 14812, 
SEQ ID NO: 14814, 

SEQ ID NO: 14816, SEQ ID NO: 14818, SEQ ID NO: 14820, SEQ ID NO: 14822, SEQ ID 
NO: 14823, SEQ ID NO: 14824, SEQ ID NO: 14826, SEQ ID NO: 14828, SEQ ID NO: 14830, 
SEQ ID NO: 14831, SEQ ID NO: 14833, SEQ ID NO: 14835, SEQ ID NO: 14837, SEQ ID 
NO: 14839, SEQ ID NO: 14841, SEQ ID NO: 14843, SEQ ID NO: 14845, SEQ ID NO: 14847, 
SEQ ID NO: 14849, SEQ ID NO: 14850, SEQ ID NO: 14852, SEQ ID NO: 14854, SEQ ID 
NO: 14856, SEQ ID NO: 14858, SEQ ID NO: 14860, SEQ ID NO: 14862, SEQ ID NO: 14864, 
SEQ ID NO: 14865, SEQ ID NO: 14867, SEQ ID NO: 14869, SEQ ID NO: 14871, SEQ ID 
NO: 14872, SEQ ID NO: 14874, SEQ ID NO: 14876, SEQ ID NO: 14878, SEQ ID NO: 14880. 
SEQ ID NO: 14882, SEQ ID NO: 14884, SEQ ID NO: 14886, SEQ ID NO: 14888, SEQ ID 
NO: 14890, SEQ ID NO: 14892, SEQ ED NO: 14894, SEQ ID NO: 14896, SEQ ID NO: 14898, 
SEQ ID NO: 14900, SEQ ID NO: 14902, SEQ ID NO: 14904, SEQ ID NO: 14906, SEQ ID 
NO: 14908, SEQ ID NO: 14910, SEQ ID NO: 14912, SEQ ID NO: 14914, SEQ DD NO: 14916, 
SEQ ID NO: 14918, SEQ ED NO: 14919, SEQ ID NO: 14921, SEQ ID NO: 14923, SEQ ID 
NO: 14924, SEQ ID NO: 14925, SEQ ED NO: 14927, SEQ ID NO: 14929, SEQ ED NO: 14931. 
SEQ ID NO: 14933, SEQ ID NO: 14935, SEQ ID NO: 14937, SEQ ID NO: 14938, SEQ ID 
NO: 14940, SEQ ID NO: 14942, SEQ ED NO: 14944, SEQ ID NO: 14946, SEQ ID NO: 14948,, 
SEQ ED NO: 14950, SEQ ID NO: 14952, SEQ ID NO: 14954, SEQ ID NO: 14956, SEQ ID 
NO: 14958, SEQ ID NO: 14960, SEQ ID NO: 14961, SEQ ID NO: 14963, SEQ ID NO: 14965. 
SEQ ED NO: 14967, SEQ ED NO: 14969, SEQ ED NO: 14971, SEQ ID NO: 14973, SEQ ID 
NO: 14975, SEQ ED NO: 14977, SEQ ED NO: 14979, SEQ ID NO: 14981, SEQ ED NO: 14982," 
SEQ ED NO: 14984, SEQ ED NO: 14986, SEQ ID NO: 14987. SEQ ID NO: 14988. SEQ ID 
NO: 14990, SEQ ID NO: 14992, SEQ ED NO: 14993, SEQ ID NO: 14994, SEQ ED NO: 14996. 
SEQ ED NO: 14998, 

SEQ ED NO: 15000, SEQ ID NO: 15002, SEQ ID NO: 15004, SEQ ID NO: 15005, SEQ ID 
NO: 15006, SEQ ID NO: 15007, SEQ ED NO: 15009, SEQ ED NO: 15011, SEQ ED NO: 15012. 
SEQ ID NO: 15013, SEQ ID NO: 15015, SEQ ED NO: 15017, SEQ ED NO: 15019, SEQ ID 
NO: 15021, SEQ ED NO: 15023, SEQ ED NO: 15025, SEQ ED NO: 15026, SEQ ID NO: 15028, 
SEQ ED NO: 15029, SEQ ID NO: 15031, SEQ ED NO: 15033, SEQ ED NO: 15035, SEQ ID 
NO: 15037, SEQ ED NO: 15039, SEQ ED NO: 15040, SEQ ID NO: 15042, SEQ ID NO: 15044, 
SEQ ED NO: 15046. SEQ ID NO: 15048, SEQ ID NO: 15050, SEQ ED NO: 15051, SEQ ID 
NO: 15053, SEQ ID NO: 15055, SEQ ID NO: 15057, SEQ ED NO: 15059, SEQ ED NO: 15060, 
SEQ ED NO: 15062, SEQ ED NO: 15064, SEQ ED NO: 15066, SEQ ED NO: 15067, SEQ ED 
NO: 15069, SEQ ED NO: 15071, SEQ ED NO: 15073, SEQ ED NO: 15075, SEQ ED NO: 15077, 
SEQ ED NO: 15078, SEQ ID NO: 15080, SEQ ED NO: 15082, SEQ ED NO: 15084, SEQ ID 
NO: 15086, SEQ ED NO: 15088, SEQ ED NO: 15090, SEQ ED NO: 15091, SEQ EO NO: 15093; 
SEQ ED NO: 15095, SEQ ID NO: 15096, SEQ ID NO: 15098, SEQ ID NO: 15099, SEQ ID 
NO: 15101, SEQ ED NO: 15103, SEQ ED NO: 15105, SEQ ED NO: 15107, SEQ ID NO: 15109, 
SEQ ID NO: 151 11, SEQ ED NO: 15113, SEQ ID NO: 15115, SEQ ID NO: 15117, SEQ ED 
NO: 15119, SEQ ED NO: 15121, SEQ ID NO: 15123, SEQ ED NO: 15125, SEQ ID NO: 15127, 
SEQ ID NO: 15129, SEQ ID NO: 15130, SEQ ED NO: 15132. SEQ ID NO: 15134. SEQ ID 
NO: 15136, SEQ ID NO: 15138, SEQ ID NO: 15140, SEQ ED NO: 15142, SEQ ID NO: 15144, 
SEQ ID NO: 15146, SEQ ED NO: 15147, SEQ ID NO: 15148, SEQ ID NO: 15150, SEQ ID 
NO: 15152, SEQ ID NO: 15154, SEQ ID NO: 15155. SEQ ID NO: 15157, SEQ ID NO: 15159, 
SEQ ID NO: 15161, SEQ ED NO: 15163, SEQ ED NO: 15165, SEQ ID NO: 15167, SEQ ID 
NO: 15168, SEQ ID NO: 15169, SEQ ID NO: 15171, SEQ ED NO: 15173, SEQ ED NO: 15175, 
SEQ ID NO: 15177, 

SEQ ID NO: 15179, SEQ ID NO: 15181, SEQ ED NO: 15183, SEQ ID NO: 15185, SEQ ID 
NO: 15187, SEQ ID NO: 15189, SEQ ID NO: 15191, SEQ ED NO: 15192, SEQ ED NO: 15194, 
SEQ ID NO: 15196, SEQ ID NO: 15198, SEQ ID NO: 15200, SEQ ID NO: 15201. SEQ ID 
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NO: 15203, SEQ ID NO: 15205, SEQ ID NO: 15207, SEQ ID NO: 15209, SEQ ID NO: 1521 1, 
SEQ ED NO: 15213, SEQ ID NO: 15215, SEQ ID NO: 15217, SEQ ID NO: 15219, SEQ ID 
NO: 15220, SEQ ID NO: 15222, SEQ ID NO: 15224, SEQ ID NO: 15226, SEQ ID NO: 15228, 
SEQ ID NO: 15230, SEQ ID NO: 15232, SEQ ID NO: 15234, SEQ ID NO: 15236, SEQ ID 
NO: 15238. SEQ ID NO: 15240, SEQ ID NO: 15242, SEQ ID NO: 15244, SEQ ID NO: 15246, 
SEQ ID NO: 15248, SEQ ID NO: 15250, SEQ ID NO: 15252, SEQ ID NO: 15254, SEQ ID 
NO: 15256, SEQ ID NO: 15258. SEQ ID NO: 15259, SEQ ID NO: 15261, SEQ ID NO: 15263, 
SEQ ID NO: 15265, SEQ ID NO: 15267. SEQ ID NO: 15269, SEQ ID NO: 15271, SEQ ID 
NO: 15272. SEQ ID NO: 15274. SEQ ID NO: 15276, SEQ ID NO: 15278, SEQ ID NO: 15280, 
SEQ ID NO: 15282, SEQ ID NO: 15283. SEQ ID NO: 15285, SEQ ID NO: 15287. SEQ ID 
NO: 15289. SEQ ID NO: 15291, SEQ ID NO: 15292. SEQ ID NO: 15294, SEQ ID NO: 15295, 
SEQ ID NO: 15297, SEQ ID NO: 15298, SEQ ID NO: 15300, SEQ ID NO: 15301, SEQ ID 
NO: 15302, SEQ ID NO: 15304, SEQ ID NO: 15305, SEQ ID NO: 15307, SEQ ID NO: 15309, 
SEQ ID NO: 15311, SEQ ID NO: 15313, SEQ ID NO: 15315, SEQ ID NO: 15316, SEQ ID 
NO: 15318, SEQ ID NO: 15319, SEQ ID NO: 15321, SEQ ID NO: 15323, SEQ ID NO: 15325, 
SEQ ID NO: 15327, SEQ ID NO: 1?329, SEQ ID NO: 15331, SEQ ID NO: 15333, SEQ ID 
NO: 15334, SEQ ID NO: 15336, SEQ ID NO: 15338, SEQ ID NO: 15340, SEQ ID NO: 15342, 
SEQ ID NO: 15344, SEQ ID NO: 15346, SEQ ID NO: 15348, SEQ ID NO: 15350, SEQ ID 
NO: 15352, SEQ ID NO: 15354. SEQ ID NO: 15355, SEQ ID NO: 15357, SEQ ID NO: 15359^ 
SEQ ID NO: 15361, 

SEQ ID NO: 15363. SEQ ID NO: 15364. SEQ ID NO: 15366, SEQ ID NO: 15368, SEQ ID 
NO: 15370. SEQ ID NO: 15372, SEQ ID NO: 15374; SEQ ED NO: 15376, SEQ ID NO: 15378, 
SEQ ID NO: 15380, SEQ ID NO: 15382, SEQ ID NO: 15384, SEQ ID NO: 15386, SEQ ED - ' 
NO: 15388, SEQ ED NO: 15390, SEQ ID NO: 15391, SEQ ED NO: 15393, SEQ ID NO: 15395, 
SEQ ID NO: 15396, SEQ ID NO: 15397, SEQ ID NO: 15399, SEQ ED NO: 15401, SEQ ID 
NO: 15403. SEQ ID NO: 15404, SEQ ID NO: 15406, SEQ ED NO: 15407, SEQ ED NO: 15409, 
SEQ ED NO: 15411, SEQ ID NO: 15412, SEQ ID NO: 15414, SEQ ID NO: 15416, SEQ ID 
NO: 15417, SEQ ID NO: 15419, SEQ ED NO: 15421, SEQ ID NO: 15423, SEQ ED NO: 15425. 
SEQ ID NO: 15427, SEQ ED NO: 15429, SEQ ED NO: 15431, SEQ ID NO: 15433, SEQ ID 
NO: 15435, SEQ ID NO: 15436, SEQ ED NO: 15438, SEQ ID NO: 15439, SEQ ID NO: 15441, 
SEQ ED NO: 15442, SEQ ED NO: 15443, SEQ ID NO: 15445, SEQ ID NO: 15446, SEQ ID 
NO: 15447, SEQ ID NO: 15448, SEQ ID NO: 15449, SEQ ED NO: 15450, SEQ ID NO: 15451, 
SEQ ID NO: 15453. SEQ ID NO: 15455, SEQ ED NO: 15457, SEQ ID NO: 15459, SEQ ED 
NO: 15461. SEQ ID NO: 15463. SEQ ID NO: 15465. SEQ ED NO: 15467, SEQ ED NO: 15469, 
SEQ ED NO: 15471, SEQ ID NO: 15473, SEQ ID NO: 15475, SEQ ID NO: 15477, SEQ ID 
NO: 15478, SEQ ED NO: 15480, SEQ ID NO: 15482, SEQ ED NO: 15484, SEQ ID NO: 15485, 
SEQ ED NO: 15487, SEQ ID NO: 15489, SEQ ED NO: 15491, SEQ ED NO: 15492, SEQ ID 
NO: 15494, SEQ ED NO: 15496, SEQ ID NO: 15497, SEQ ED NO: 15498, SEQ ED NO: 15500; 
SEQ ID NO: 15501, SEQ ED NO: 15502, SEQ ID NO: 15503, SEQ ID NO: 15505, SEQ ID 
NO: 15507, SEQ ED NO: 15509, SEQ ED NO: 15510, SEQ ED NO: 15511, SEQ ED NO: 15513, 
SEQ ED NO: 15514, SEQ ED NO: 15516, SEQ ID NO: 15518, SEQ ED NO: 15520, SEQ ID 
NO: 15522, SEQ ED NO: 15524, SEQ ED NO: 15525, SEQ ED NO: 15527, SEQ ED NO: 15528. 
SEQ ID NO: 15529, 

SEQ ED NO: 15531, SEQ ID NO: 15533, SEQ ID NO: 15534, SEQ ID NO: 15535, SEQ ID 
NO: 15537, SEQ ID NO: 15539, SEQ ID NO: 15540, SEQ ED NO: 15542, SEQ ID NO: 15544, 
SEQ DD NO: 15545, SEQ ED NO: 15547. SEQ ED NO: 15548, SEQ ED NO: 15550, SEQ ID 
NO: 15551, SEQ ED NO: 15552, SEQ ID NO: 15554, SEQ ED NO: 15556, SEQ ID NO: 15557, 
SEQ ID NO: 15558, SEQ ED NO: 15560, SEQ ID NO: 15561, SEQ ID NO: 15563, SEQ ID 
NO: 15564, SEQ ID NO: 15565, SEQ ID NO: 15567, SEQ ED NO: 15569, SEQ ID NO: 15571, 
SEQ ED NO: 15573, SEQ ED NO: 15575, SEQ ID NO: 15577, SEQ ED NO: 15578. SEQ ID 
NO: 15580, SEQ ID NO: 15581. SEQ ED NO: 15582. SEQ ID NO: 15584, SEQ ID NO: 15585. 
SEQ ED NO: 15587. SEQ ID NO: 15589, SEQ ID NO: 15591, SEQ ED NO: 15592, SEQ ID 
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NO: 15593, SEQ ID NO: 15594, SEQ ID NO: 15596, SEQ ID NO: 15598, SEQ ID NO: 15599, 
SEQ ID NO: 15601, SEQ ID NO: 15602, SEQ ID NO: 15603, SEQ ID NO: 15604, SEQ ID 
NO: 15606. SEQ ID NO: 15607, SEQ ID NO: 15608, SEQ ID NO: 15610, SEQ ID NO: 15611, 
SEQ ID NO: 15613, SEQ ID NO: 15615, SEQ ID NO: 15617, SEQ ID NO: 15619, SEQ ID 
NO: 15621, SEQ ID NO: 15623, SEQ ID NO: 15625, SEQ ID NO: 15627, SEQ ID NO: 15629, 
SEQ ID NO: 15630, SEQ ID NO: 15632, SEQ ID NO: 15634, SEQ ID NO: 15636, SEQ ID 
NO: 15638, SEQ ID NO: 15640, SEQ ID NO: 15642, SEQ ID NO: 15644, SEQ ID NO: 15646, 
SEQ ID NO: 15648, SEQ ID NO: 15649, SEQ ID NO: 15650, SEQ ED NO: 15651, SEQ ID 
NO: 15653, SEQ ID NO: 15655, SEQ ED NO: 15656, SEQ ID NO: 15658, SEQ ED NO: 15660, 
SEQ ID NO: 15661, SEQ ID NO: 15663, SEQ ID NO: 15665, SEQ ED NO: 15667, SEQ ED 
NO: 15669, SEQ ED NO: 15670, SEQ ED NO: 15671, SEQ ID NO: 15672, SEQ ED NO: 15674, 
SEQ ID NO: 15675, SEQ ID NO: 15676, SEQ ED NO: 15677, SEQ ID NO: 15679, SEQ ED 
NO: 15681, SEQ ED NO: 15683, SEQ ID NO: 15685, SEQ ID NO: 15687, SEQ ID NO: 15689, 
SEQ ID NO: 15690, 

SEQ ID NO: 15692, SEQ ED NO: 15694, SEQ ED NO: 15695, SEQ ED NO: 15697, SEQ ED 
NO: 15699, SEQ ID NO: 15701, SEQ ED NO: 15703, SEQ ID NO: 15704, SEQ ID NO: 15706, 
SEQ ID NO: 15707, SEQ ID NO: 15709, SEQ ID NO: 15711, SEQ ED NO: 15713, SEQ ID 
NO: 15715, SEQ ID NO: 15717, SEQ ID NO: 15718, SEQ ED NO: 15719, SEQ ID NO: 15720, 
SEQ ID NO: 15722, SEQ ID NO: 15723, SEQ ID NO: 15725, SEQ ID NO: 15727, SEQ ID _ 
NO: 15728, SEQ ID NO: 15729, SEQ ED NO: 15731 , SEQ ID NO: 15732, SEQ ID NO: 15734, 
SEQ ED NO: 15735, SEQ ID NO: 15737, SEQ ED NO: 15738, SEQ ID NO: 15740, SEQ ID 
NO: 15742, SEQ ID NO: 15744, SEQ ID NO: 15746, SEQ ID NO: 15748, SEQ ID NO: 15749, 
SEQ ED NO: 15751, SEQ ED NO: 15752, SEQ ID NO: 15754, SEQ ED NO: 15756, SEQ ED - 
NO: 15758, SEQ ID NO: 15760, SEQ ID NO: 15762, SEQ DD NO: 15764, SEQ ID NO: 15765, 
SEQ ID NO: 15767, SEQ ID NO: 15769, SEQ ID NO: 15771, SEQ ID NO: 15773, SEQ ID 
NO: 15775, SEQ ED NO: 15777, SEQ ED NO: 15778, SEQ ID NO: 15780, SEQ ID NO: 15781, 
SEQ ID NO: 15783, SEQ ED NO: 15785, SEQ ED NO: 15787, SEQ ID NO: 15789, SEQ ED 
NO: 15791, SEQ ED NO: 15793, SEQ ID NO: 15795, SEQ ID NO: 15797, SEQ ED NO: 15799, 
SEQ ID NO: 15801, SEQ ID NO: 15802, SEQ ED NO: 15804, SEQ ID NO: 15806, SEQ ED 
NO: 15808, SEQ ID NO: 15810. SEQ ID NO: 15812, SEQ ID NO: 15814, SEQ ID NO: 15816, 
SEQ ID NO: 15818, SEQ ID NO: 15819. SEQ ED NO: 15820, SEQ ID NO: 15821, SEQ ID 
NO: 15823, SEQ ID NO: 15825, SEQ ID NO: 15827, SEQ ID NO: 15829, SEQ ED NO: 15830, 
SEQ ID NO: 15831, SEQ ID NO: 15832, SEQ ID NO: 15833, SEQ ID NO: 15835, SEQ ID 
NO: 15836, SEQ ID NO: 15837, SEQ ID NO: 15839, SEQ ID NO: 15841, SEQ ID NO: 15843, 
SEQ ID NO: 15845, SEQ ID NO: 15846, SEQ ID NO: 15848, SEQ ED NO: 15850, SEQ ED 
NO: 15852, SEQ ID NO: 15853, SEQ ID NO: 15855, SEQ ID NO: 15857, SEQ ID NO: 15859, 
SEQ ID NO: 15861, 

SEQ ED NO: 15863, SEQ ID NO: 15865, SEQ ID NO: 15866, SEQ ED NO: 15867, SEQ ID " 
NO: 15869, SEQ ID NO: 15870, SEQ ID NO: 15872, SEQ ID NO: 15874, SEQ ID NO: 15876, 
SEQ ID NO: 15878, SEQ ID NO: 15880, SEQ ED NO: 15881, SEQ ED NO: 15882, SEQ ED 
NO: 15883, SEQ ED NO: 15885, SEQ ID NO: 15887, SEQ ID NO: 15889, SEQ ID NO: 15891, 
SEQ ED NO: 15892, SEQ ID NO: 15893, SEQ ID NO: 15895, SEQ ID NO: 15897, SEQ ID 
NO: 15899, SEQ ID NO: 15900, SEQ ID NO: 15901, SEQ ID NO: 15903, SEQ ED NO: 15905, 
SEQ ED NO: 15906, SEQ ID NO: 15908. SEQ ID NO: 15909, SEQ ED NO: 15910. SEQ ID 
NO: 15912. SEQ ID NO: 15914, SEQ ID NO: 15916, SEQ ID NO: 15917, SEQ ED NO: 15919, 
SEQ ID NO: 15920, SEQ ID NO: 15922, SEQ ID NO: 15924, SEQ ID NO: 15926, SEQ ED 
NO: 15928, SEQ ID NO: 15929, SEQ ID NO: 15930, SEQ ID NO: 15932, SEQ ID NO: 15934, 
SEQ DD NO: 15936. SEQ ID NO: 15938, SEQ ID NO: 15940, SEQ ID NO: 15942. SEQ ID 
NO: 15944, SEQ ID NO: 15946, SEQ ID NO: 15948, SEQ ID NO: 15950, SEQ ID NO: 15952, 
SEQ ED NO: 15954, SEQ ID NO: 15956, SEQ DD NO: 15958. SEQ ID NO: 15960, SEQ DD 
NO: 15962, SEQ ID NO: 15964, SEQ DD NO: 15966, SEQ DD NO: 15968, SEQ DD NO: 15970, 
SEQ ED NO: 15972, SEQ DD NO: 15974, SEQ ED NO: 15976, SEQ ED NO: 15978, SEQ ED 
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NO: 15980, SEQ ID NO: 15982, SEQ ID NO: 15984, SEQ ID NO: 15986, SEQ ID NO: 15988, 
SEQ ID NO: 15990, SEQ ID NO: 15992, SEQ ID NO: 15993, SEQ ID NO: 15995, SEQ ID 
NO: 15997, SEQ ID NO: 15999, SEQ ID NO: 16001, SEQ ID NO: 16003, SEQ ID NO: 16005, 
SEQ ID NO: 16007, SEQ ID NO: 16009, SEQ ID NO: 1601 1, SEQ ID NO: 16013, SEQ ID 
NO: 16015, SEQ ID NO: 16017, SEQ ID NO: 16019, SEQ ID NO: 16021, SEQ ID NO: 16023, 
SEQ ID NO: 16025, SEQ ID NO: 16027, SEQ ID NO: 16029, SEQ ID NO: 16031, SEQ ID 
NO: 16033, SEQ ID NO: 16035, SEQ ID NO: 16037, SEQ ID NO: 16039, SEQ ID NO: 16041, 
SEQ ID NO: 16043, 

SEQ ID NO: 16045, SEQ ID NO: 16047, SEQ ID NO: 16048. SEQ ID NO: 16049, SEQ ID 
NO: 16051, SEQ ID NO: 16052, SEQ ID NO: 16054, SEQ ID NO: 16056, SEQ ID NO: 16057, 
SEQ ID NO: 16059, SEQ ID NO: 16061, SEQ ID NO: 16063, SEQ ID NO: 16065, SEQ ED 
NO: 16067, SEQ ID NO: 16069, SEQ ID NO: 16071, SEQ ID NO: 16073, SEQ ID NO: 16075, 
SEQ ED NO: 16077, SEQ ID NO: 16079, SEQ ED NO: 16081, SEQ ID NO: 16083, SEQ ID 
NO: 16085, SEQ ID NO: 16087, SEQ DO NO: 16089. SEQ ID NO: 16091. SEQ ED NO: 16093, 
SEQ ED NO: 16095, SEQ ED NO: 16097. SEQ ID NO: 16099. SEQ ED NO: 16101, SEQ ED 
NO: 16103, SEQ ED NO: 16105, S^Q ED NO: 16107, SEQ ED NO: 16109, 
SEQ ED NO: 16219, SEQ ED NO: 16220, SEQ ID NO: 16222, SEQ ED NO: 16224. SEQ ED 
NO: 16225, SEQ ED NO: 16226, SEQ ID NO: 16228, SEQ ED NO: 16229, SEQ ED NO: 16230, 
SEQ ED NO: 16232, SEQ ID NO: 16233, SEQ ED NO: 16235, SEQ ID NO: 16236, SEQ ED 
NO: 16238, SEQ ED NO: 16240, SEQ ID NO: 16242, SEQ ID NO: 16243, SEQ ED NO: 16245, 
SEQ ED NO: 16246, SEQ ID NO: 16247, SEQ ED NO: 16248, SEQ ED NO: 16249, SEQ ID 
NO: 16250, SEQ ED NO: 16251, SEQ ID NO: 16252; SEQ ED NO: 16253, SEQ ED NO: 16254, 
SEQ ED NO: 16255, SEQ ED NO: 16257, SEQ ED NO: 16258, SEQ ED NO: 16259, SEQ ED ■ 
NO: 16260, SEQ ED NO: 16261, SEQ ID NO: 16262, SEQ ID NO: 16264, SEQ ED NO: 16265, 
SEQ ID NO: 16266, SEQ ID NO: 16267. SEQ ID NO: 16268. SEQ ID NO: 16269. SEQ ED 
NO: 16270, SEQ ID NO: 16272, SEQ ID NO: 16273, SEQ ED NO: 16274, SEQ ED NO: 16275, 
SEQ ED NO: 16276, SEQ ED NO: 16277, SEQ ED NO: 16278, SEQ ED NO: 16279, SEQ ED 
NO: 16280, SEQ ED NO: 16281, SEQ ED NO: 16282, SEQ ED NO: 16283, SEQ EO NO: 16284, 
SEQ ED NO: 16285, SEQ ED NO: 16286, SEQ ED NO: 16287, SEQ ED NO: 16289, SEQ ED 
NO: 16291, SEQ ED NO: 16293, SEQ ED NO: 16294, SEQ ED NO: 16295, SEQ ED NO: 16297, 
SEQ EO NO: 16299, SEQ ID NO: 16301, SEQ ED NO: 16303. SEQ ED NO: 16304, SEQ ED 
NO: 16306, SEQ ED NO: 16307, SEQ ED NO: 16308, SEQ ED NO: 16309, SEQ ED NO: 16310, 
SEQ ED NO: 16312, SEQ ID NO: 16314, SEQ ED NO: 16315, SEQ ED NO: 16316, SEQ ED 
NO: 16317, SEQ ED NO: 16318, SEQ ED NO: 16319, SEQ ED NO: 16320, SEQ ED NO: 16321, 
SEQ ED NO: 16322, SEQ ED NO: 16323, SEQ ED NO: 16324, SEQ ED NO: 16325, SEQ ED 
NO: 16327, SEQ ED NO: 16328, SEQ ED NO: 16330. SEQ ED NO: 16331. SEQ ED NO: 16332, 
SEQ ED NO: 16333. SEQ EO NO: 16334. SEQ EO NO: 16336. SEQ ED NO: 16337, SEQ ED 
NO: 16338, SEQ ID NO: 16339, SEQ ID NO: 16340, SEQ ID NO: 16341, SEQ ID NO: 16343," 
SEQ ED NO: 16345, 

SEQ ID NO: 16346, SEQ ID NO: 16347, SEQ ID NO: 16348, SEQ ED NO: 16350, SEQ ID 
NO: 16351, SEQ ED NO: 16352, SEQ ED NO: 16353. SEQ ED NO: 16354, SEQ ID NO: 16356. 
SEQ EO NO: 16358, SEQ ED NO: 16359, SEQ EO NO: 16360, SEQ EO NO: 16362, SEQ ID 
NO: 16363, SEQ EO NO: 16364, SEQ ID NO: 16365, SEQ ED NO: 16367, SEQ ID NO: 16369, 
SEQ ED NO: 16371 , SEQ ID NO: 16372, SEQ ID NO: 16373, SEQ ID NO: 16374, SEQ ID 
NO: 16376. SEQ ED NO: 16377, SEQ ED NO: 16378. SEQ ID NO: 16379, SEQ ID NO: 16380, 
SEQ ED NO: 16381, SEQ ID NO: 16383, SEQ ID NO: 16384. SEQ ID NO: 16385. SEQ ID 
NO: 16387, SEQ EO NO: 16389, SEQ ID NO: 16391, SEQ ED NO: 16393, SEQ EO NO: 16394, 
SEQ ED NO: 16395, SEQ ID NO: 16396, SEQ ID NO: 16398, SEQ EO NO: 16400, SEQ ID 
NO: 16401, SEQ ID NO: 16402, SEQ ED NO: 16403, SEQ ID NO: 16404, SEQ ID NO: 16406, 
SEQ ID NO: 16408, SEQ ID NO: 16409, SEQ ID NO: 1641 1, SEQ ID NO: 16412, SEQ ID 
NO: 16414, SEQ ID NO: 16416, SEQ ID NO: 16418, SEQ ED NO: 16420, SEQ ID NO: 16421, 
SEQ ED NO: 16422, SEQ ED NO: 16423, SEQ ED NO: 16424, SEQ ED NO: 16425, SEQ EO 
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NO: 16426, SEQ ID NO: 16427, SEQ ID NO: 16428, SEQ ID NO: 16429, SEQ ID NO: 16431, 
SEQ ID NO: 16433, SEQ ID NO: 16435, SEQ ID NO: 16436, SEQ ID NO: 16437, SEQ ID 
NO: 16438, SEQ ID NO: 16440. SEQ ID NO: 16441, SEQ ID NO: 16443, SEQ ID NO: 16445, 
SEQ ID NO: 16447, SEQ ED NO: 16448, SEQ ED NO: 16449, SEQ ID NO: 16450, SEQ ID 
NO: 16451, SEQ ED NO: 16452, SEQ ID NO: 16453, SEQ ED NO: 16454, SEQ ID NO: 16455, 
SEQ ID NO: 16456, SEQ ED NO: 16457, SEQ ED NO: 16458, SEQ ED NO: 16459, SEQ ID 
NO: 16460, SEQ ED NO: 16461, SEQ ID NO: 16462, SEQ ED NO: 16464, SEQ ED NO: 16465, 
SEQ ID NO: 16467, SEQ ED NO: 16469, SEQ ED NO: 16471, SEQ ID NO: 16473, SEQ ED 
NO: 16474, SEQ ED NO: 16476, SEQ EO NO: 16478, SEQ ED NO: 16479, SEQ ED NO: 16481, 
SEQ ED NO: 16483, 

SEQ ID NO: 16484, SEQ ED NO: 16486, SEQ ED NO: 16487, SEQ ED NO: 16489, SEQ ED 
NO: 16490, SEQ ED NO: 16492, SEQ ED NO: 16494, SEQ ED NO: 16496, SEQ ED NO: 16497, 
SEQ ED NO: 16499, SEQ ED NO: 16500, SEQ ED NO: 16501, SEQ ED NO: 16503, SEQ ED 
NO: 16505, SEQ ID NO: 16506, SEQ ED NO: 16508, SEQ ID NO: 16509, SEQ ID NO: 16511, 
SEQ ID NO: 16512, SEQ CD NO: 16513, SEQ ED NO: 16514, SEQ ED NO: 16515, SEQ ED 
NO: 16516, SEQ ED NO: 16517, SEQ ED NO: 16518, SEQ ED NO: 16519, SEQ ED NO: 16520, 
SEQ ID NO: 16522, SEQ ID NO: 16524, SEQ ED NO: 16526, SEQ ED NO: 16527, SEQ ED 
NO: 16529, SEQ ED NO: 16531, SEQ ED NO: 16532, SEQ ED NO: 16534, SEQ ED NO: 16535, 
SEQ ED NO: 16536, SEQ ID NO: 16537, SEQ ID NO: 16539, SEQ ED NO: 16540, SEQ ED 
NO: 16542, SEQ ED NO: 16544, SEQ ED NO: 16546, SEQ ID NO: 16547, SEQ ED NO: 16548, 
SEQ ID NO: 16550, SEQ ID NO: 16552, SEQ ID NO: 16553, SEQ ID NO: 16555, SEQ ED 
NO: 16557, SEQ ED NO: 16559, SEQ ID NO: 16561, SEQ ED NO: 16563, SEQ ID NO: 16564, 
SEQ ID NO: 16565, SEQ ED NO: 16567, SEQ ED NO: 16568. SEQ ID NO: 16569, SEQ ED - 
NO: 16570, SEQ ID NO: 16571, SEQ ED NO: 16573, SEQ ID NO: 16574, SEQ ID NO: 16575, 
SEQ ID NO: 16576, SEQ ID NO: 16577, SEQ ED NO: 16578, SEQ ED NO: 16579, SEQ ID 
NO: 16580, SEQ ID NO: 16581, SEQ ID NO: 16583, SEQ ED NO: 16585, SEQ ED NO: 16586, 
SEQ ID NO: 16588, SEQ ID NO: 16589, SEQ ID NO: 16591, SEQ ID NO: 16593, SEQ ED 
NO: 16594, SEQ ID NO: 16596, SEQ ED NO: 16597, SEQ ID NO: 16598, SEQ ID NO: 16600, 
SEQ ED NO: 16601, SEQ ID NO: 16603, SEQ ED NO: 16604, SEQ ED NO: 16606, SEQ ID 
NO: 16607, SEQ ED NO: 16608, SEQ ID NO: 16609, SEQ ID NO: 16611, SEQ ED NO: 16612, 
SEQ ID NO: 16613, SEQ ID NO: 16614, SEQ ED NO: 16615, SEQ ED NO: 16617, SEQ ID 
NO: 16618, SEQ ID NO: 16620, SEQ ED NO: 16622, SEQ ID NO: 16624, SEQ ID NO: 16626, 
SEQ ID NO: 16627, 

SEQ ID NO: 16628, SEQ ED NO: 16629, SEQ ID NO: 16631, SEQ ED NO: 16633. SEQ ED 
NO: 16635, SEQ ID NO: 16636, SEQ ED NO: 16637. SEQ ED NO: 16639. SEQ ID NO: 16640, 
SEQ ID NO: 16642, SEQ ED NO: 16643. SEQ ID NO: 16645, SEQ ED NO: 16646. SEQ ID 
NO: 16647. SEQ ED NO: 16648. SEQ ID NO: 16649, SEQ ID NO: 16650, SEQ ED NO: 16651, 
SEQ ED NO: 16652, SEQ ID NO: 16653, SEQ ED NO: 16654. SEQ ID NO: 16655, SEQ ID " 
NO: 16656. SEQ ID NO: 16657, SEQ ID NO: 16658, SEQ ID NO: 16659. SEQ ID NO: 16660, 
SEQ ID NO: 16661, SEQ ID NO: 16662, SEQ ID NO: 16664, SEQ ED NO: 16666, SEQ ED 
NO: 16667, SEQ ID NO: 16668, SEQ ID NO: 16669, SEQ ID NO: 16670, SEQ ID NO: 16671. 
SEQ ED NO: 16672. SEQ ED NO: 16673, SEQ ID NO: 16675, SEQ ID NO: 16676, SEQ ID 
NO: 16677, SEQ ED NO: 16678, SEQ ID NO: 16679, SEQ ID NO: 16681, SEQ ID NO: 16682. 
SEQ ID NO: 16683, SEQ ED NO: 16684, SEQ ID NO: 16686, SEQ ID NO: 16687. SEQ ED 
NO: 16689, SEQ ED NO: 16691; SEQ ED NO: 16692, SEQ ED NO: 16694, SEQ ID NO: 16695, 
SEQ ED NO: 16696, SEQ ED NO: 16697, SEQ ED NO: 16698, SEQ ED NO: 16700. SEQ ID 
NO: 16701, SEQ ED NO: 16703, SEQ ID NO: 16705, SEQ ID NO: 16706, SEQ ID NO: 16707, 
SEQ ID NO: 16709, SEQ ID NO: 16710, SEQ ID NO: 16711, SEQ ED NO: 16713, SEQ ID 
NO: 16715, SEQ ID NO: 16716, SEQ ED NO: 16717, SEQ ED NO: 16718, SEQ ID NO: 16719. 
SEQ ID NO: 16720. SEQ ID NO: 16721. SEQ ED NO: 16722, SEQ ID NO: 16724. SEQ ID 
NO: 16725, SEQ ID NO: 16727, SEQ ED NO: 16729, SEQ ID NO: 16731, SEQ ID NO: 16733, 
SEQ ED NO: 16734, SEQ ED NO: 16735. SEQ ID NO: 16736. SEQ ED NO: 16737. SEQ ED 
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NO: 16738, SEQ ED NO: 16739, SEQ ID NO: 16740, SEQ ED NO: 16742, SEQ ID NO: 16744, 
SEQ ID NO: 16746, SEQ ED NO: 16748, SEQ ID NO: 16749, SEQ ED NO: 16750, SEQ ID 
NO: 16751, SEQ ID NO: 16753, SEQ ED NO: 16754. SEQ ID NO: 16755, SEQ ID NO: 16756, 
SEQ DD NO: 16757, 

SEQ ID NO: 16758, SEQ ID NO: 16759, SEQ ID NO: 16760, SEQ ID NO: 16761, SEQ ED 
NO: 16762, SEQ ID NO: 16764, SEQ ID NO: 16766, SEQ ED NO: 16768, SEQ ID NO: 16769, 
SEQ ID NO: 16770, SEQ ID NO: 16772, SEQ ID NO: 16773, SEQ ED NO: 16774, SEQ ID 
NO: 16775, SEQ ID NO: 16777, SEQ ID NO: 16778, SEQ ID NO: 16779, SEQ ID NO: 16780, 
SEQ ED NO: 16782, SEQ ED NO: 16783, SEQ ID NO: 16785, SEQ ID NO: 16787, SEQ ID 
NO: 16789, SEQ ID NO: 16790, SEQ ID NO: 16792, SEQ ID NO: 16794, SEQ ID NO: 16796, 
SEQ ID NO: 16798, SEQ ED NO: 16799, SEQ ED NO: 16800, SEQ ID NO: 16802, SEQ ID 
NO: 16803, SEQ ID NO: 16805, SEQ ID NO: 16806, SEQ ID NO: 16808, SEQ ID NO: 16810, 
SEQ ID NO: 16811, SEQ ID NO: 16812, SEQ ID NO: 16814, SEQ ID NO: 16816, SEQ ID 
NO: 16817, SEQ ID NO: 16819, SEQ ID NO: 16820, SEQ ED NO: 16821, SEQ ID NO: 16823, 
SEQ ED NO: 16824, SEQ ED NO: 16826, SEQ ID NO: 16827, SEQ ID NO: 16828, SEQ ED 
NO: 16829, SEQ ED NO: 16830, SEQ ID NO: 16831, SEQ ED NO: 16832, SEQ DD NO: 16833, 
SEQ ED NO: 16834, SEQ DD NO: 16835, SEQ ID NO: 16836, SEQ ED NO: 16837, SEQ ID 
NO: 16838, SEQ ED NO: 16839, SEQ ID NO: 16840, SEQ ID NO: 16841, SEQ ID NO: 16842, 
SEQ ID NO: 16843, SEQ ED NO: 16844, SEQ ID NO: 16846, SEQ DD NO: 16848, SEQ ED _ 
NO: 16850, SEQ ID NO: 16851, SEQ ID NO: 16852, SEQ ID NO: 16854, SEQ ID NO: 16856, 
SEQ ID NO: 16858, SEQ ID NO: 16859, SEQ DD NO: 16860, SEQ DD NO: 16861, SEQ DD 
NO: 16862, SEQ ID NO: 16864, SEQ DD NO: 16866; SEQ DD NO: 16867, SEQ ID NO: 16868, 
SEQ ID NO: 16869, SEQ DD NO: 16871, SEQ ID NO: 16872, SEQ ID NO: 16873, SEQ ID - 
NO: 16874, SEQ ID NO: 16875, SEQ ID NO: 16877, SEQ ED NO: 16878, SEQ ID NO: 16880, 
SEQ DD NO: 16881, SEQ ID NO: 16882, SEQ ED NO: 16883, SEQ DD NO: 16885, SEQ ID 
NO: 16886, SEQ ID NO: 16887, SEQ ID NO: 16888, SEQ ID NO: 16889, SEQ DD NO: 16890, 
SEQ ED NO: 16891, 

SEQ DD NO: 16893, SEQ ID NO: 16894, SEQ ID NO: 16895, SEQ ID NO: 16897, SEQ ID 
NO: 16898, SEQ ID NO: 16899, SEQ ID NO: 16900, SEQ ID NO: 16902, SEQ ED NO: 16904, 
SEQ ED NO: 16905, SEQ ED NO: 16906, SEQ ID NO: 16907, SEQ ED NO: 16908, SEQ DD 
NO: 16910, SEQ ID NO: 1691 1, SEQ DD NO: 16912, SEQ ID NO: 16913, SEQ DD NO: 16914, 
SEQ DD NO: 16915, SEQ ID NO: 16916, SEQ ID NO: 16917, SEQ DD NO: 16918, SEQ ID 
NO: 16919, SEQ ID NO: 16920, SEQ ED NO: 16922, SEQ ED NO: 16923, SEQ ID NO: 16924, 
SEQ ED NO: 16926, SEQ DD NO: 16927, SEQ ID NO: 16929, SEQ DD NO: 16930, SEQ DD 
NO: 16931, SEQ ID NO: 16932, SEQ DD NO: 16933, SEQ DD NO: 16934, SEQ ID NO: 16936, 
SEQ ID NO: 16938, SEQ DDNO: 16940, SEQ ED NO: 16942, SEQ DD NO: 16944, SEQ ED 
NO: 16945, SEQ ID NO: 16946, SEQ ID NO: 16948, SEQ ID NO: 16949, SEQ ID NO: 16950, 
SEQ ID NO: 16951, SEQ ID NO: 16952, SEQ ID NO: 16953, SEQ ID NO: 16955, SEQ © 
NO: 16957, SEQ ID NO: 16958, SEQ ED NO: 16959, SEQ DD NO: 16961, SEQ ID NO: 16962, 
SEQ DD NO: 16964, SEQ ID NO: 16966, SEQ DD NO: 16967, SEQ ED NO: 16969, SEQ ED 
NO: 16970, SEQ DD NO: 16972, SEQ ID NO: 16973, SEQ DD NO: 16974, SEQ DD NO: 16975, 
SEQ DD NO: 16977, SEQ DD NO: 16978, SEQ ID NO: 16979, SEQ DD NO: 16981, SEQ DD 
NO: 16982, SEQ DD NO: 16983, SEQ DD NO: 16984, SEQ ID NO: 16985. SEQ DD NO: 16986, 
SEQ ED NO: 16988. SEQ DD NO: 16989. SEQ ED NO: 16991, SEQ DD NO: 16992. SEQ ID 
NO: 16993, SEQ DD NO: 16994, SEQ DD NO: 16995. SEQ ID NO: 16996. SEQ ID NO: 16997. 
SEQ DD NO: 16998. SEQ ED NO: 17000, SEQ ID NO: 17001, SEQ DD NO: 17002. SEQ DD 
NO: 17004, SEQ ID NO: 17005, SEQ ED NO: 17006, SEQ DD NO: 17007, SEQ ED NO: 17008, 
SEQ DD NO: 17009, SEQ ED NO: 17010, SEQ ID NO: 17011, SEQ DD NO: 17012, SEQ DD 
NO: 17013, SEQ ID NO: 17014, SEQ ID NO: 17015, SEQ DD NO: 17016. SEQ DD NO: 17017. 
SEQ ED NO: 17018. 

SEQ DD NO: 17020. SEQ ID NO: 17021. SEQ DD NO: 17022. SEQ ID NO: 17023. SEQ DD 
NO: 17024. SEQ DD NO: 17026. SEQ ID NO: 17027, SEQ ED NO: 17029, SEQ DD NO: 17030. 
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SEQ ID NO: 17031, SEQ ID NO: 17033, SEQ ID NO: 17034, SEQ ID NO: 17035, SEQ ID 
NO: 17036, SEQ ID NO: 17037, SEQ ID NO: 17039, SEQ ID NO: 17041, SEQ ID NO: 17043, 
SEQ ID NO: 17044, SEQ ID NO: 17045, SEQ ID NO: 17046, SEQ ID NO: 17047, SEQ ID 
NO: 17048, SEQ ID NO: 17049, SEQ ID NO: 17050, SEQ ED NO: 17052, SEQ ID NO: 17054, 
SEQ ID NO: 17055, SEQ ID NO: 17056, SEQ ID NO: 17057, SEQ ID NO: 17059, SEQ ID 
NO: 17061, SEQ ID NO: 17063, SEQ ID NO: 17065, SEQ ID NO: 17066, SEQ ID NO: 17067, 
SEQ ID NO: 17068, SEQ ID NO: 17069, SEQ ID NO: 17070, SEQ ID NO: 17071, SEQ ID 
NO: 17073, SEQ ID NO: 17075, SEQ ED NO: 17077, SEQ ED NO: 17078, SEQ ID NO: 17080, 
SEQ ED NO: 17082, SEQ ID NO: 17084, SEQ ID NO: 17086, SEQ ID NO: 17088, SEQ ID 
NO: 17090, SEQ ID NO: 17092, SEQ ID NO: 17094, SEQ ED NO: 17096, SEQ ID NO: 17098, 
SEQ ED NO: 17100, SEQ ID NO: 17102, SEQ ID NO: 17103, SEQ ID NO: 17105, SEQ ID 
NO: 17107, SEQ ED NO: 17108, SEQ ID NO: 171 10, SEQ ED NO: 171 12, SEQ ID NO: 171 14, 
SEQ ED NO: 17116, SEQ ID NO: 171 18, SEQ ED NO: 171 19, SEQ ID NO: 17121, SEQ ID 
NO: 17123, SEQ ED NO: 17125, SEQ ED NO: 17126, SEQ ID NO: 17128, SEQ ED NO: 17130, 
SEQ ED NO: 17132, SEQ ID NO: 17134, SEQ ID NO: 17136, SEQ ID NO: 17138, SEQ ID 
NO: 17139, SEQ ID NO: 17141, S^Q ID NO: 17143, SEQ ID NO: 17145, SEQ ED NO: 17147, 
SEQ ED NO: 17149, SEQ ED NO: 17151, SEQ ID NO: 17153, SEQ ID NO: 17155, SEQ ID 
NO: 17157, SEQ ED NO: 17159, SEQ ED NO: 17160, SEQ ID NO: 17162, SEQ ID NO: 17164, 
SEQ ID NO: 17166, SEQ ID NO: 17168, SEQ ED NO: 17170, SEQ ED NO: 17172, SEQ ID _ 
NO: 17174, SEQ ID NO: 17176, SEQ ID NO: 17178, SEQ ID NO: 17180, SEQ ED NO: 17182, 
SEQ ID NO: 17183, 

SEQ ID NO: 17185, SEQ ED NO: 17187, SEQ ID NO: 17189, SEQ ED NO: 17190, SEQ ED 
NO: 17192, SEQ ID NO: 17193, SEQ ID NO: 17195, SEQ ED NO: 17197, SEQ ID NO: 17199," 
SEQ ID NO: 17201, SEQ ID NO: 17202, SEQ ID NO: 17204, SEQ ID NO: 17206, SEQ ID 
NO: 17208, SEQ ID NO: 17209, SEQ ED NO: 17210, SEQ ID NO: 17212, SEQ ED NO: 17213, 
SEQ ID NO: 17214, SEQ ID NO: 17216, SEQ ID NO: 17218, SEQ ID NO: 17220, SEQ ID 
NO: 17222, SEQ ID NO: 17224, SEQ ED NO: 17226, SEQ ID NO: 17228, SEQ ED NO: 17230, 
SEQ ID NO: 17232, SEQ ID NO: 17234, SEQ ID NO: 17236, SEQ ID NO: 17238, SEQ ED 
NO: 17240, SEQ ID NO: 17242, SEQ ID NO: 17244, SEQ ID NO: 17246, SEQ ID NO: 17248, 
SEQ ID NO: 17249, SEQ ID NO: 17251, SEQ ID NO: 17253, SEQ ID NO: 17255, SEQ ID 
NO: 17256, SEQ ED NO: 17258, SEQ ID NO: 17259, SEQ ED NO: 17261, SEQ ED NO: 17263, 
SEQ ID NO: 17264, SEQ ID NO: 17265, SEQ ED NO: 17267, SEQ ED NO: 17268, SEQ ID 
NO: 17270, SEQ ED NO: 17272, SEQ ID NO: 17274, SEQ ID NO: 17275, SEQ ID NO: 17277, 
SEQ ID NO: 17279, SEQ ID NO: 17281, SEQ ID NO: 17283, SEQ ID NO: 17285, SEQ ID 
NO: 17287, SEQ ID NO: 17289, SEQ ID NO: 17290, SEQ ID NO: 17292, SEQ ID NO: 17294, 
SEQ ID NO: 17296, SEQ ID NO: 17297, SEQ ED NO: 17299, SEQ ID NO: 17300, SEQ ID 
NO: 17302, SEQ ID NO: 17304, SEQ ID NO: 17305, SEQ ID NO: 17307, SEQ ED NO: 17309, 
SEQ ED NO: 17310, SEQ ED NO: 17312, SEQ ID NO: 17314,.SEQ ID NO: 17315, SEQ ID " 
NO: 17316, SEQ ID NO: 17318, SEQ ID NO: 17320, SEQ ED NO: 17322, SEQ ID NO: 17324, 
SEQ ED NO: 17326, SEQ ID NO: 17328, SEQ ID NO: 17330, SEQ ID NO: 17332, SEQ ID 
NO: 17334, SEQ ED NO: 17336, SEQ ID NO: 17338, SEQ ID NO: 17340, SEQ ID NO: 17341, 
SEQ ED NO: 17343, SEQ ID NO: 17344, SEQ ID NO: 17345, SEQ ED NO: 17347, SEQ ID 
NO: 17349, SEQ ID NO: 17351, SEQ ID NO: 17353, SEQ ED NO: 17355, SEQ ID NO: 17356, 
SEQ ID NO: 17358, 

SEQ ID NO: 17360, SEQ ID NO: 17362, SEQ ID NO: 17364, SEQ ID NO: 17365, SEQ ID 
NO: 17366, SEQ ED NO: 17368, SEQ ID NO: 17370, SEQ ID NO: 17371, SEQ ID NO: 17372, 
SEQ ID NO: 17374, SEQ ED NO: 17376, SEQ ID NO: 17377, SEQ ID NO: 17378, SEQ ED 
NO: 17380, SEQ ID NO: 17381, SEQ ID NO: 17383, SEQ ED NO: 17385, SEQ ID NO: 17387, 
SEQ ID NO: 17388, SEQ ED NO: 17390, SEQ ID NO: 17392, SEQ ID NO: 17393, SEQ ID 
NO: 17395, SEQ ID NO: 17397. SEQ ID NO: 17398, SEQ ED NO: 17399. SEQ ED NO: 17401, 
SEQ ID NO: 17402, SEQ ID NO: 17404, SEQ ID NO: 17406, SEQ ID NO: 17408, SEQ ID 
NO: 17410, SEQ ED NO: 17412, SEQ ED NO: 17414, SEQ ID NO: 17416, SEQ ED NO: 17418, 
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SEQ ED NO: 17420, SEQ ID NO: 17422, SEQ ID NO: 17424, SEQ ID NO: 17426, SEQ ID 
NO: 17427, SEQ ID NO: 17429, SEQ ID NO: 17430, SEQ ID NO: 17432, SEQ ID NO: 17433, 
SEQ ID NO: 17434, SEQ ID NO: 17436, SEQ ID NO: 17437, SEQ ID NO: 17438, SEQ ID 
NO: 17440, SEQ ID NO: 17442, SEQ ID NO: 17443, SEQ ID NO: 17445, SEQ ID NO: 17447, 
SEQ ID NO: 17449, SEQ ID NO: 17450. SEQ ED NO: 17452, SEQ ID NO: 17454, SEQ ID 
NO: 17456, SEQ ID NO: 17457, SEQ ED NO: 17459, SEQ ID NO: 17460, SEQ ED NO: 17461, 
SEQ ID NO: 17463, SEQ ED NO: 17465, SEQ ED NO: 17467, SEQ ID NO: 17468, SEQ ED 
NO: 17470, SEQ ED NO: 17472, SEQ ID NO: 17474, SEQ ID NO: 17475, SEQ ED NO: 17477, 
SEQ ID NO: 17479, SEQ ED NO: 17480, SEQ ID NO: 17482, SEQ ED NO: 17484. SEQ ID 
NO: 17485, SEQ ED NO: 17487, SEQ ED NO: 17489, SEQ ID NO: 17490, SEQ ID NO: 17492. 
SEQ ID NO: 17494, SEQ ED NO: 17496, SEQ ED NO: 17498, SEQ ED NO: 17500. SEQ ID 
NO: 17502, SEQ ID NO: 17504, SEQ ED NO: 17506, SEQ ID NO: 17508, SEQ ID NO: 17510, 
SEQ ID NO: 17512, SEQ ID NO: 17514, SEQ ID NO: 17516, SEQ ID NO: 17518, SEQ ID 
NO: 17520, SEQ ID NO: 17522, SEQ ED NO: 17524, SEQ ED NO: 17526, SEQ ED NO: 17527, 
SEQ ED NO: 17529, 

SEQ ID NO: 17531, SEQ ED NO: 17532, SEQ ED NO: 17533, SEQ ED NO: 17535, SEQ ID 
NO: 17537. SEQ ID NO: 17539, SEQ ED NO: 17541, SEQ ID NO: 17543, SEQ ED NO: 17545, 
SEQ ID NO: 17547. SEQ ED NO: 17549. SEQ ED NO: 17551, SEQ ID NO: 17553, SEQ ID 
NO: 17555, SEQ ED NO: 17557, SEQ ED NO: 17559, SEQ ID NO: 17561, SEQ ED NO: 17563j_ 
SEQ ED NO: 17565, SEQ ED NO: 17567, SEQ ED NO: 17569, SEQ ID NO: 17571, SEQ ED 
NO: 17572, SEQ ED NO: 17574, SEQ ID NO: 17576, SEQ ID NO: 17578, SEQ ID NO: 17579, 
SEQ ID NO: 17581, SEQ ID NO: 17583, SEQ ED NO: 17585, SEQ ED NO: 17586, SEQ ED 
NO: 17588, SEQ ED NO: 17589, SEQ ID NO: 17591, SEQ ID NO: 17593, SEQ ED NO: 17594,' 
SEQ ID NO: 17596, SEQ ED NO: 17598, SEQ ID NO: 17600, SEQ ED NO: 17602, SEQ ED 
NO: 17604, SEQ ID NO: 17606, SEQ ID NO: 17608, SEQ ID NO: 17610, SEQ ID NO: 17612, 
SEQ ID NO: 17614, SEQ ID NO: 17616. SEQ ID NO: 17618, SEQ ID NO: 17620. SEQ ID 
NO: 17622, SEQ ID NO: 17624, SEQ ID NO: 17626, SEQ ID NO: 17628, SEQ ID NO: 17630, 
SEQ ED NO: 17632. SEQ ED NO: 17634, SEQ ED NO: 17636, SEQ ID NO: 17638. SEQ ED 
NO: 17640. SEQ ID NO: 17642. SEQ ID NO: 17644, SEQ ID NO: 17646, SEQ ID NO: 17648, 
SEQ ID NO: 17649, SEQ ID NO: 17650, SEQ ID NO: 17652, SEQ ID NO: 17654, SEQ ID 
NO: 17656, SEQ ID NO: 17657, SEQ ED NO: 17659, SEQ ID NO: 17660, SEQ ID NO: 17662, 
SEQ ID NO: 17663, SEQ ID NO: 17665, SEQ ID NO: 17666, SEQ ID NO: 17668, SEQ ED 
NO: 17670, SEQ ID NO: 17672, SEQ ID NO: 17674, SEQ ID NO: 17676, SEQ ED NO: 17678, 
SEQ ID NO: 17680, SEQ ID NO: 17681, SEQ ED NO: 17682, SEQ ID NO: 17683, SEQ ID 
NO: 17685, SEQ ID NO: 17687, SEQ ID NO: 17689, SEQ ID NO: 17691, SEQ ED NO: 17693, 
SEQ ID NO: 17695. SEQ ED NO: 17697. SEQ ID NO: 17699,- SEQ ID NO: 17701, SEQ ED 
NO: 17703, SEQ ID NO: 17705, SEQ ID NO: 17706, SEQ ID NO: 17708, SEQ ID NO: 17710, 
SEQ ED NO: 17712. 

SEQ ID NO: 17714. SEQ ED NO: 17716, SEQ ED NO: 17717, SEQ ED NO: 17718. SEQ ID 
NO: 17720, SEQ ID NO: 17721, SEQ ID NO: 17722, SEQ ID NO: 17723, SEQ ID NO: 17724, 
SEQ m NO: 17726, SEQ ED NO: 17728, SEQ ID NO: 17729, SEQ ID NO: 17730, SEQ ID 
NO: 17732, SEQ ED NO: 17733, SEQ ID NO: 17735, SEQ ID NO: 17737, SEQ ED NO: 17739, 
SEQ ID NO: 17740, SEQ ID NO: 17742. SEQ ED NO: 17744, SEQ ED NO: 17746. SEQ ID 
NO: 17747. SEQ ID NO: 17748, SEQ ID NO: 17750, SEQ ID NO: 17751, SEQ ID NO: 17753, 
SEQ ID NO: 17754, SEQ ED NO: 17756, SEQ ID NO: 17758, SEQ ED NO: 17759, SEQ ID 
NO: 17761, SEQ ED NO: 17762, SEQ ID NO: 17763, SEQ ID NO: 17764, SEQ ID NO: 17765, 
SEQ ED NO: 17767, SEQ ID NO: 17768. SEQ ED NO: 17769. SEQ ID NO: 17770. SEQ ID 
NO: 17771. SEQ ID NO: 17773, SEQ ID NO: 17774, SEQ ED NO: 17776. SEQ ED NO: 17778, 
SEQ ID NO: 17780, SEQ ED NO: 17781, SEQ ED NO: 17783, SEQ ID NO: 17785, SEQ ID 
NO: 17787, SEQ ED NO: 17789, SEQ ID NO: 17790, SEQ ID NO: 17792, SEQ ID NO: 17794, 
SEQ ID NO: 17795, SEQ ID NO: 17797, SEQ ED NO: 17799, SEQ ED NO: 17801, SEQ ID 
NO: 17802, SEQ ED NO: 17803, SEQ ED NO: 17805. SEQ ID NO: 17806, SEQ ID NO: 17807, 
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SEQ ID NO: 17809, SEQ ED NO: 17811, SEQ ID NO: 17813, SEQ ID NO: 17815, SEQ ID 
NO: 17817, SEQ ID NO: 17818, SEQ ID NO: 17820, SEQ ID NO: 17822, SEQ ID NO: 17824, 
SEQ ID NO: 17826, SEQ ID NO: 17828, SEQ ID NO: 17830, SEQ ID NO: 17831, SEQ ID 
NO: 17832, SEQ ID NO: 17834, SEQ ID NO: 17836, SEQ ID NO: 17837, SEQ ID NO: 17839, 
SEQ ID NO: 17841, SEQ ED NO: 17843, SEQ ID NO: 17845, SEQ ID NO: 17847, SEQ ID 
NO: 17848, SEQ ID NO: 17849, SEQ ID NO: 17850, SEQ ID NO: 17851, SEQ ID NO: 17852, 
SEQ ID NO: 17853, SEQ ID NO: 17855, SEQ ID NO: 17856, SEQ ID NO: 17858. SEQ ID 
NO: 17859, SEQ ID NO: 17860, SEQ ID NO: 17861, SEQ ID NO: 17863, SEQ ID NO: 17865, 
SEQ ID NO: 17867, 

SEQ ID NO: 17869, SEQ ID NO: 17870, SEQ ID NO: 17871, SEQ ID NO: 17872, SEQ ID 
NO: 17874, SEQ ID NO: 17875, SEQ ID NO: 17876, SEQ ID NO: 17877, SEQ ID NO: 17878, 
SEQ ID NO: 17880, SEQ ID NO: 17881, SEQ ID NO: 17883, SEQ ID NO: 17885, SEQ ID 
NO: 17886, SEQ ID NO: 17888, SEQ ID NO: 17890, SEQ ID NO: 17892, SEQ ID NO: 17894, 
SEQ ID NO: 17895, SEQ ID NO: 17896, SEQ ID NO: 17898, SEQ ED NO: 17900, SEQ ID 
NO: 17902, SEQ ID NO: 17903, SEQ ID NO: 17904, SEQ ID NO: 17906, SEQ ID NO: 17907, 
SEQ ID NO: 17909, SEQ ID NO: 17911, SEQ ID NO: 17912, SEQ ID NO: 17914, SEQ ID 
NO: 17916, SEQ ED NO: 17917, SEQ ID NO: 17918, SEQ ID NO: 17919, SEQ ED NO: 17920, 
SEQ ED NO: 17922, SEQ ED NO: 17924, SEQ ED NO: 17925, SEQ ED NO: 17926, SEQ ID 
NO: 17928, SEQ ID NO: 17929, SEQ ED NO: 17931, SEQ ID NO: 17932, SEQ ID NO: 17934^ 
SEQ ID NO: 17936, SEQ ED NO: 17938, SEQ ID NO: 17940, SEQ ID NO: 17941, SEQ ID 
NO: 17942, SEQ ID NO: 17943, SEQ ED NO: 17945, SEQ ID NO: 17946, SEQ ID NO: 17947, 
SEQ ID NO: 17949, SEQ ID NO: 17951, SEQ ID NO: 17952, SEQ DD NO: 17954, SEQ ID 
NO: 17956, SEQ ID NO: 17958, SEQ ED NO: 17959, SEQ ID NO: 17961, SEQ ED NO: 17962, 
SEQ ID NO: 17964, SEQ ID NO: 17965, SEQ ID NO: 17966, SEQ ED NO: 17967, SEQ ID 
NO: 17969, SEQ ID NO: 17971, SEQ ED NO: 17973, SEQ ID NO: 17974, SEQ ID NO: 17976, 
SEQ ID NO: 17978, SEQ ID NO: 17979, SEQ ID NO: 17980, SEQ ED NO: 17981, SEQ ID 
NO: 17982, SEQ DD NO: 17984, SEQ ED NO: 17985, SEQ ID NO: 17986, SEQ ID NO: 17987, 
SEQ ID NO: 17989, SEQ ED NO: 17990, SEQ DD NO: 17991, SEQ ED NO: 17993, SEQ ID 
NO: 17995, SEQ ID NO: 17997, SEQ ID NO: 17999, SEQ ED NO: 18000, SEQ ID NO: 18001, 
SEQ ID NO: 18003, SEQ ID NO: 18004, SEQ ID NO: 18005, SEQ ED NO: 18006, SEQ ID 
NO: 18008, SEQ DD NO: 18010, SEQ ED NO: 18012, SEQ ED NO: 18013, SEQ ID NO: 18015, 
SEQ ED NO: 18016, 

SEQ ID NO: 18017, SEQ ID NO: 18019, SEQ ID NO: 18021, SEQ ID NO: 18022, SEQ ID 
NO: 18024, SEQ ID NO: 18026, SEQ ED NO: 18028, SEQ ID NO: 18030, SEQ ED NO: 18032, 
SEQ ID NO: 18034, SEQ ID NO: 18036, SEQ ID NO: 18038, SEQ ID NO: 18040, SEQ ED 
NO: 18042, SEQ ID NO: 18043, SEQ ID NO: 18044, SEQ ID NO: 18045, SEQ ED NO: 18046, 
SEQ ED NO: 18048, SEQ ID NO: 18050, SEQ ID NO: 18052, SEQ ID NO: 18054, SEQ ID 
NO: 18056, SEQ ED NO: 18058, SEQ ID NO: 18059, SEQ ED NO: 18061, SEQ ID NO: 18063; 
SEQ ID NO: 18065, SEQ ED NO: 18066, SEQ ID NO: 18068, SEQ ID NO: 18070, SEQ ID 
NO: 18071, SEQ ED NO: 18072, SEQ ID NO: 18074, SEQ ID NO: 18076, SEQ ED NO: 18078, 
SEQ ID NO: 18080, SEQ ED NO: 18082, SEQ ED NO: 18084, SEQ ED NO: 18086, SEQ ED 
NO: 18088, SEQ ID NO: 18090, SEQ ID NO: 18092, SEQ ID NO: 18094, SEQ ID NO: 18095, 
SEQ ED NO: 18096, SEQ ID NO: 18098, SEQ ID NO: 18099, SEQ ID NO: 18101, SEQ ID 
NO: 18103, SEQ ID NO: 18104, SEQ ID NO: 18105, SEQ ID NO: 18107, SEQ ID NO: 18109, 
SEQ ID NO: 18110, SEQ ED NO: 18112, SEQ ED NO: 18114. SEQ ED NO: 18116, SEQ DD 
NO: 18117, SEQ DD NO: 18119, SEQ ID NO: 18120, SEQ DD NO: 18121, SEQ ID NO: 18123, 
SEQ DD NO: 18124, SEQ ID NO: 18125, SEQ ID NO: 18127, SEQ ID NO: 18129, SEQ ID 
NO: 18131, SEQ ID NO: 18133, SEQ ID NO: 18135, SEQ ID NO: 18137, SEQ ID NO: 18139, 
SEQ ID NO: 18140, SEQ ID NO: 18142, SEQ ID NO: 18144, SEQ ID NO: 18146, SEQ ID 
NO: 18148, SEQ ID NO: 18150, SEQ ID NO: 18151, SEQ ID NO: 18152, SEQ ID NO: 18153, 
SEQ ID NO: 18154, SEQ ID NO: 18156, SEQ ID NO: 18157, SEQ ID NO: 18159, SEQ ID 
NO: 18161, SEQ ID NO: 18162, SEQ ID NO: 18163, SEQ ID NO: 18165, SEQ ID NO: 18166, 
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SEQ ID NO: 18168, SEQ ID NO: 18170, SEQ ID NO: 18172, SEQ ED NO: 18174, SEQ ID 
NO: 18176, SEQ ID NO: 18178, SEQ ID NO: 18180, SEQ ID NO: 18182, SEQ ID NO: 18184, 
SEQ ID NO: 18186, 

SEQ ID NO: 18188, SEQ ID NO: 18190, SEQ ID NO: 18192, SEQ ID NO: 18194, SEQ ID 
NO: 18196, SEQ ID NO: 18198,-SEQ ID NO: 18200, SEQ ID NO: 18201, SEQ ID NO: 18203, 
SEQ ID NO: 18205, SEQ ID NO: 18207, SEQ ID NO: 18209, SEQ ID NO: 18210, SEQ ID 
NO: 18212, SEQ ID NO: 18214, SEQ ID NO: 18216, SEQ ID NO: 18218, SEQ ID NO: 18220, 
SEQ ID NO: 18222, SEQ ID NO: 18224, SEQ ID NO: 18226, SEQ ID NO: 18227, SEQ ID 
NO: 18229, SEQ ID NO: 18231, SEQ ID NO: 18233, SEQ ID NO: 18235, SEQ ID NO: 18236, 
SEQ ID NO: 18238, SEQ ID NO: 18240, SEQ ID NO: 18242, SEQ ID NO: 18243, SEQ ID 
NO: 18245, SEQ ID NO: 18247, SEQ ID NO: 18249, SEQ ID NO: 1 8251, SEQ ID NO: 18253, 
SEQ ID NO: 18254, SEQ ED NO: 18256, SEQ ED NO: 18258, SEQ ED NO: 18259, SEQ ED 
NO: 18260, SEQ ID NO: 18261, SEQ ID NO: 18263, SEQ ID NO: 18264, SEQ ED NO: 18265, 
SEQ ID NO: 18266, SEQ ID NO: 18268, SEQ ED NO: 18270, SEQ ID NO: 18272, SEQ ID 
NO: 18274, SEQ ID NO: 18276, SEQ ID NO: 18278, SEQ ID NO: 18280, SEQ ID NO: 18282, 
SEQ ED NO: 18284, SEQ ED NO: 1§286, SEQ ED NO: 18288, SEQ ED NO: 18289, SEQ ID 
NO: 18291, SEQ ED NO: 18293, SEQ ED NO: 18295, SEQ ED NO: 18297, SEQ ID NO: 18298, 
SEQ ID NO: 18300, SEQ ED NO: 18302, SEQ ID NO: 18303, SEQ ID NO: 18305, SEQ ID 
NO: 18307, SEQ ID NO: 18308, SEQ ID NO: 18309, SEQ ED NO: 18310, SEQ ID NO: 18312^ 
SEQ ID NO: 18314, SEQ ID NO: 18316, SEQ ID NO: 18318, SEQ ED NO: 18320, SEQ ID 
NO: 18321, SEQ ID NO: 18323, SEQ ID NO: 18325, SEQ ID NO: 18327, SEQ ID NO: 18329, 
SEQ ED NO: 18331, SEQ ID NO: 18332, SEQ ID NO: 18334, SEQ ID NO: 18335, SEQ ID 
NO: 18337, SEQ ED NO: 18339, SEQ ID NO: 18341, SEQ ID NO: 18343, SEQ ID NO: 18345," 
SEQ ED NO: 18347, SEQ ED NO: 18349, SEQ ID NO: 18351, SEQ ID NO: 18353, SEQ ED 
NO: 18355, SEQ ID NO: 18357, SEQ ID NO: 18358, SEQ ID NO: 18360, SEQ ID NO: 18362, 
SEQ ED NO: 18364, 

SEQ ID NO: 18366, SEQ ED NO: 18368, SEQ ID NO: 18370, SEQ ID NO: 18372 
SEQ ED NO: 18374, SEQ ID NO: 18375, SEQ ID NO: 18377, SEQ ID NO: 18378, SEQ ID 
NO: 18379, SEQ ED NO: 18381, SEQ ID NO: 18383, SEQ ED NO: 18385, SEQ ID NO: 18387, 
SEQ ID NO: 18389, SEQ ID NO: 18390, SEQ ID NO: 18392, SEQ ID NO: 18394, SEQ ID 
NO: 18395, SEQ ID NO: 18397, SEQ ED NO: 18398, SEQ ID NO: 18399, SEQ ID NO: 18401, 
SEQ ID NO: 18402, SEQ ID NO: 18404, SEQ ED NO: 18406, SEQ ED NO: 18408, SEQ ID 
NO: 18410, SEQ ID NO: 18412, SEQ ID NO: 18413, SEQ ID NO: 18414, SEQ ID NO: 18416, 
SEQ ID NO: 18418, SEQ ID NO: 18420, SEQ ID NO: 18421, SEQ ID NO: 18422, SEQ ED 
NO: 18424, SEQ ID NO: 18426, SEQ ED NO: 18427, SEQ ID NO: 18428, SEQ ED NO: 18430, 
SEQ ID NO: 18432, SEQ ID NO: 18433, SEQ ID NO: 18435, SEQ ID NO: 18437, SEQ ED 
NO: 18439, SEQ ID NO: 18441, SEQ ID NO: 18443, SEQ ID NO: 18444, SEQ ID NO: 18446, 
SEQ ID NO: 18447, SEQ ED NO: 18449, SEQ ID NO: 18451, SEQ ED NO: 18453, SEQ ID 
NO: 18454, SEQ ED NO: 18456, SEQ ID NO: 18458, SEQ ED NO: 18460, SEQ ID NO: 18462, 
SEQ ID NO: 18464, SEQ ID NO: 18465, SEQ ID NO: 18467, SEQ ED NO: 18468, SEQ ID 
NO: 18470, SEQ ID NO: 18472, SEQ ED NO: 18474, SEQ ID NO: 18476, SEQ ED NO: 18478, 
SEQ ID NO: 18480, SEQ ID NO: 18482, SEQ ID NO: 18484, SEQ ID NO: 18486, SEQ ED 
NO: 18488, SEQ ED NO: 18489, SEQ ID NO: 18491, SEQ ED NO: 18493, SEQ ID NO: 18495, 
SEQ ED NO: 18496, SEQ ED NO: 18497, SEQ ID NO: 18499, SEQ ID NO: 18500, SEQ ID 
NO: 18501, SEQ ID NO: 18502, SEQ ID NO: 18503, SEQ ID NO: 18504, SEQ ID NO: 18505, 
SEQ ID NO: 18507, SEQ ID NO: 18509, SEQ ED NO: 18511, SEQ ED NO: 18513, SEQ ED 
NO: 18515, SEQ ID NO: 1 8517, SEQ ID NO: 18519, SEQ ID NO: 18521, SEQ ID NO: 18523, 
SEQ ID NO: 18525, SEQ ID NO: 18527, SEQ ID NO: 18528, SEQ ID NO: 18530, SEQ ID 
NO: 18531, SEQ ID NO: 18533, SEQ ID NO: 18534, SEQ ED NO: 18535, SEQ ID NO: 18537, 
SEQ ED NO: 18539, 

SEQ ID NO: 18540, SEQ ID NO: 18542, SEQ ID NO: 18543, SEQ ID NO: 18544. SEQ ED 
NO: 18545, SEQ ID NO: 18547, SEQ ED NO: 18548, SEQ ID NO: 18549, SEQ ID NO: 18551, 
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SEQ ID NO: 18553, SEQ ID NO: 18555, SEQ ED NO: 18557, SEQ ID NO: 18559, SEQ ED 
NO: 18560, SEQ ID NO: 18561. SEQ ED NO: 18563, SEQ ID NO: 18564, SEQ ID NO: 18565, 
SEQ ID NO: 18566, SEQ ED NO: 18567, SEQ ID NO: 18569, SEQ ID NO: 18570, SEQ ID 
NO: 18571, SEQ ID NO: 18573, SEQ ED NO: 18575, SEQ ID NO: 18577, SEQ ID NO: 18578, 
SEQ ID NO: 18579, SEQ ID NO; 18581, SEQ ID NO: 18583, SEQ ID NO: 18584, SEQ ID 
NO: 18585, SEQ ID NO: 18586, SEQ ID NO: 18588, SEQ ID NO: 18589, SEQ ID NO: 18591, 
SEQ ID NO: 18593, SEQ ID NO: 18595, SEQ ID NO: 18597, SEQ ED NO: 18599, SEQ ID 
NO: 18601, SEQ ED NO: 18603, SEQ ID NO: 18605, SEQ ID NO: 18607, SEQ ID NO: 18609, 
SEQ ID NO: 18610, SEQ ID NO: 18612, SEQ ID NO: 18614, SEQ ID NO: 18616, SEQ ID 
NO: 18618, SEQ ED NO: 18620, SEQ ID NO: 18621, SEQ ID NO: 18622, SEQ ID NO: 18624, 
SEQ ED NO: 18626, SEQ ID NO: 18628, SEQ ID NO: 18630, SEQ ED NO: 18632, SEQ ID 
NO: 18634, SEQ ID NO: 18636, SEQ ID NO: 18638, SEQ ID NO: 18640, SEQ ID NO: 18641, 
SEQ ED NO: 18642, SEQ ED NO: 18643, SEQ ID NO: 18645, SEQ ID NO: 18647, SEQ ID 
NO: 18648, SEQ ID NO: 18650, SEQ ED NO: 18652, SEQ ID NO: 18654, SEQ ED NO: 18656, 
SEQ ID NO: 18658, SEQ ED NO: 18659, SEQ ID NO: 18661, SEQ ID NO: 18663, SEQ ID 
NO: 18664, SEQ ED NO: 18666, SEQ ID NO: 18667, SEQ ID NO: 18669, SEQ ID NO: 18670, 
SEQ ID NO: 18671, SEQ ID NO: 18673, SEQ ID NO: 18675, SEQ ID NO: 18677, SEQ ID 
NO: 18679, SEQ ID NO: 18681, SEQ ED NO: 18683, SEQ ID NO: 18684, SEQ ID NO: 18685, 
SEQ ID NO: 18687, SEQ ID NO: 18689, SEQ ID NO: 18690, SEQ ED NO: 18692, SEQ ID 
NO: 18694, SEQ ID NO: 18696, SEQ ID NO: 18698, SEQ ID NO: 18700, SEQ ID NO: 18702, 
SEQ ED NO: 18704, 

SEQ ED NO: 18706, SEQ ID NO: 18707, SEQ ID NO: 18708, SEQ ID NO: 18710, SEQ ID 
NO: 18712, SEQ ED NO: 18714, SEQ ID NO: 18716, SEQ ID NO: 18718, SEQ ED NO: 18719,* 
SEQ ID NO: 18721, SEQ ID NO: 18723, SEQ ID NO: 18725, SEQ ID NO: 18727, SEQ ID 
NO: 18728, SEQ ID NO: 18730, SEQ ID NO: 18732, SEQ ID NO: 18734, SEQ ID NO: 18736, 
SEQ ID NO: 18738, SEQ ID NO: 18740, SEQ ID NO: 18742, SEQ ID NO: 18744, SEQ ID 
NO: 18746, SEQ ID NO: 18748, SEQ ED NO: 18750, SEQ ID NO: 18752, SEQ ID NO: 18754, 
SEQ ED NO: 18755, SEQ ID NO: 18756, SEQ ED NO: 18757, SEQ ED NO: 18758, SEQ ID 
NO: 18760, SEQ ID NO: 18761, SEQ ID NO: 18762, SEQ ID NO: 18764, SEQ ID NO: 18766, 
SEQ ID NO: 18767, SEQ ID NO: 18768, SEQ ED NO: 18769, SEQ ID NO: 18771, SEQ ED 
NO: 18772, SEQ ID NO: 18774, SEQ ID NO: 18776, SEQ ID NO: 18778, SEQ ID NO: 18780, 
SEQ ID NO: 18782, SEQ ED NO: 18784 T SEQ ED NO: 18786, SEQ ED NO: 18788, SEQ ED 
NO: 18789, SEQ ID NO: 18791, SEQ ID NO: 18792. SEQ ED NO: 18794, SEQ ID NO: 18796, 
SEQ ED NO: 18798, SEQ ID NO: 18799, SEQ ED NO: 18801, SEQ ID NO: 18803, SEQ ED 
NO: 18805, SEQ ID NO: 18807, SEQ ID NO: 18808, SEQ ED NO: 18810, SEQ ED NO: 18812, 
SEQ ID NO: 18814, SEQ ID NO: 18816, SEQ ID NO: 18818, SEQ ID NO: 18820, SEQ ID 
NO: 18821, SEQ ID NO: 18823, SEQ ED NO: 18825, SEQ ID NO: 18827, SEQ ID NO: 18829, 
SEQ ED NO: 18831, SEQ ID NO: 18833, SEQ ID NO: 18835, SEQ ID NO: 18837, SEQ ID " 
NO: 18838, SEQ ED NO: 18839, SEQ ID NO: 18841, SEQ ID NO: 18842, SEQ ED NO: 18844, 
SEQ ID NO: 18845, SEQ ED NO: 18846, SEQ ED NO: 18848, SEQ ID NO: 18849, SEQ ED 
NO: 18851, SEQ ID NO: 18852, SEQ ED NO: 18854, SEQ ID NO: 18856, SEQ ID NO: 18858, 
SEQ ID NO: 18860, SEQ ID NO: 18861, SEQ ID NO: 18863, SEQ ED NO: 18864, SEQ ED 
NO: 18866, SEQ ID NO: 18867, SEQ ID NO: 18869, SEQ ID NO: 18871, SEQ ID NO: 18872, 
SEQ ID NO: 18873, 

SEQ ID NO: 18875, SEQ ID NO: 18877, SEQ ID NO: 18878, SEQ ED NO: 18880, SEQ ID 
NO: 18881, SEQ ID NO: 18883, SEQ ED NO: 18885, SEQ ID NO: 18886, SEQ ED NO: 18887, 
SEQ ID NO: 18889, SEQ ED NO: 18890, SEQ ID NO: 18892, SEQ ID NO: 18893, SEQ ID 
NO: 18895, SEQ ID NO: 18897, SEQ ED NO: 18899, SEQ ID NO: 18901, SEQ ID NO: 18903, 
SEQ ID NO: 18904, SEQ ID NO: 18905, SEQ ED NO: 18907, SEQ ID NO: 18909, SEQ ID 
NO: 18911. SEQ ID NO: 18913, SEQ ID NO: 18915, SEQ ID NO: 18917. SEQ ID NO: 18919, 
SEQ ED NO: 18921, SEQ ED NO: 18923, SEQ ID NO: 18925, SEQ ED NO: 18927, SEQ ID 
NO: 18928. SEQ ID NO: 18930, SEQ ID NO: 18932, SEQ ID NO: 18934, SEQ ED NO: 18936, 
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SEQ ID NO: 18938, SEQ ID NO: 18940, SEQ ID NO: 18941, SEQ ID NO:48943, SEQ ID 
NO: 18944, SEQ ED NO: 18946, SEQ ID NO: 18947, SEQ ID NO: 18949, SEQ ID NO: 18951, 
SEQ ID NO: 18953, SEQ ID NO: 18955, SEQ ED NO: 18956, SEQ ID NO: 18957, SEQ ID 
NO: 18958, SEQ ID NO: 18959, SEQ ID NO: 18960, SEQ ID NO: 18962, SEQ ID NO: 18964, 
SEQ ID NO: 18966, SEQ ID NO: 1*968, SEQ DD NO: 18969, SEQ ED NO: 18970, SEQ ED 
NO: 18972, SEQ ED NO: 18973, SEQ ED NO: 18975, SEQ ID NO: 18976, SEQ ID NO: 18978, 
SEQ ID NO: 18980, 

SEQ ID NO: 18981, SEQ ED NO: 18982, SEQ ED NO: 18983, SEQ ID NO: 18984, SEQ ID 
NO: 18985, SEQ ED NO: 18986, SEQ ED NO: 18987, SEQ ID NO: 18988, SEQ ED NO: 18989, 
SEQ ID NO: 18990, SEQ ED NO: 18992, SEQ ID NO: 18993, SEQ ED NO: 18995, SEQ DD 
NO: 18997, SEQ ED NO: 18998, SEQ ED NO: 18999, SEQ ID NO: 19000, SEQ ID NO: 19001, 
SEQ ED NO: 19002, SEQ ED NO: 19004, SEQ ED NO: 19006 

SEQ ED NO: 19007, SEQ ED NO: 19009, SEQ ED NO. 19011, SEQ ED NO: 19012, SEQ DD 
NO: 19013, SEQ ED NO: 19014, SEQ DD NO: 19016, SEQ DD NO: 19018, SEQ DD NO: 19020, 
SEO ED NO: 19022, SEQ ED NO: 19024, and SEQ DD NO: 19025 



(b) a polynucleotide comprising a nucleotide sequence encoding a protein comprising the amino acid sequence 
set forth in any one of the following SEQ ID NOs: 
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SEQ ID NO:10469, SEQ ID NO:10474, SEQ ID NO:10476, SEQ ED NO:10478, SEQ ID 
NO:10480, SEQ ID NO:10482, SEQ ID NO:10484, SEQ ED NO:10486, SEQ DD NO:10490, 
SEQ ED NO:10492, SEQ ED NO:10494, SEQ ID NO:10499, SEQ ED NO:10501, SEQ ID 
NO:10506, SEQ ID NO:10509, SEQ ID NO:10513, SEQ ID NO:10515, SEQ ID NO:10518, 
SEQ ID NO:10520, SEQ ED NO:10522, SEQ ID NO:10525, SEQ ID NO:10527, SEQ ID 
NO:10531, SEQ ID NO:10533, SEQ ID NO:10536, SEQ ED NO:10538, SEQ ID NO:10541, . 
SEQ ID NO:10544, SEQ ID NO:10547, SEQ ID NO:10549, SEQ ED NO:10552, SEQ ID 
NO:10554, SEQ ID NO:10559, SEQ ID NO:10561, SEQ ID NO:10563, SEQ ED NO:10565, 
SEQ ED NO:10568, SEQ ED NO:10570, SEQ DD NO:10572, SEQ ED NO:I0575, SEQ ID 
NO:10577, SEQ ID NO.10579, SEQ ID NO:10581, SEQ ID NO:10583, SEQ ID NO:10585, 
SEQ ED NO:10587, SEQ ED NO:10589, SEQ ID NO:10591, SEQ ID NO:10593, SEQ ID 
NO:10595, SEQ ID NO:10598, SEQ ED NO:10600, SEQ ID NO:10602, SEQ ID NO:10605, 
SEQ ID NO:10608, SEQ ID NO:10610, SEQ ID NO:10612, SEQ ID NO:10617, SEQ ED 
NO:10621, SEQ ID NO:10623, SEQ ID NO:10626, SEQ ED NO:10628, SEQ ID NO:10631, 
SEQ ED NO:10634, SEQ ED NO:10636, SEQ ID NO:10638, SEQ ID NO:10640, SEQ ID 
NO:10643, SEQ ED NO:10645, SEQ ID NO:10651, SEQ ED NO:10653, SEQ ID NO:10657, 
SEQ ID NO:10660, SEQ ED NO:10662, SEQ ID NO:10664, SEQ ID NO:10666, SEQ ID 
NO:10668, SEQ ID NO:10672. SEQ ID NO:10675, SEQ ID NO:10677, SEQ ID NO:10679, 
SEQ ID NO:10681, SEQ ID NO:10684, SEQ ID NO:10686, SEQ ID NO:10688, SEQ ED 
NO:10690, SEQ ID NO:10692, SEQ ED NO:10694, SEQ ID NO:10697, SEQ ED NO:10699, 
SEQ ID NO:10701, SEQ ID NO:10703, SEQ ID NO:10705, SEQ ID NO:10707, SEQ ID 
NO:10709, SEQ ID NO:10712, SEQ ID NO:10714, SEQ ID NO:10716, SEQ ED NO:10719, 
SEQEDNO:10721, 

SEQ ID NO:10724, SEQ ID NO:10726, SEQ ID NO:10729, SEQ ID NO:10731, SEQ ID 
NO:10733, SEQ ID NO:10735, SEQ ID NO:10737, SEQ ED NO:10739, SEQ ED NO:1074l, 
SEQ ID NO:10743, SEQ ED NO:10745, SEQ ID NO:10747, SEQ ID NO:10749, SEQ ED 
NO:10751, SEQ ED NO:10755, SEQ DD NO:10759, SEQ ED NO:10762, SEQ ED NO:10764, 
SEQ ID NO:10766, SEQ ED NO:10768, SEQ ID NO:10770, SEQ ED NO:10772, SEQ ED 
NO:10775, SEQ ED NO:10777, SEQ ED NO:10779, SEQ DD NO:10782, SEQ ED NO:10784, 
SEQ DD NO:10787, SEQ DD NO:10789, SEQ ID NO:10791, SEQ DD NO:10794, SEQ DD 
NO:10796, SEQ ID NO:10798, SEQ ED NO:10801, SEQ ED NO:10803, SEQ DD NO:10806, 
SEQ DD NO:10809, SEQ DD NO:10811, SEQ ED NO:10813, SEQ DD NO:10816, SEQ ED 
NO:10819, SEQ DD NO:10821, SEQ DD NO:10823, SEQ DD NO:10825, SEQ DD NO:10827, 
SEQ DD NO:10829, SEQ DD NO:10833, SEQ DD NO:10835, SEQ DD NO:10837, SEQ DD 
NO:10839, SEQ DD NO-.10843, SEQ DD NO:10846, SEQ DD NO:10848, SEQ DD NO:10851. 
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SEQ ID NO:10853, SEQ ID NO:10855, SEQ ID NO:10857, SEQ ID NO:10860, SEQ ID . 
NO:10863, SEQ ID NO:10865, SEQ ID NO:10867, SEQ ID NO:10869, SEQ ID NO:10871, 
SEQ ID NO:10874, SEQ ID NO:10877, SEQ ID NO:10880 t SEQ ID NO:10882, SEQ ID 
NO:10884, SEQ ID NO:10887, SEQ ID NO:10892, SEQ ID NO:10894, SEQ ID NO:10896, 
SEQ ID NO:10899, SEQ ID NO:10903, SEQ ID NO:10905, SEQ ID NO:10907, SEQ ID 
NO:10911 F SEQ ID NO:10917, SEQ ID NO:10919, SEQ ID NO:10921, SEQ ID NO:10923, 
SEQ ED NO:10926, SEQ ID NO:10930, SEQ ID NO:10932 f SEQ ID NO:10934, SEQ ID 
NO:10936, SEQ ID NO:10938, SEQ ID NO:10941, SEQ ID NO:10947, SEQ ID NO:10949, 
SEQ ID NO:!0951, SEQ ID NO:10953, SEQ ID NO:10955, SEQ ID NO:10961, SEQ ID 
NO:10963, SEQ ID NO:10965, SEQ ID NO:10970, SEQ ID NO:10972, SEQ ID NO:10974, 
SEQIDNO:10976, 

SEQ ED NO:10979, SEQ ID NO:10981, SEQ ID NO:10985, SEQ ID NO:10987, SEQ ED 
NO:10989, SEQ ID NO:10991, SEQ ID NO:10993, SEQ ID NO:10995, SEQ ID NO:10997, 
SEQ ID NO:10999, SEQ ID NO:11002, SEQ ID NO:11004, SEQ ID NO:11008, SEQ ID 
NO:l 1010, SEQ ID NO:11013, SEQ ID NO:11015, SEQ ID NO:11017, SEQ ID NO:11020, 
SEQ ID NO:11022, SEQ ED NO:11924, SEQ ID NO:11026, SEQ ID NO:11028, SEQ ID 
NO:l 1031, SEQ ID NO:11033, SEQ ED NO:11037, SEQ ID NO:11039, SEQ ED NO:11041, 
SEQ ID NO:11043, SEQ ID NO:11045, SEQ ID NO:11047, SEQ ID NO:11049, SEQ ED 
NO:11051, SEQ ED NO:11053, SEQ ID NO:11055, SEQ ID NO:11057 f SEQ ID NO:11059 f 
SEQ ID NO:11061, SEQ ID NO:11063, SEQ ID NO:11065, SEQ ID NO:il067, SEQ ID 
NO:11069, SEQ ID NO:11071, SEQ ID NO:11073, SEQ ID NO:11075, SEQ ID NO:11077, 
SEQ ID NO:11079, SEQ ED NO:11081, SEQ ED NO:11083, SEQ ID NO:11085 f SEQ ID 
NO:11087, SEQ ID NO.11089, SEQ ED NO:11091, SEQ ID NO:11094, SEQ ID NO:11096,. 
SEQ ID NO:11098, SEQ ID NO:11100 f SEQ ID NO:11102,SEQ ED NO:11104, SEQ ED 
NOrlllOe^EQEDNOaiKW^SEQIDNOtllll^SEQIDNOilim, SEQ ID N0:11115, 
SEQ ID N0:11117, SEQ ED N0:1U19, SEQ ID N0:11121, SEQ ID NO:11124, SEQ ID 
NO:11126, SEQ ID NO:11128, SEQ ID NO:11130, SEQ ED NO:11132, SEQ ID N0:11 134, 
SEQ ID N0:1 1 1 36, SEQ ID N0:1 1 138, SEQ ID N0:1 1 140, SEQ ID N0:1 1 142, SEQ ID 
NO:11144, SEQ ID N0:11 146, SEQ ED NO:11149, SEQ ED N0:11151, SEQ ED N0:11 153, 
SEQ ID NO:11155, SEQ ED NO:11157, SEQ ID NO:11159, SEQ ID N0:11 161, SEQ ID 
NO:lli63,SEQIDNO:11166, SEQIDNO:11169,SEQIDNO:ni71,SEQIDNO:11173, 
SEQ ID NO:11175, SEQ ED NO:11177, SEQ ID NO:11180, SEQ ED NO:11182, SEQ ED 
N0:1 1 1 84, SEQ ED N0:1 1 1 86, SEQ ID N0:1 1 1 88, SEQ ID N0:1 1 190, SEQ ED N0:1 1 192, 
SEQ IDN0:1 1194, 

SEQ ID NO:11196, SEQ ID NO:11198, SEQ ED NO:11200, SEQ ID NO:11202, SEQ ID 
NO:11204 r SEQ ED NO:11206, SEQ ID NO:11208, SEQ ID NO:11210, SEQ ID NO:11212, 
SEQ ED NO:11214, SEQ ID NO:11216, SEQ ID NO:11218, SEQ ID NO:11220, SEQ ID 
N0:1 1222, SEQ ID N0:1 1224, SEQ ID N0:1 1226, SEQ ID N0:1 1228, SEQ ID N0:1 1230, 
SEQ ED NO:11232, SEQ ID NO:11234, SEQ ED N0:1 1236, SEQ ID NO:11238, SEQ ED 
N0:11240, SEQ ID NO:11242, SEQ ED NO:11245, SEQ ID NO:11247, SEQ ID NO:11249, 
SEQ ED N0:1 1251, SEQ ID NO:11254, SEQ ID NO:I1256, SEQ ID NO:11258, SEQ ED 
NO:11260, SEQ ED NO:11262, SEQ ED NO:11264, SEQ ID NO:11266, SEQ ID NO:11268, 
SEQ ID NO:11270, SEQ ID N0:1 1272, SEQ ID NO:11274, SEQ ED NO:11276, SEQ ED 
N0:1 1278, SEQ ED N0:1 1280, SEQ ED N0:1 1282, SEQ ID N0:1 1284, SEQ ID N0:1 1286, 
SEQ ID NO:11288, SEQ ED NO:11290, SEQ ID NO:11292, SEQ ED NO:11294, SEQ ID 
N0:1 1296, SEQ ID NO:11298, SEQ ID N0:1 1300, SEQ ID NO:11302, SEQ ID N0:1 1305, 
SEQ ID NO:l 1307, SEQ ED NO:11309, SEQ ID N0:11311, SEQ ID NO:11313, SEQ ED 
N0:1 1315, SEQ ID NO:11317, SEQ ID NO:11320, SEQ ED NO:11322, SEQ ED NO:11324, 
SEQ ID N0:1 1326, SEQ ED N0:1 1328, SEQ ID NO:11330, SEQ ID N0:1 1332, SEQ ED 
NO:11334, SEQ ED NO:11336, SEQ ID NO:11338, SEQ ID NO:11340, SEQ ID NO:11342, 
SEQ ID N0:1 1344, SEQ ED NO:11346, SEQ ID NO:11348, SEQ ID NO:11350, SEQ ID 
NO:11353, SEQ ED NO:11355, SEQ ID N0:1 1357, SEQ ID NO:11359, SEQ ID NO:1136I, 
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SEQ ID NO:11363, SEQ ID NO:11365, SEQ ID NO:11367, SEQ ID NO:11371, SEQ ID 
NO-.U373, SEQ ID NO-.11375. SEQ ID NO:11377, SEQ ID NO:11379, SEQ ID NO:11381. 
SEQ ID NO:11383, SEQ ID NO:11385, SEQ ID NO:11387, SEQ ID NO:11389, SEQ ID 
NO:1139l, SEQ ID NO:11393, SEQ ID NO:11395, SEQ ID NO:l 1398, SEQ ED NO:11400, 
SEQIDNO:11402, 

SEQ ID NO:11404, SEQ ID NO:11406, SEQ ID NO:11408, SEQ ID NO:11410, SEQ ID 
NO:11412, SEQ ID NO:11414. SEQ ID NO:11417, SEQ ID NO:11420, SEQ ID NO:11422, 
SEQ ID NO:11424, SEQ ID NO:11426, SEQ ID NO:11428, SEQ ID NO:11431, SEQ ED 
NO:11433, SEQ ED NO:11435, SEQ ID NO:11438, SEQ ED NO:l 1440, SEQ ID NO:11442, 
SEQ ID NO:11444, SEQ ID NO:11446, SEQ ID NO:11448. SEQ ED NO:l 1450, SEQ ID 
NO:11452, SEQ ID NO:11454, SEQ ED N0.11456, SEQ ED NO:11458, SEQ ED NO:11460, 
SEQ ID NO:11462, SEQ ID NO:11464, SEQ EDNO:11466, SEQ ID NO:11468, SEQ ED 
NO:11471, SEQ ID NO:11473, SEQ ID NO:11475, SEQ ED NO:l 1477, SEQ ID NO:11479, 
SEQ ED NO:l 1481 , SEQ ED NO:l 1483, SEQ ID NO:l 1486, SEQ ID NO:l 1488, SEQ ID 
NO:11490, SEQ ED NO:l 1492, SEQ ID NO:11494, SEQ ID NO:11497, SEQ ID NO:11499, 
SEQ ID NO:l 1501, SEQ ID NO:11503, SEQ ID NO:11505, SEQ ID NO:l 1508, SEQ ID 
NO:11510, SEQ ID NO:11512, SEQ ID NO:11514, SEQ ID NO:11516, SEQ ED NO:11518. 
SEQ ID NO:l 1520, SEQ ID NO:l 1522, SEQ ED NO:l 1525, SEQ ID NO:11527, SEQ ID 
NO:l 1529, SEQ ED NO:11531, SEQ ID NO:11533, SEQ ID NO:11535, SEQ ID NO:11537, 
SEQ ID NO:11539, SEQ ID NO:11542, SEQ ID N0:11544, SEQ ID NO:11546, SEQ ID 
NO:11548, SEQ ID NO:11550, SEQ ED NO:11552, SEQ ED NO:11554, SEQ ED NO:11556, 
SEQ ID NO:11558, SEQ ID NO:11563, SEQ ID NO:11565, SEQ ED NO:11567, SEQ ID 
NO:11570. SEQ ID NO:11572, SEQ ID NO:11574, SEQ ED NO:l 1576, SEQ ID NO:11578,. 
SEQ ID NO:11580, SEQ ED NO:11583, SEQ ED NO:l 1585, SEQ ID NO:11587, SEQ ID 
N0.11589, SEQ ID NO:1159l, SEQ ED NO:11593, SEQ ID NO:11595, SEQ ID NO:11597, 
SEQ ID NO:11599, SEQ ID NO:11601. SEQ ID NO:11603, SEQ ED NO:11605, SEQ ID 
NO:11607, SEQ ED NO:11610, SEQ ID NO:11612, SEQ ED NO:11614, SEQ ED NO:116l6, 
SEQ1DN0:11618, 

SEQ ID NO:11621, SEQ ED NO:l 1623, SEQ ED NO:11625, SEQ ID NO:l 1627, SEQ ID 
NO:11629, SEQ ID NO:11631, SEQ ID NO:11633, SEQ ID NO:l 1635, SEQ ED NO:11637, 
SEQ ED NO:11640, SEQ ID NO:l 1642, SEQ ED NO:11644, SEQ ED NO:11646, SEQ ID 
NO:11648, SEQ ID NO:11650, SEQ ID NO:11652, SEQ ID NO:11655, SEQ ID NO:11657, 
SEQ ED NO:11660, SEQ ID NO:11662, SEQ ID NO:11664, SEQ ID NO:11667, SEQ ED 
NO:11669, SEQ ID NO:11671, SEQ ID NO:11673, SEQ ID NO:11676, SEQ ID NO:11679, 
SEQ ID NO:l 1681, SEQ ID NO:11683, SEQ ID N0:11686, SEQ ID NO:11688, SEQ ID 
NO:11690, SEQ ID NO:11692, SEQ ID NO:11694, SEQ ID N0:11696, SEQ ID NO:11698, 
SEQ ID NO:11700, SEQ ID NO:l 1702, SEQ ID NO:11704, SEQ ID NO:11706, SEQ ED 
NO:11708, SEQ ED NO:11710, SEQ ID NO:11712, SEQ ID NO:l 1714, SEQ ID NO:11716, 
SEQ ED NO:11719, SEQ ID NO:11721, SEQ ID N0.11723, SEQ ED NO:11725, SEQ ID 
NO:11727, SEQ ID NO:11729, SEQ ED NO:11731, SEQ ID NO:11733, SEQ ED NO:11735, 
SEQ ID NO:11737, SEQ ID NO:11741, SEQ ID NO:11743, SEQ ID NO:11745, SEQ ED 
NO:11747, SEQ ID NO:11749, SEQ ID NO:11751, SEQ ID NO:11753, SEQ ID NO:11755, 
SEQ ID NO:11757, SEQ ID NO:11760, SEQ ED NO:11762, SEQ ED NO:11764. SEQ ID 
NO:11766, SEQ ED NO:11769, SEQ ID NO:11771, SEQ ED NO:11773, SEQ ED NO:11775. 
SEQ ED NO:11777, SEQ ID NO:11779, SEQ ED NO:11781, SEQ ID NO:11783, SEQ ID 
NO:11785, SEQ ID NO:11787, SEQ ID NO:11789, SEQ ID NO:l 1791, SEQ ID NO:11793, 
SEQ ID NO:11795, SEQ ID NO:11797, SEQIDNO:11799, SEQ IDNO:11801, SEQ ED 
NO:11803, SEQ ID NO:11805, SEQ ID NO:11807, SEQ ID NO:11809,SEQ ID NO:11812, 
SEQ ID NO: 11 814, SEQ ED N0:11816, SEQ ID NO:11818, SEQ ID NO:11821, SEQ ID 
NO:11823. SEQ ED NO:11825, SEQ ID NO:11827, SEQ ID NO:11829, SEQ ED NO:11831, 
SEQ ID NO: 11 834, 
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SEQ ID NO:11836, SEQ ID NO:11838, SEQ ID NO:11840, SEQ CD NO:11842, SEQ ED 
NO: 11 844, SEQ ID NO: 11 846, SEQ ID NO:11848, SEQ ID NO: 11 852, SEQ ID NO:11854, 
SEQ ID NO:11857, SEQ ID NO:11860, SEQ ID NO:11862, SEQ ID NO:11864. SEQ ID 
NO: 11 866, SEQ ID NO:11868, SEQ ID N0.11872, SEQ ID NO: 11874, SEQ ID NO:11876, 
SEQ ED NO:11878, SEQ ID NO:11881, SEQ ID NO: 11 883, SEQ ID NO:11885, SEQ ED 
N0:1 1887, SEQ ID NO:11889, SEQ ED NO:11891, SEQ ID NO:11894, SEQ ED N0:1 1 896, 
SEQ ED N0:11 898, SEQ ID N0:1 1900, SEQ ID N0:1 1902, SEQ ID N0:1 1904, SEQ ID 
NO:11906, SEQ ID NO:11908, SEQ ED N0:11910, SEQ ED N0:11912, SEQ ID NO:11914, 
SEQ ED NO:11917, SEQ ID N0:1 1920, SEQ ID N0:1 1922, SEQ ED N0:1 1924, SEQ ED 
NO:11926, SEQ ID NO:11929, SEQ ED NO:11931, SEQ ID NO:11933, SEQ ID NO:11935, 
SEQ ID NO:11937, SEQ ID NO:11939, SEQ ID NO:11941, SEQ ED NO:11943, SEQ ID 
NO:11945, SEQ ED NO:11947, SEQ ID NO:11950, SEQ ID NO:11952, SEQ ID NO:11954, 
SEQ ED NO:11956, SEQ ID NO: 1195 8, SEQ ID NO: 11960, SEQ ID NO: 11962, SEQ ID 
NO:11964, SEQ ID NO:11966, SEQ ID NO:11968, SEQ ID NO:11970, SEQ ED NO:11972, 
SEQ ED NO:11974, SEQ ED NO:11976, SEQ ID NO:11979, SEQ ID N0:1 1981, SEQ ID 
NO:11983, SEQ ED NO:11985, SEQ ED NO:11987, SEQ ED NO:11989, SEQ ED NO:11991, 
SEQ ID N0:1 1993, SEQ ED N0:1 1995, SEQ ED NO:11997, SEQ ID N0:1 1999, SEQ ID 
NO:12001, SEQ ED NO:12004, SEQ ED NO:12006, SEQ ID NO:12009, SEQ ED NO:1201 1, 
SEQ ID NO:12013, SEQ ED NO:12015, SEQ ED NO:12017, SEQ ID NO:12021, SEQ ID 
NO:12023, SEQ ID NO:12025, SEQ ED NO:12027, SEQ ID NO:12029, SEQ ED NO:12031, 
SEQ ED NO:12033, SEQ ID NO:12035, SEQ ID NO:12037, SEQ ID NO:12039, SEQ ED 
NO:12041, SEQ ID NO:12043, SEQ ID NO:12045, SEQ ID NO:12047, SEQ ID NO:12050, 
SEQIDNO:12052, 

SEQ ID NO:12054, SEQ ED NO:12057, SEQ ID NO:12059, SEQ ID NO:12061, SEQ ID 
NO:12063, SEQ ID NO:12065, SEQ ED NO:12067, SEQ ID NO:12069, SEQ ED NO:12071, 
SEQ ED NO:12073, SEQ ED NO:12075. SEQ ED NO:12077, SEQ ID NO:12079, SEQ ED 
NO:12081, SEQ ED NO:12083. SEQ ED NO:12085, SEQ ID NO:12087, SEQ ED NO:12089, 
SEQ ED NO:12091, SEQ ID NO:12093, SEQ ED NO:12095, SEQ ED NO:12098, SEQ ED 
NO:12100, SEQ ED NO:12102, SEQ ED NO:12104, SEQ ID NO:12106, SEQ ED NO:12108, 
SEQ ID N0:12110, SEQ ED NO:12112, SEQ ID NO:12114, SEQ ED NO:12116, SEQ ED 
NO:I2118, SEQ ED NO:12120, SEQ ED NO:12122, SEQ ID NO:12124, SEQ ED NO:12126, 
SEQ EDNO:12128, SEQ ED NO:12130, SEQ ID NO:12132, SEQ ID NO:12134, SEQ ED 
NO:12136, SEQ ID NO:12138, SEQ ED NO:12140, SEQ ID NO:12142, SEQ ID NO:12144, 
SEQ ID NO:12146, SEQ ID NO:12148, SEQ EDNO:12150, SEQ ID NO:12152, SEQ ID 
NO:12154, SEQ ID NO:12156, SEQ ID NO:12158, SEQ ID NO:12160, SEQ ED NO:12162, 
SEQ ED NO:12164, SEQ ID NO:12166, SEQ ED NO:12168, SEQ ID NO:12170, SEQ ID 
NO:12172, SEQ ID NO:12174, SEQ ID NO:12176, SEQ ID NO:12178, SEQ ID NO:12180, 
SEQ ED NO:12182, SEQ ED NO:12184, SEQ ID NO:12186, SEQ ED NO:12188, SEQ ED 
NO:12190, SEQ ID N0:12192, SEQ ID NO:12194, SEQ ID NO:12196, SEQ ID NO:12198, 
SEQ ID NO:12200, SEQ ID NO:12202, SEQ ID NO:12204, SEQ ID NO:12206, SEQ ID 
NO:12208, SEQ ID NO:12210, SEQ ID NO:12212, SEQ ID NO:12214, SEQ ID NO:12217, 
SEQ ID NO:12219, SEQ ID NO:12221, SEQ ID NO:12223, SEQ ID NO:12225, SEQ ID 
NO:12227, SEQ ED NO:12229, SEQ ED NO:12231, SEQ ID NO:12233, SEQ ED NO:12235, 
SEQ ID NO:12237, SEQ ED N0:12239, SEQ ID NO:12241, SEQ ID NO:12243, SEQ ID 
NO:12245, SEQ ID NO:12247, SEQ ED NO:12249, SEQ ID N0.12251, SEQ ID NO:12253, 
SEQIDNO:12255, 

SEQ ID N0:12257, SEQ ID N0:12259, SEQ ED NO:12261, SEQ ID NO:12263, SEQ ID 
NO:12265, SEQ ID NO:12267, SEQ ID NO:12269, SEQ ID NO:12271, SEQ ID N0:12273, 
SEQ ID NO:12275, SEQ ID NO:12277, SEQ ID NO:12280, SEQ ED NO:12282, SEQ ID 
NO:12284, SEQ ID NO:12286, SEQ ED NO:12288, SEQ ID NO:12290, SEQ ED NO:12292, 
SEQ ID NO:12294, SEQ ED NO:12296, SEQ ED NO:12298, SEQ ID NO:12300. SEQ ED 
NO:12302, SEQ ID NO:12304, SEQ ID NO:12306, SEQ ID NO:12308, SEQ ID NO:12310, 
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SEQ ID NO:12312, SEQ ED NO:12314, SEQ ID NO:12316, SEQ ID NO:12318, SEQ ID 
NO:12320, SEQ ID NO:12322, SEQ ED NO:12324, SEQ ID NO:12326, SEQ ID NO:12328, 
SEQ ID NO:12330, SEQ ID NO:12332, SEQ ID NO:12334, SEQ ED NO:12336, SEQ ID 
NO:12338, SEQ ID NO:12340, SEQ ID NO:12342, SEQ ED NO:12344, SEQ ID NO:12346, 
SEQ ID NO:12348, SEQ ED NO:12350, SEQ ID NO:12352, SEQ ED NO:12355, SEQ ED 
NO:12357, SEQ ID NO:12359, SEQ ID NO:12361, SEQ ID NO:12363, SEQ ID NO:12365, 
SEQ ED NO:12367, SEQ ID NO:12369, SEQ ID NO:12371, SEQ ID NO:12373, SEQ ID 
NO-.12375, SEQ ID NO:12377, SEQ ID N0:12379, SEQ ED NO:12381, SEQ ED NO:I2383, 
SEQ ID NO:12385, SEQ ED NO:12387, SEQ ID NO:12389, SEQ ID NO:12391, SEQ ED 
NO:12393, SEQ ID NO:12395, SEQ ID NO:12397, SEQ ID NO:12399, SEQ ID NO:1240l, 
SEQ ID NO:12404, SEQ ID NO:12406, SEQ ED NO:12408, SEQ ID NO:12411. SEQ ID 
NO:12413, SEQ ED NO:12415, SEQ ID NO:12418, SEQ ID NO:12420, SEQ ID NO:12422, 
SEQ ED NO:12424, SEQ ID NO:12426, SEQ ED NO:12428, SEQ ED NO:12430. SEQ ID 
NO:12432, SEQ ID NO:12434, SEQ ED NO:12437, SEQ ED NO:12439, SEQ ID N0.12441, 
SEQ ED NO:12443, SEQ ED NO:12445, SEQ ED NO:12447, SEQ ID NO:12449, SEQ ED 
NO:12451, SEQ ID NO:12453, SEQ ED NO:12455, SEQ ED NO:12457, SEQ ID NO:12459, 
SEQ ID NO:12462, 

SEQ ID NO:12464, SEQ ED NO:12466, SEQ ID NO:12468, SEQ ID NO:12470, SEQ ED 
NO:12472, SEQ ED NO:12474, SEQ ID NO:12476, SEQ ED NO:12478, SEQ ED NO:12480, 
SEQ ID NO:12484, SEQ ED NO:12487, SEQ ID NO:12489, SEQ ID NO:12492. SEQ ID 
NO:12494, SEQ ID NO:12497, SEQ ED NO:12499, SEQ ID NO:12501, SEQ ID NO:12504, 
SEQ ID NO:12506, SEQ ED NO:12508, SEQ ID NO:12510, SEQ ED NO:12512, SEQ ID 
NO:12515, SEQ ED NO:12517. SEQ ID NO:12519, SEQ ED NO:12521, SEQ ID NO:12523, 
SEQ ID NO:12525, SEQ ED NO:12527, SEQ ID NO:12530, SEQ ED NO:12532, SEQ ID 
NO:12536, SEQ ID NO:12538, SEQ ID NO:12540, SEQ ID NO:12542, SEQ ED NO:12544, 
SEQ ED NO:12547, SEQ ID NO:12549, SEQ ED NO:12551, SEQ ED NO:12553, SEQ ED 
NO:12558, SEQ ID NO:12560, SEQ ED NO:12562, SEQ ID NO:12564, SEQ ED NO:12566, 
SEQ ID NO:12568, SEQ ID NO:12570, SEQ ED NO:12573. SEQ ID NO:12575, SEQ ID 
NO:12577, SEQ ID NO:12579, SEQ ID NO:12582, SEQ ED NO:12584. SEQ ED NO:12586, 
SEQ ED NO:12588, SEQ ID NO:12590, SEQ ED NO:12594, SEQ ED NO:12596, SEQ ED 
NO:12598, SEQ ID NO:12600, SEQ ID NO:12602, SEQ ID NO:12604, SEQ ED NO:12606, 
SEQ ID NO:12610, SEQ ED NO:i2612, SEQ ED NO:12614, SEQ ID NO:12616, SEQ ED 
NO:12618, SEQ ID NO:12620, SEQ ED NO:12624, SEQ ED NO:12626, SEQ ID NO:12629, 
SEQ ID NO:12631, SEQ ID NO:12633, SEQ ED NO:12635, SEQ ID NO:12637, SEQ ID 
NO:12639, SEQ ED NO:12641, SEQ ID NO:12643, SEQ ED NO:12645, SEQ ED NO:12647, 
SEQ ED NO:12650, SEQ ID NO:12652, SEQ ID NO:12654, SEQ ID NO:12656, SEQ ID 
NO:12658, SEQ ED NO:12661, SEQ ID N0.12663, SEQ ED NO:12666. SEQ ED NO:12668, 
SEQ ID NO:12670, SEQ ED NO:12672, SEQ ID NO:12674, SEQ ID NO:12676, SEQ ED 
NO:12678, SEQ ED NO:12680, SEQ ID NO:12682, SEQ ED NO:12684, SEQ ID NO:12686, 
SEQIDNO:12688, 

SEQ ED NO:12690, SEQ ED NO:12692, SEQ ID NO:12694, SEQ ID N0.12696, SEQ ID 
NO:12699, SEQ ED NO:12701, SEQ ED NO:12704, SEQ ED NO:12706, SEQ ED NO:12708, 
SEQ ED NO:12712, SEQ ID NO:12714, SEQ ED N0.12716. SEQ ED NO:12718, SEQ ID 
NO:12720, SEQ ED NO:12722, SEQ ID NO:12724, SEQ ED NO:12727, SEQ ID NO:12729, 
SEQ ID NO:12732, SEQ ED NO:12734, SEQ ID NO:12736, SEQ ID NO:12738, SEQ ID 
NO:12740, SEQ ED NO:12742, SEQ ED NO:12744, SEQ ED NO:12746, SEQ ED NO:12748, 
SEQ ED NO:12750, SEQ ID NO:12752, SEQ ID NO:12755, SEQ ED NO:12757, SEQ ID 
NO:12759, SEQ ED NO:12761, SEQ ED NO:12766, SEQ ED NO:12768, SEQ ED NO:12772, 
SEQ ED NO:12774, SEQ ED NO:12777, SEQ ID NO:12779, SEQ ED NO:12782, SEQ ED 
NO:12784, SEQ ED NO:12786, SEQ ID NO:12788, SEQ ED NO:12790, SEQ ED NO:12792, 
SEQ ID NO:12794, SEQ ID NO:12796, SEQ ID NO:12802, SEQ ED NO:12804, SEQ ED 
NO:12807, SEQ ED NO:12809, SEQ ID NO:12811, SEQ ED NO:12814, SEQ ED NO:12816, 
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SEQ ID NO:12818, SEQ ID NO:12820, SEQ ID NO:12822, SEQ ID N0.12824, SEQ ID 
NO:12826, SEQ ID NO:12828, SEQ ID NO:12830, SEQ ED NO:12832, SEQ ED NO:12834, 
SEQ ID NO:12836, SEQ ED NO:12838, SEQ ID NO:12840, SEQ ID NO:12842, SEQ ID 
NO:12844, SEQ ID NO:12846, SEQ ED NO:12849, SEQ ED NO:12851, SEQ ID NO:12853, 
SEQ ID NO: 12 855, SEQ ED NO:12857, SEQ ID NO:12859, SEQ ID NO:1286l, SEQ ID 
NO:12863, SEQ ID NO:12865, SEQ ID NO:12869, SEQ ID NO:12872, SEQ ED NO:12875, 
SEQ ID NO:12877, SEQ ID NO:I2879, SEQ ID NO:12882, SEQ ID NO:12884, SEQ ID 
NO:12886, SEQ ID NO:12888, SEQ ED NO:12890, SEQ ID NO:12893. SEQ ID NO:12895, 
SEQ ID NO:12898, SEQ ED NO:12900, SEQ ED NO:12902, SEQ DD NO:12904, SEQ ID 
NO:12906, SEQ ID NO:12908, SEQ ID NO:12910, SEQ ED NO:12912, SEQ ID NO:12914, 
SEQ ID NO: 129 17, 

SEQ ID N0:12919, SEQ ID NO:12921, SEQ ID NO:12924, SEQ ID NO:12926, SEQ ID 
NO:12928, SEQ ID NO.12930, SEQ ID NO:12932, SEQ ID NO:12935, SEQ ID NO:12937, 
SEQ ED N0.12939, SEQ ED NO:12942, SEQ ID NO:12944, SEQ ID NO:12946, SEQ ID 
NO:12948, SEQ ED NO:12951, SEQ ID NO:12954, SEQ ID NO:12957, SEQ ID NO:12959, 
SEQ ID NO:12962, SEQ ID NO:12964, SEQ ID NO:12968, SEQ ID NO:12970, SEQ ID 
NO:12972, SEQ ID NO:12974, SEQ ID NO:12976, SEQ ED NO:12978, SEQ ID NO:12980, 
SEQ ID NO:12982, SEQ ID NO:12984, SEQ ID NO:12986. SEQ ED NO:12988, SEQ ID 
NO:12990, SEQ ED NO:12992, SEQ ID NO:12994, SEQ ED NO:12996, SEQ ED NO:12998, 
SEQ ED NO:13000, SEQ ID NO:13002, SEQ ID NO:13004, SEQ ED NO:13006, SEQ ED 
NO:13008, SEQ ID NO:13010, SEQ ID NO:13012, SEQ ED NO:13014, SEQ ID NO:13016, 
SEQ ID NO:13019, SEQ ID NO:13022, SEQ ED NO:13024, SEQ ID NO:13026, SEQ ED 
NO:13028, SEQ ID NO:13030, SEQ ED NO:13032, SEQ ID NO:13034, SEQ ED NO:13036. 
SEQ ID NO:13038, SEQ ED NO:13041, SEQ ID NO:13043, SEQ ED NO.13045, SEQ ID 
NO:13047, SEQ ID NO:13049, SEQ ED NO:13051, SEQ ED NO:13054, SEQ ED NO.13056, 
SEQ ID NO:13059, SEQ ID NO:13062, SEQ ED NO:13064, SEQ ID NO:13066, SEQ ID 
NO:13068, SEQ ID NO:13070, SEQ DD NO:13073, SEQ ID NO:13075, SEQ ED NO:13078, 
SEQ ID NO:13080, SEQ ID NO:13082, SEQ ID NO:13084, SEQ ED NO:13086, SEQ ED 
NO.13090, SEQ DD NO:13093, SEQ ID NO:13095, SEQ ID NO:13098, SEQ DD N0:13100, 
SEQ ID NO:13102, SEQ ID NO:13104, SEQ ED NO:13106, SEQ ID N0:1311 1, SEQ ID 
NO:13113, SEQ ID N0:13115, SEQ ID N0:13117, SEQ ID NO:13121, SEQ ED N0:13123, 
SEQ ED NO:13126, SEQ ED NO:13128, SEQ ID NO:13130, SEQ ID NO:13132, SEQ ED 
NO:13134, SEQ ID NO:13136, SEQ ED NO:13138, SEQ ID NO:13140, SEQ ID NO:13142, 
SEQEDNO:13146, 

SEQ ED NO:13148, SEQ ID NO:13150, SEQ ID NO:13153, SEQ ID NO:13155, SEQ ED 
NO:13157, SEQ ED NO:13159, SEQ ID NO:13161, SEQ ID NO:13163, SEQ ID NO:13165, 
SEQ ID NO:13167, SEQ ID NO:13169, SEQ ID NO:13171, SEQ DD NO:13173, SEQ DD 
NO:13175, SEQ ID NO:13179, SEQ ID N0:13182, SEQ ID NO:13184, SEQ ID NO:13186, 
SEQ ID NO:13188, SEQ ED NO:13190, SEQ ID NO:13192, SEQ ID NO:13194, SEQ ED 
N0.13196, SEQ ID NO:13199, SEQ ID NO:13202, SEQ ID NO:13204, SEQ ED NO:13206, 
SEQ ED NO-.13208, SEQ ID NO:13210, SEQ DD NO:13212, SEQ DD NO:13214, SEQ ED 
NO:13217, SEQ DD NO:13220, SEQ DD NO:13223, SEQ DD NO:13225, SEQ DD NO:13227, 
SEQ DD NO:13229, SEQ ED NO:13231, SEQ DD NO:13233, SEQ DD NO:13236, SEQ DD 
NO:13240, SEQ DD NO:13244, SEQ ID NO:13247, SEQ ID NO:13249, SEQ DD NO:13251, 
SEQ DD NO:13253, SEQ DD NO:13255, SEQ DD NO:13258, SEQ DD NO:13262, SEQ DD 
NO:13265, SEQ DD NO:13267, SEQ ED NO:13269, SEQ DD NO:13272, SEQ DD NO:13274, 
SEQ DD NO:13277, SEQ DD NO:13281, SEQ DD N0:13283, SEQ DD NO:13285, SEQ DD 
NO:13287, SEQ ID NO:13289, 

SEQ DD NO:13295, SEQ DD NO:13297, SEQ DD NO:13299, SEQ DD NO:13301, SEQ DD 
NO:13303, SEQ DD NO:13305, SEQ DD NO:13308, SEQ DD NO:1331 1, SEQ DD NO:13313, 
SEQ DD NO:13315, SEQ ED NO:13317, SEQ DD NO:13320, SEQ ED NO:13323, SEQ ID 
NO:13326, SEQ DD NO:13329, SEQ DD NO:13331, SEQ ED NO:13335, SEQ DD NO:13340, 
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SEQ ID NO:13343, SEQ ID NO:13349, SEQ ID NO:13353, SEQ ID NO:13355, SEQ ID 
NO:13358, SEQ ID NO:1336l, SEQ ID NO:13364, SEQ ID NO:13367, SEQ ID NO:13373, 
SEQ ID NO:13377, SEQ ID NO:13380, SEQ ID NO:13382, SEQ ED NO:13384, SEQ ID 
NO:13386, SEQ ID NO:13388, SEQ ID NO:13390, SEQ ID NO:13392, SEQ ID NO:13395, 
SEQ ID NO:13397, SEQ ID NO:13399, SEQ ID NO:13401, SEQ ID NO:13403. SEQ ID 
NO:13405, SEQ ID NO:13407, SEQ ID NO:13409, SEQ ID NO:13411, SEQ ID NO:13413, 
SEQ ID NO:13416, SEQ ID NO:13419, SEQ ID NO:13422, SEQ ED NO:13424, SEQ ID 
NO:13426, SEQ ID NO:13429, SEQ ID NO:13432, SEQ ID NO:13435, SEQ ID NO:13437, 
SEQ ID NO:13446, SEQ ID NO:13450, SEQ ID NO:13452, SEQ ID NO:13456, SEQ ID 
NO:13459, SEQ ID NO:13461. SEQ ID NO:13464, SEQ ID NO:13466, SEQ ED NO:13468, 
SEQ ID NO:13471, SEQ ID NO:13475, SEQ ID NO:13481, SEQ ED NO:13487, SEQ ED 
NO:13490, SEQ ED NO:13493, SEQ ED NO:13496, SEQ ID NO:13499, SEQ ED NO:13502, 
SEQ ID NO:13504, SEQ ID NO:13509, SEQ ED NO:13511, SEQ ED NO:13513, SEQ ID 
N0:13516, SEQ ID NO:13521, SEQ ID NO:13525, SEQ ID NO:13528, SEQ ID NQ:13530, 
SEQ ID NO:13533, SEQ ID NO:13537, SEQ ID NO:13541, SEQ ED NO:13543, SEQ ID 
NO:13545, SEQ ED NO:13548, SEQ ED NO:13550, SEQ ED NO:13552, SEQ ED NO:13555. 
SEQ ID NO:13558, SEQ ED NO:13560, SEQ ID NO:13564, SEQ ID NO:13567, SEQ ID 
NO:13569, SEQ ID NO:13573, SEQ ID NO:13575, SEQ ED NO:13577, SEQ ID NO:13579, 
SEQEDNO:13583, 

SEQ ID NO:13585, SEQ ED NO:13587, SEQ ID NO:13589, SEQ ID NO:13593, SEQ ED 
NO:13596, SEQ ID NO:13598, SEQ ID NO:13600, SEQ ID NO:13602, SEQ ID NO:13604, 
SEQ ID NO:13606, SEQ ID NO:13609, SEQ ID NO:13611, SEQ ID NO:13614, SEQ ID 
NO:13616, SEQ ED NO:13618, SEQ ID NO:13628, SEQ ID NO:13630, SEQ ID NO:13632, . 
SEQ ED NO:13634, SEQ ED NO:13636, SEQ ED NO:13638,SEQ ID NO:13641, SEQ ID 
NO:13644, SEQ ED NO:13646, SEQ ID NO:13648, SEQ ED NO:13650, SEQ ID NO:13654, 
SEQ ID NO:13659, SEQ ID NO:13661, SEQ ED NO:13663, SEQ ID NO:13665, SEQ ED 
NO:13667, SEQ ID NO:13669, SEQ ED NO:13671, SEQ ID NO:13673, SEQ ID NO:13677. 
SEQ ID NO:13679, SEQ ID NO:13681, SEQ ID NO:13683, SEQ ID NO:13686, SEQ ID 
NO:13688, SEQ ID NO:13691. SEQ ED NO:13695, SEQ ID NO:13697, SEQ ID NO:13699, 
SEQ ID NO:13702, SEQ ID NO:13705, SEQ ID NO:13707, SEQ ED NO:13712, SEQ ID 
N0:13714, SEQ ED NO:13716, SEQ ID NO:13719, SEQ ED NO:13721, SEQ ID NO:13723, 
SEQ ID NO:13726, SEQ ID NO:13730, SEQ ID NO:13733, SEQ ED NO:13737, SEQ ED 
NO:13739, SEQ ED NO:13741, SEQ ID NO:13743, SEQ ID NO:13745, SEQ ED NO:13747, 
SEQ ID NO:13752, SEQ ID NO:13758, SEQ ID NO:13768, SEQ ED NO:13771, SEQ ED 
NO:13773, SEQ ID NO:13776, SEQ ED NO:13781, SEQ ED NO:13784, SEQ ED NO:13787, 
SEQ ED NO:13790, SEQ ID NO:13792, SEQ ID NO:13794, SEQ ID NO:13801, SEQ ID 
NO:13807, SEQ ID NO:13811, SEQ ID NO:13813, SEQ ID NO:13815, SEQ ED NO:13817, 
SEQ ID NO:13820, SEQ ED NO:13822, SEQ ED NO:13825, SEQ ED N0:13827, SEQ ID 
NO:13830, SEQ ED NO:13832, SEQ ID NO:13835, SEQ ID NO:13837, SEQ ID NO.13840, 
SEQ ID NO:13842, SEQ ID NO:13844, SEQ ID NO:13846, SEQ ED NO:13848, SEQ ED 
NO:13853, SEQ ID NO:13855, SEQ ID NO:13857, SEQ ED NO:13859, SEQ ED NO:13862, 
SEQEDNO:13864, 

SEQ ID N0:13866, SEQ ID NO:13868, SEQ ID NO:13871, SEQ ID NO:13873, SEQ ID 
NO:13875, SEQ ED NO:13877, SEQ ED NO:13880, SEQ ID NO:13882, SEQ ID NO:13884. 
SEQ ID NO:13886, SEQ ED NO:13888, SEQ ID NO:13890, SEQ ED NO:13894, SEQ ID 
NO-.13897. SEQ ID NO:13899. SEQ ID NO:13902, SEQ ED NO:13907. SEQ ID NO:13910, 
SEQ ED NO:13913. SEQ ED NO:13915, SEQ ID NO:13917, SEQ ID NO:13919, SEQ ID 
NO:13921, SEQ ID NO:13923, SEQ ID NO:13925. SEQ ED NO:13927, SEQ ID NO:13929, 
SEQ ED NO:13931, SEQ ED NO:13934, SEQ ED NO:13937, SEQ ID NO:13939, SEQ ID 
NO:13943. SEQ ED NO:13945, SEQ ID NO:13947, SEQ ID NO:13949, SEQ ID NO:13952, 
SEQ ID NO:13955, SEQ ID NO:13957, SEQ ID NO:13960, SEQ ID NO:13963, SEQ ID 
NO:13968, SEQ ID N0:13972, SEQ ID NO:13974, SEQ ID NO:13977, SEQ ED NO:13980, 
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SEQ ED N0.13987, SEQ ED NO:13991, SEQ ID NO:l3993 f SEQ ED NO:13995, SEQ ID 
N0.13997, SEQ ID NO:14000, SEQ ED NO:14002, SEQ ED NO:14004, SEQ ED NO:14007, 
SEQ ED NO:14009, SEQ ID NO:14011, SEQ ED NO:14017, SEQ ID NO:14020, SEQ ID 
NO:14022. SEQ ID NO:14024, SEQ ID NO:14027, SEQ ED NO:14029, SEQ ID NO:14032, 
SEQ ID NO:14034, SEQ ID NO:14036, SEQ ED NO:14038, SEQ ID NO:14040, SEQ ID 
NO:14043, SEQ ED NO:14046, SEQ ID NO:14048, SEQ ED NO: 14051, SEQ ED NO:14055, 
SEQ ED NO:14057, SEQ ID NO:14059, SEQ ID NO:14061, SEQ ID NO:14063, SEQ ED 
NO:14065, SEQ ID NO:14068, SEQ ID NO:14070, SEQ ED NO:14074, SEQ ID NO:14078, 
SEQ ID NO.14080, SEQ ED NO:14082, SEQ ED NO:14087, SEQ ED NO:14089, SEQ ID 
NO:14091, SEQ ED NO:14093, SEQ ID NO:14095, SEQ ED NO:14097, SEQ ID NO:14099, 
SEQ ID NO:14101, SEQ ED NO:14103, SEQ ED NO:14105, SEQ ID NO:14107, SEQ ID 
NO:14109, SEQ ID N0:14111, SEQ ID NO:14113, SEQ ED NO:14115, SEQ ID NO:14117, 
SEQEDNO:14119, 

SEQ ID NO:14121, SEQ ID NO:14123, SEQ ED NO:14125, SEQ ED NO:14127, SEQ ID 
NO:14130, SEQ ID NO:14132, SEQ ID NO:14134, SEQ ID NO:14136, SEQ ID NO:14138, 
SEQ ID NO:14140, SEQ ID NO:14J42, SEQ ED NO:14144, SEQ ID NO:14147, SEQ ID 
NO:14149, SEQ ID NO:14151, SEQ ID NO:14153, SEQ ID NO:14155, SEQ ID N0:14157, 
SEQ ED NO:14159, SEQ ED NO:14161, SEQ ID NO:14163, SEQ ID NO:14166, SEQ ED 
NO:14170, SEQ ID N014172, SEQ ID NO:14174, SEQ ID NO:14176, SEQ ID NO:14178, 
SEQ ED NO:14180, SEQ ED NO:14182, SEQ ID NO:14184, SEQ ID NO:14186. SEQ ED 
NO:14189, SEQ ID NO:14191, SEQ ID NO:14193, SEQ ID NO:14195, SEQ ED N0:14197, 
SEQ ED NO:14199, SEQ ED NO:14201, SEQ ID NO:14203, SEQ ID NO:14205. SEQ ED 
NO:14207, SEQ ID NO:14209, SEQ ED NO:14211, SEQ ID NO:14213, SEQ ID NO:14215, 
SEQ ED NO:14218, SEQ ED NO:14220, SEQ ID NO:14222, SEQ ED NO:14224, SEQ ED 
NO:14226, SEQ ED NO:14228, SEQ ID NO:14230, SEQ ED NO:14232, SEQ ID NO:14234, 
SEQ ID NO:14236, SEQ ID NO:14238, SEQ ED NO:14240, SEQ ID NO:14242, SEQ ID 
N0:14244, SEQ ED NO:14246, SEQ ED NO:14248, SEQ ID NO.14250, SEQ ED NO:14252, 
SEQ ID NO:14254, SEQ ID NO:14256. SEQ ED NO:14258, SEQ ID NO:14260, SEQ ED 
NO:14262, SEQ ED NO:14264, SEQ ID NO:14267, SEQ ID NO:14269, SEQ ID NO:14271, 
SEQ ID NO:14273, SEQ ID NO:14275, SEQ ED NO:14277, SEQ ID NO:14279, SEQ ID 
N0:14281, SEQ ID NO:14283, SEQ ID NO:14285, SEQ ID NO:14288, SEQ ED N0:14290, 
SEQ ED NO:14292, SEQ ID NO:14294, SEQ ED NO:14296, SEQ ED NO:14298, SEQ ID 
NO:14301, SEQ ID NO:14303, SEQ ID NO:14306, SEQ EDNO:14308, SEQ ID NO:14310, 
SEQ ID NO:14312, SEQ ID NO:14314, SEQ ED N0:14316, SEQ ED NO:14318, SEQ ID 
NO:14320, SEQ ID NO:14322, SEQ ID NO:14324, SEQ ED NO:14326, SEQ ID NO:14328, 
SEQEDNO:14331, 

SEQ ID NO:14334, SEQ ID NO:14337, SEQ ID NO:14340, SEQ ED NO:14342, SEQ ID 
NO:1434<S, SEQ ID NO:14348, SEQ ED NO:14350, SEQ ID NO:14352, SEQ ID NO:14354, 
SEQ ED NO:14356, SEQ ID NO:14358, SEQ ID NO:14360, SEQ ID NO:14362, SEQ ID 
NO:14364, SEQ ED NO:14366, SEQ ED NO:14368, SEQ ID NO:14370, SEQ ID N0.14372, 
SEQ ID NO:14374, SEQ ED NO:14376, SEQ ED NO:14379, SEQ ID NO:14381, SEQ ID 
NO:14383, SEQ ED NO:14385, SEQ ID NO:14387, SEQ ID NO:14389, SEQ ID N0:14391, 
SEQ ID NO:14393, SEQ ID NO:14396. SEQ ID NO:14398, SEQ ID NO:14401. SEQ ID 
N0:14404, SEQ ID NO:14406, SEQ ID NO:14408, SEQ ID NO:14410, SEQ ED N0:14412, 
SEQ ID NO:14414, SEQ ED NO:14416, SEQ ID NO:14418, SEQ ED NO:14420, SEQ ID 
NO:14423, SEQ ID NO:14425, SEQ ED NO:14427, SEQ ID NO:14429, SEQ ED NO:14431. 
SEQ ID NO:14433, SEQ ID NO:14435, SEQ ED NO:14437, SEQ ID NO:14440, SEQ ID 
NO:14442, SEQ ID N0:14444, SEQ ED NO-.14446, SEQ ID NO:14448, SEQ ID N0:14450, 
SEQ ID NO:14452, SEQ ED NO:14454, SEQ ED NO:14456, SEQ ID NO:14458, SEQ ID 
NO:14460, SEQ ED NO:14462, SEQ ID NO:14466. SEQ ID NO:14468, SEQ ED NO:14470, 
SEQ ID NO:14472, SEQ ID NO:14474, SEQ ID NO: 14476, SEQ ID NO:14478, SEQ ED 
NO:14480, SEQ ID NO:14482, SEQ ID NO:14484, SEQ ED NO:14486, SEQ ID NO:14488, 
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SEQ ID NO:14490, SEQ ID NO:14492, SEQ ID NO:14494, SEQ ID NO:14496, SEQ ED 
NO:14498, SEQ ID NO:14500, SEQ ID NO:14502, SEQ ED NO:14505, SEQ ID NO:14507, 
SEQ ID NO:14509, SEQ ED NO:1451 1, SEQ ID NO:14514, SEQ ID NO:14516, SEQ ED 
NO:14518, SEQ ID NO.H520, SEQ ID NO:14522, SEQ ID NO:14524. SEQ ED NO:14526, 
SEQ ID NO:14530, SEQ ID NO:14532, SEQ ID NO:14534, SEQ ID NO:14536, SEQ ID 
NO:14538, SEQ ID NO:14541, SEQ ID NO:14543, SEQ ED NO:14546, SEQ ID NO:14548, 
SEQ ID NO:14550, 

SEQ ED NO:14553, SEQ ID NO:14555, SEQ ID N0.14557, SEQ ED NO:14559, SEQ ID 
NO:14561, SEQ ED NO:14563, SEQ ID NO:14565, SEQ ED N0.14567, SEQ ID NO:14569, 
SEQ ID NO:14571, SEQ ID NO:14573, SEQ ID NO:14575, SEQ ID NO:14577, SEQ ID 
NO:14579, SEQ ID NO:14581, SEQ ID NO:14583, SEQ ED NO:14585, SEQ ED NO:14587, 
SEQ ID NO:14589, SEQ ID NO:14591, SEQ ED NO:14593, SEQ ID NO:14596, SEQ ID 
NO:14598, SEQ ID NO:14600. SEQ ED NO:14602, SEQ ID NO:14604, SEQ ED NO:14606, 
SEQ ID NO:14608, SEQ ID NO:14612, SEQ ID N0:14614, SEQ ED NO:146l6, SEQ ID 
N0:14618, SEQ ID NO:14621, SEQ ID NO:14623, SEQ ID NO:14625, SEQ ID NO:14627, 
SEQ ID NO:14629, SEQ ED NO:14631, SEQ ID NO:14634, SEQ ED NO:14636, SEQ ID 
NO:14638, SEQ ID NO:14640, SEQ ID NO:14642, SEQ ED NO:14645, SEQ ED NO:14647, 
SEQ ID NO:14649, SEQ ID NO:14651, SEQ ID NO:14653, SEQ ED NO:14655, SEQ ED 
NO:14657, SEQ ID NO:14659, SEQ ID NO:1466l, SEQ ED NO:14663, SEQ ID NO: 14665, 
SEQ ID NO:14667, SEQ ID NO:14669, SEQ ID NO:14671, SEQ ID NO:14673, SEQ ED 
NO:14675, SEQ ID NO:14677, SEQ ID NO:14680, SEQ ID NO:14682, SEQ ID NO:14684, 
SEQ ED NO:14687, SEQ ID NO:14689, SEQ ED NO:1469l, SEQ ID NO:14694, SEQ ID 
N0:14696, SEQ ID NO:14698, SEQ ID NO:14701, SEQ ID NO:14703, SEQ ID NO:14705, 
SEQ ED NO:14707, SEQ ID NO:14709, SEQ ID NO:14711, SEQ ID NO:14714, SEQ ED 
NO:14716, SEQ ID N0:14718, SEQ ID NO:14720, SEQ ID NO:14723, SEQ ID NO:14726, 
SEQ ID NO:14728, SEQ ID NO.14730, SEQ ID NO:14733, SEQ ID NO:14736, SEQ ID 
NO:14739, SEQ ID NO:14741, SEQ ID NO:14743, SEQ ID NO:14745, SEQ ID NO:14747, 
SEQ ID NO:14749, SEQ ID NO:14751, SEQ ID NO:14753, SEQ ID NO:14756, SEQ ID 
NO:14759, SEQ ID NO:14761, SEQ ED NO:14763, SEQ ID NO:14765, SEQ ID NO:14767, 
SEQIDNO:14769, 

SEQ ID NO:14771, SEQ ID NO:14773, SEQ ID NO:14775, SEQ ID NO:14777, SEQ ED 
NO:14779, SEQ ID NO:14781, SEQ ID NO:14783, SEQ ID NO:14785. SEQ ID NO:14787, 
SEQ ID NO:14789, SEQ ID NO:14791, SEQ ID NO:14793, SEQ ID NO:14795, SEQ ED 
NO:14797, SEQ ED NO:14799, SEQ ID NO:14801, SEQ ID NO:14803, SEQ ED NO:14805, 
SEQ ED NO:14807, SEQ ID NO:14810, SEQ ID NO:14813, SEQ ED NO:14815, SEQ ED 
NO:14817, SEQ ID NO:14819, SEQ ID NO:14821, SEQ ID NO:14825, SEQ ED NO:14827, 
SEQ ED NO:14829, SEQ ED NO-.14832, SEQ ID NO:14834, SEQ ID NO:14836, SEQ ED 
NO:14838, SEQ ED NO:14840, SEQ ED NO:14842, SEQ ED NO:14844, SEQ ID NO:14846, 
SEQ ID NO:14848, SEQ ED NO:14851, SEQ ID NO:14853, SEQ ID NO:14855, SEQ ID 
NO:14857, SEQ ED NO:14859. SEQ ID NO:14861, SEQ ED NO:14863, SEQ ED NO:14866, 
SEQ ID NO:14868, SEQ ED NO:14870, SEQ ED NO:14873, SEQ ID NO:14875, SEQ ED 
NO:14877, SEQ ED NO:14879, SEQ ED NO:14881, SEQ ED NO: 14883, SEQ ID NO:14885, 
SEQ ID NO:14887, SEQ ED NO:14889. SEQ ID NO:14891, SEQ ID NO:14893, SEQ ID 
NO:14895, SEQ ID NO:14897, SEQ ED NO:14899, SEQ ED NO:14901, SEQ ID NO:14903, 
SEQ ID NO-.14905, SEQ ED NO:14907, SEQ ID NO:14909, SEQ ED NO:1491 1, SEQ ED 
N0.14913, SEQ ED NO:14915. SEQ ED NO:14917, SEQ ID NO:14920, SEQ ED NO:14922, 
SEQ ID NO:14926. SEQ ED N0.14928, SEQ ID NO:14930, SEQ ID NO:14932, SEQ ED 
NO:14934, SEQ ED NO:14936, SEQ ID NO:14939, SEQ ID NO:14941, SEQ ID NO:14943, 
SEQ ED NO:14945, SEQ ED NO:14947. SEQ ED NO:14949, SEQ ID NO:14951, SEQ ID 
NO:14953. SEQ ED NO:14955, SEQ ID NO:14957, SEQ ID NO:14959, SEQ ED NO:14962, 
SEQ ED NO-.14964. SEQ ED NO:14966. SEQ ID NO:14968, SEQ ED NO:14970. SEQ ID 
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NO:14972, SEQ ID NO:14974. SEQ DD NO:14976, SEQ ID NO:14978, SEQ ID NO:14980, 
SEQDDNO-.14983, 

SEQ ID N0.14985, SEQ ID NO:14989, SEQ ID NO:14991, SEQ ID NO:14995, SEQ ID 
NO:14997, SEQ ID NO:14999, SEQ ID N0:15001, SEQ ID NO:15003, SEQ ID NO:15008, 
SEQ ID NO:15010, SEQ ID NO:15014, SEQ ID NO:15016, SEQ ID NO:15018, SEQ ID 
NO:15020, SEQ ID NO:15022, SEQ ID NO:15024, SEQ ID NO:15027, SEQ ID NO:15030, 
SEQ ID NO:15032, SEQ ID NO:15034, SEQ ID NO:15036, SEQ ID NO:15038, SEQ ID 
NO:15041, SEQ ID NO:15043, SEQ ID NO:15045, SEQ ID NO:15047, SEQ ID NO:15049, 
SEQ ID NO:15052, SEQ ID NO:15054, SEQ ID NO:15056, SEQ ID NO:15058, SEQ ID 
NO:15061, SEQ ED NO:15063, SEQ ID NO:15065, SEQ ED NO:15068, SEQ ED NO:15070, 
SEQ ID NO:15072, SEQ ED NO:15074, SEQ ID NO:15076, SEQ ED NO:I5079, SEQ ID 
NO:15081, SEQ ED NO:15083, SEQ ID NO:15085, SEQ ID NO:15087, SEQ ED NO:15089, 
SEQ ED NO:15092, SEQ ID NO:15094, SEQ ID NO:15097. SEQ ID NO:15100, SEQ ED 
NO:15102, SEQ ED NO:15104, SEQ ID NO:15106, SEQ ED NO:15108, SEQ ID NQ:15110, 
SEQ ED NO :1 5 112, SEQ ID NO:15114, SEQ ID NO:15116, SEQ ID NO:15118, SEQ ED 
NO:15120, SEQ ID NO:15122, SEQ ED NO:15124, SEQ ED NO:15126, SEQ ED NO:15128, 
SEQ ED NO:15131, SEQ ID NO:15133, SEQ ID NO:15135, SEQ ID NO:15137, SEQ ID 
NO:15139, SEQ ID NO:15141, SEQ ED NO:15143, SEQ ID NO:15145. SEQ ED NO:15149, 
SEQ ID NO:15151, SEQ ID NO:15153, SEQ ID NO:15156, SEQ ID NO:15158, SEQ ID 
NO:15160, SEQ ID NO:15162, SEQ ID N0:15164, SEQ ED NO:15166, SEQ ED NO:15170, 
SEQ ED N0:15172, SEQ ED NO:15174, SEQ ID NO:15176, SEQ ED NO:15178, SEQ ED 
NO:15180, SEQ ID NO:15182, SEQ ID NO:15184, SEQ ID NO:15186, SEQ ID NO:15188, 
SEQ ED NO:15190, SEQ ED NO:15193, SEQ ID NO:15195, SEQ ID NO:15197, SEQ ID 
NO:15199, SEQ ID NO:15202, SEQ ED NO:15204, SEQ ID*IO:15206, SEQ ID NO:15208, 
SEQ ED NO:15210, 

SEQ ED NO:15212, SEQ ID NO:15214, SEQ ID NO:15216, SEQ ID NO:15218, SEQ ID 
NO:15221, SEQ ED NO:15223, SEQ ED NO:15225, SEQ ID NO:15227. SEQ ED NO:15229, 
SEQ ID NO:15231, SEQ ID NO:15233, SEQ ID NO:15235, SEQ ED NO:15237, SEQ ID 
NO:15239, SEQ ED NO:15241, SEQ ED NO:15243, SEQ ID NO:15245, SEQ ID NO:15247, 
SEQ ID NO:15249, SEQ ED NO:15251, SEQ ID NO:15253, SEQ ED NO:15255, SEQ ID 
NO:15257, SEQ ID NO:15260, SEQ ED NO:15262, SEQ ID NO:15264, SEQ ED NO:15266, 
SEQ ID NO:15268, SEQ ID NO.15270, SEQ ED NO:15273, SEQ ED NO:15275, SEQ ID 
NO:15277, SEQ ED NO:15279, SEQ ID NO:15281, SEQ ED NO:15284, SEQ ID NO:15286, 
SEQ ED NO:15288, SEQ ED NO:15290, SEQ ID NO:15293, SEQ ID NO:15296, SEQ ED 
NO:15299, SEQ ED NO:15303, SEQ ID NO:15306, SEQ ID NO:15308. SEQ ED NO:15310, 
SEQ ID NO:15312, SEQ ED NO:15314, SEQ ID NO:15317, SEQ ED NO:15320, SEQ ID 
NO:15322, SEQ ID NO:15324, SEQ ID NO:15326, SEQ ID NO:15328, SEQ ED NO:15330, 
SEQ ID NO:15332, SEQ ED NO:15335, SEQ ED N0.15337, SEQ ID NO:15339, SEQ E> 
NO:15341, SEQ ED NO:15343, SEQ ID NO:15345, SEQ ID NO:15347, SEQ ID NO:15349, 
SEQ ID NO:15351, SEQ ID NO:15353, SEQ ED NO:15356, SEQ ID NO:15358, SEQ ID 
NO:15360, SEQ ID NO:15362, SEQ ID NO:I5365, SEQ ED NO:15367, SEQ ID NO:15369, 
SEQ ID NO:15371, SEQ ID NO:15373, SEQ DD NO:15375, SEQ DD NO:15377, SEQ ID 
NO:15379, SEQ ID NO:15381, SEQ DD NO:15383, SEQ ED NO:15385, SEQ ID NO:15387, 
SEQ ED NO:15389, SEQ ID NO:15392, SEQ ID NO:15394, SEQ ID N0.15398, SEQ ID 
NO:15400, SEQ ID NO:15402, SEQ ED NO:15405, SEQ ED NO:15408, SEQ ID NO:15410, 
SEQ ID NO:15413, SEQ DD NO:15415, SEQ ID NO:15418, SEQ ED NO.15420, SEQ ED 
NO:15422, SEQ DD NO:15424, SEQ ED NO:15426, SEQ DD NO:15428, SEQ DD NO:15430, 
SEQDDNO:15432, 

SEQ ED NO:15434, SEQ DD NO:15437, SEQ DD NO:15440, SEQ ED N0.15444, SEQ DD 
NO:15452, SEQ ED NO:15454, SEQ ED NO:15456. SEQ DD NO:15458, SEQ DD NO:15460, 
SEQ DD NO:15462. SEQ DD NO:15464, SEQ DD NO:15466, SEQ DD NO:15468, SEQ DD 
NO:15470, SEQ DD NO:15472, SEQ DD NO:15474, SEQ DD NO:15476, SEQ ED NO:15479, 
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SEQ ID NO:15481, SEQ ID NO:15483, SEQ ID NO:15486, SEQ ID NO:15488, SEQ ID 
NO:15490, SEQ ID NO:15493, SEQ ID NO:15495 F SEQ ID NO:15499, SEQ ID NO:15504, 
SEQ ID NO:15506, SEQ ID NO:15508, SEQ ID NO:15512, SEQ ID N0:15515, SEQ ID 
NO:15517, SEQ ID NO:15519, SEQ ID NO:15521, SEQ ID NO:15523, SEQ ID NO:15526, 
SEQ ID NO:I5530, SEQ ID NO:15532, SEQ ID NO:15536, SEQ ID NO:15538, SEQ ID 
NO:15541, SEQ ID NO:15543, SEQ ED NO:15546, SEQ ED NO:15549, SEQ ID NO:15553, 
SEQ ID NO:15555, SEQ ED NO:15559, SEQ ED NO:15562, SEQ ID NO:15566, SEQ ED 
NO:15568. SEQ ID NO:15570, SEQ ID NO:15572, SEQ ID NO.15574, SEQ ID NO:15576, 
SEQ ID NO:15579, SEQ ED NO:15583, SEQ ID NO:15586, SEQ ID NO:15588, SEQ ID 
NO-.15590, SEQ ID NO:15595, SEQ ID NO:15597, SEQ ID NO:15600, SEQ ED NO:15605, 
SEQ IDNO:15609, SEQ ID NO:15612, SEQ ID NO:15614, SEQ ID NO:15616, SEQ ID 
NO:15618, SEQ ID NO:15620. SEQ ID NO:15622, SEQ ID NO:15624, SEQ ID NO:15626, 
SEQ ID NO:15628, SEQ ID NO:15631, SEQ ID NO:15633, SEQ ID NO:15635, SEQ ED 
NO:15637, SEQ ID NO:15639, SEQ ID NO:15641 , SEQ ID NO:15643, SEQ ID NQ:15645, 
SEQ ID NO:15647, SEQ ID NO:15652, SEQ ED NO:15654, SEQ ID NO:15657, SEQ ED 
NO:15659, SEQ ID NO:15662, SEQ ID NO:15664, SEQ ED NO:15666, SEQ ID NO:15668, 
SEQ ID NO:15673, SEQ ID NO:15678, SEQ ID NO:15680, SEQ ED NO:15682, SEQ ED 
NO:15684, SEQ ID NO:15686, SEQ ED NO:15688, SEQ ID NO:15691, SEQ ID NO:15693, 
SEQIDNO:15696, 

SEQ ID NO:15698, SEQ ID NO:15700, SEQ ED NO:15702, SEQ ID NO:15705, SEQ ID 
NO:15708, SEQ ID NO:15710. SEQ ID NO:15712, SEQ ID NO:15714, SEQ ED NO:15716, 
SEQ ID NO:15721, SEQ ID NO:15724, SEQ ID NO:15726, SEQ ED NO:15730, SEQ ID 
NO:15733, SEQ ID NO:15736, SEQ ID NO:15739, SEQ ED NO:15741. SEQ ID NO:15743,- 
SEQ ID NO:15745, SEQ ID NO:15747, SEQ ED NO:15750, SEQ ID NO:l5753, SEQ ID 
NO:15755, SEQ ID NO:15757. SEQ ID NO:15759, SEQ ID NO:15761. SEQ ID NO:15763, 
SEQ ID NO:15766, SEQ ID NO:15768, SEQ ED NO:15770, SEQ ID NO:15772, SEQ ID 
NO:15774, SEQ ID NO:15776, SEQ ED NO:15779, SEQ ID NO:15782, SEQ BD NO:15784, 
SEQ ED NO:15786, SEQ ID NO:15788, SEQ ID NO:15790, SEQ ID NO:15792, SEQ ID 
NO:15794, SEQ ID NO:15796, SEQ ID NO:15798, SEQ ID NO:15800, SEQ ID NO:15803, 
SEQ ID NO:15805, SEQ ED NO:15807, SEQ ID NO:15809, SEQ ID NO:1581 1, SEQ ED 
NO:15813, SEQ ID NO:15815, SEQ ID NO:15817, SEQ ID NO:15822, SEQ ID NO:15824, 
SEQ ID NO:15826, SEQ ID NO:15828, SEQ ID NO:15834, SEQ ED NO:15838, SEQ ID 
NO:15840, SEQ ID NO:15842, SEQ ED NO.15844, SEQ ED NO:15847, SEQ ED NO:15849, 
SEQ ID NO:15851, SEQ ID NO:15854, SEQ ID NO:15856, SEQ ID NO:15858. SEQ ID 
NO:15860. SEQ ID NO:15862, SEQ ED NO:15864, SEQ ID NO:15868, SEQ ID NO:15871, 
SEQ ID NO:15873, SEQ ID NO:15875, SEQ ID NO:15877, SEQ ID NO:15879, SEQ ID 
NO:15884, SEQ ID NO:15886. SEQ ID NO:15888, SEQ ID NO:15890, SEQ ID N0:15894, 
SEQ DO NO:15896, SEQ ID NO: 15898, SEQ ED NO:15902, SEQ ID NO:15904, SEQ ED 
NO:15907, SEQ ID NO:1591 1, SEQ ID NO:15913. SEQ ID NO:15915, SEQ ID NO:15918. 
SEQ ID NO:15921, SEQ ID NO:15923, SEQ ID NO:15925, SEQ ID NO:15927, SEQ ED 
NO:15931, SEQ ID NO:15933, SEQ ID NO:15935, SEQ ID NO:15937, SEQ ID NO:15939, 
SEQIDNO:15941, 

SEQ ID NO:15943, SEQ ED NO:15945, SEQ ID NO:15947, SEQ ID NO:15949, SEQ ID 
NO:15951, SEQ ID NO:15953, SEQ ID NO:15955, SEQ ID NO:15957, SEQ ID NO:15959, 
SEQ ID NO:15961, SEQ ID NO:15963, SEQ BD NO:15965, SEQ ED NO:15967, SEQ ID 
NO:15969. SEQ ID NO:15971. SEQ ED NO:15973. SEQ ID N0.15975, SEQ ED NO:15977, 
SEQ BD NO:15979, SEQ ID NO:15981, SEQ ID NO:15983, SEQ ED NO:15985, SEQ ID 
NO:15987. SEQ ID NO:15989, SEQ ID NO:15991, SEQ ID NO:15994, SEQ ID NO:15996, 
SEQ ID NO:15998, SEQ ID NO:16000, SEQ ID NO.16002, SEQ ID NO:16004, SEQ ID 
NO:16006, SEQ ID NO:16008, SEQ ID NO:16010, SEQ ID NO:16012. SEQ ED NO:16014, 
SEQ BD NO:16016, SEQ ED NO:16018, SEQ BD NO:16020, SEQ BD NO:16022, SEQ BD 
NO:16024. SEQ ID NO:16026, SEQ BD NO:16028. SEQ ED NO:16030, SEQ ED NO:16032, 



2528 



EP 1 074 617 A2 



SEQ ID NO:16034, SEQ ID NO:16036, SEQ ID NO:16038, SEQ ID NO:16040, SEQ ED . 
NO:16042, SEQ ID NO:16044, SEQ ED NO:16046, SEQ ED NO:16050, SEQ ED NO:16053, 
SEQ ID NO:16055. SEQ ED NO:16058, SEQ ID NO:16060, SEQ ED NO:16062, SEQ ID 
NO:16064, SEQ ED NO:16066, SEQ ID NO:16068. SEQ ID NO:16070, SEQ ED NO:16072, 
SEQ ID NO:16074, SEQ ID NO:16076, SEQ ID NO:16078, SEQ ED NO:16080, SEQ ID 
NO:16082, SEQ ED NO:16084, SEQ ID NO:16086, SEQ ID NO:16088, SEQ ID NO:16090, 
SEQ ID NO:16092, SEQ ED NO:16094, SEQ ED NO:16096. SEQ ID NO:16098, SEQ ED 
NO:16100, SEQ ED NO:16102, SEQ ID NO:16104, SEQ ID NO:16106, SEQ ID NO:16108, 
SEQEDNO:16110, 

SEQ ED NO:16221, SEQ ED NO:l6223 f SEQ ED N0:16227, SEQ ID NO:16231, SEQ ID 
NO:16234, SEQ ED N0:16237, SEQ ID NO:16239, SEQ ID N0:16241, SEQ ID NO:16244, 
SEQ ID NO:16256, SEQ ID N0:16263, SEQ ID NO:16271, SEQ ID NO:16288, SEQ ID 
NO:16290, SEQ ID N0:16292, SEQ ID NO:16296, SEQ ID N0:16298, SEQ ID NO:16300, 
SEQ ID NO:16302, SEQ ED NO:16305, SEQ ED NO:16311, SEQ ED NO:16313, SEQ ID 
NO:16326, SEQ ID N0:16329, SEQ ID NO:16335, SEQ ID NO:16342, SEQ ID NO:16344, 
SEQ ED N0.16349, SEQ ED N0.16355, SEQ ID NO:16357, SEQ ID NO:16361, SEQ ID 
NO:16366, SEQ ID NO:16368, SEQ ID NO:16370, SEQ ID NO:16375, SEQ ID NO:16382, 
SEQ ID NO:16386, SEQ ID NO:16388, SEQ ID NO:16390, SEQ ED NO:16392, SEQ ED 
NO:16397, SEQ ID NO:16399, SEQ ID NO:16405, SEQ ED NO:16407, SEQ ID NO:16410, 
SEQ ED N0:16413, SEQ ED NO:16415, SEQ ID NO:16417, SEQ ID NO:164i9, SEQ ID 
NO:16430, SEQ ID NO:l6432, SEQ ED NO:16434, SEQ ID NO:l6439, SEQ ED NO:16442, 
SEQ ED NO:16444, SEQ ED NO:16446, SEQ ID NOrl6463, SEQ ID NO:16466, SEQ ED 
NO:16468, SEQ ID NO:16470, SEQ ID NO:16472, SEQ ID N0:16475, SEQ ID NO:16477,- 
SEQ ED NO:16480, SEQ ID NO:16482, SEQ ID NO:16485, SEQ ED NO:16488, SEQ ED 
NO:16491, SEQ ID NO:16493, SEQ ED NO:l<5495, SEQ ID NO:16498, SEQ ID NO:16502, 
SEQ ID NO:16504, SEQ ED NO:16507, SEQ ID NO:16510, SEQ ID NO:16521, SEQ ED 
NO:16523, SEQ ID NO:16525, SEQ ED NO:16528, SEQ ID NO:16530, SEQ ED NO:16533, 
SEQ ID NO:16538, SEQ ED NO:16541, SEQ ED NO:16543, SEQ ID NO:16545, SEQ ID 
NO:16549, SEQ ID NO:16551, SEQ ID NO:16554, SEQ ID N0:16556, SEQ ID NO:16558, 
SEQ ID NO:16560, SEQ ID NO:16562, SEQ ID NO:16566, SEQ ED NO:16572, SEQ ED 
NO:16582. SEQ ID NO:16584, SEQ ED NO:16587, SEQ ED NO:16590, SEQ ED NO:16592, 
SEQIDNO:16595, 

SEQ ID N0:16599. SEQ ED NO:16602, SEQ ED NO.16605, SEQ ED NO:16610, SEQ ID 
N0:16616, SEQ ID NO:l66l9, SEQ ED NO:16621, SEQ ED NO:16623, SEQ ID NO:16625, 
SEQ ED NO:16630, SEQ ED NO:16632, SEQ ID NO:16634, SEQ ID NO:16638, SEQ ED 
NO:16641, SEQ ED NO:16644, SEQ ID NO:16663, SEQ ED NO:16665, SEQ ID NO:16674, 
SEQ ID NO:16680, SEQ ED N0:16685, SEQ ED NO:16688, SEQ ED NO:16690, SEQ ID 
NO:16693, SEQ ED NO:16699, SEQ ID NO:16702, SEQ ID NO:16704, SEQ ID NO:16708, 
SEQ ED NO:16712, SEQ ED NO:16714, SEQ ID NO:l6723, SEQ ED N0:16726, SEQ ID 
NO:16728, SEQ ED NO:16730, SEQ ED NO-.16732, SEQ ID NO:16741 , SEQ ID NO:16743, 
SEQ ID NO:16745, SEQ ID NO:16747, SEQ ED NO:16752, SEQ ID NO:16763, SEQ ED 
NO:16765, SEQ ID NO:16767, SEQ ID N0:16771, SEQ ID NO:16776, SEQ ID NO:16781, 
SEQ ID NO:16784, SEQ ID N0:16786, SEQ ED NO:16788, SEQ ID NO: 16791, SEQ ID 
NO:16793, SEQ ID NO:16795, SEQ ID NO:16797, SEQ ID NO:16801, SEQ ID NO:16804, 
SEQ ED NO:16807, SEQ ID NO:16809, SEQ ID NO:16813, SEQ ID NO:16815, SEQ ED 
NO:16818, SEQ ID NO:16822, SEQ ED NO:16825, SEQ ED NO:16845, SEQ ID NO:16847, 
SEQ ID NO:16849, SEQ ID N0:16853, SEQ ED N0:16855. SEQ ID NO:l6857, SEQ ED 
NO:16863, SEQ ID NO:16865, SEQ ID NO:16870, SEQ ID N0:16876, SEQ ID NO:16879, 
SEQ ED NO:16884, SEQ ED N0:16892, SEQ ID NO:16896. SEQ ID NO:16901, SEQ ID 
NO:16903. SEQ ID NO:16909, SEQ ID NO:16921. SEQ ID NO:16925. SEQ ED NO:16928. 
SEQ ID N0:16935, SEQ ID NO:l6937. SEQ ID NO:l6939. SEQ ID N0:16941, SEQ ID 
NO:16943, SEQ ID NO:16947, SEQ ID NO:16954, SEQ ED NO:16956. SEQ ID NO:16960, 
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SEQ ID N0:16963. SEQ ED NO:16965, SEQ ED NO:16968, SEQ ED N0:16971, SEQ ED 
NO:16976, SEQ ED NO:16980, SEQ ID NO:l6987, SEQ ED NO:16990, SEQ ID N0:16999, 
SEQ ED NO: 17003, 

SEQ ID NO:17019. SEQ ED NO:17025, SEQ ID NO:17028, SEQ ED NO:17032, SEQ ED 
NO:17038, SEQ ID NO:17040, SEQ ID NO:17042, SEQ ID NO:17051, SEQ ED KO:17053, 
SEQ ED NO:17058, SEQ ID NO:17060, SEQ ID NO:17062, SEQ ID NO:17064, SEQ ID 
NO:17072, SEQ ED NO:17074, SEQ ID NO:17076, SEQ ID NO:17079, SEQ ED NO:17081, 
SEQ ID NO:17083, SEQ ED NO:17085, SEQ ID NO:17087, SEQ ED NO:17089, SEQ ID 
NO:17091, SEQ ID NO:17093, SEQ ID NO:17095, SEQ ED NO:17097, SEQ ED NO:17099, 
SEQ ED NO:17101, SEQ ED NO:17104, SEQ ID NO:17106, SEQ ED NO:17109, SEQ ID 
N0:17111, SEQ ID NO:17113, SEQ ID NO:17115, SEQ ED NO:17117, SEQ ID NO:17120, 
SEQ ID NO:17122, SEQ ID NO:17124, SEQ ED NO:17127, SEQ ED NO:17129, SEQ ID 
NO:17131, SEQ ED NO:17133, SEQ ID NO:17135, SEQ ID NO:17137, SEQ ED NO:17140, 
SEQ ED NO:17142, SEQ ID NO:17144, SEQ ID NO:17146, SEQ ID NO:17148, SEQ ID 
NO:17150, SEQ ID NO:17152, SEQ ID NO:17154, SEQ ID NO:17156, SEQ ED NO:17158, 
SEQ ID N0:17161, SEQ ID N0:17J63, SEQ ID N0:17165, SEQ ID NO:17167, SEQ ID 
N0:17169, SEQ ID KO:17171, SEQ ED NO:17173, SEQ ID NO:17175, SEQ ED NO:17177, 
SEQ ID NO:17179, SEQ ED NO:17181, SEQ ID NO:17184, SEQ ID NO:17186, SEQ ID 
NO:17188, SEQ ID NO:17191, SEQ ID NO:17194, SEQ ID N0:17196, SEQ ED NO:17198, 
SEQ ID NO:17200, SEQ ID NO:17203, SEQ ID NO:17205, SEQ ID NO:17207, SEQ ID 
NO:1721 1, SEQ ID NO:17215, SEQ ID N0.17217, SEQ ID NO:17219, SEQ ED NO:1722i, 
SEQ ED NO:17223, SEQ ED NO:17225, SEQ ED NO:17227, SEQ ID NO:17229, SEQ ID 
NO:17231, SEQ ID NO:17233, SEQ ED NO:17235,SEQ ID NO:17237, SEQ ED NO:17239.. 
SEQ ED NO:17241, SEQ ID NO:17243, SEQ ED NO:17245,-SEQ ID NO:17247, SEQ ED 
NO:17250, SEQ ED NO:17252, SEQ ED NO:17254, SEQ ID NO:17257, SEQ ID NO:17260, 
SEQEDNO:17262, 

SEQ ID NO:17266, SEQ ID NO:17269, SEQ ID NO:17271, SEQ ID NO:17273, SEQ ED 
NO:17276, SEQ ID NO:17278, SEQ ED NO:17280, SEQ ID NO:17282, SEQ ID N0.17284, 
SEQ ID NO:17286, SEQ ID NO:17288, SEQ ID NO:17291, SEQ ID NO:17293, SEQ ID 
NO:17295, SEQ ID NO:17298, SEQ ED NO:17301, SEQ ID NO:17303, SEQ ED NO:17306, 
SEQ ED NO:17308, SEQ ED NO:1731 1, SEQ ID NO:17313, SEQ ED NO:17317, SEQ ED 
NO:17319, SEQ ED NO:17321, SEQ ID NO:17323, SEQ ED NO:17325, SEQ ID NO:17327, 
SEQ ED NO:17329, SEQ ID NO:17331, SEQ ID NO:17333, SEQ ED N0.17335, SEQ ED 
NO:17337, SEQ ED NO:17339, SEQ ED NO:17342. SEQ ED NO:17346, SEQ ED NO:17348, 
SEQ ED NO:17350, SEQ ED NO:17352, SEQ ED NO:17354, SEQ ED NO:17357, SEQ ED 
NO:17359, SEQ ED NO:17361, SEQ ED NO:17363, SEQ ID NO:17367, SEQ ID NO:17369, 
SEQ ID NO:17373, SEQ ED NO:17375, SEQ ED NO:17379, SEQ ED NO:17382, SEQ ED 
NO:17384, SEQ ED NO:17386, SEQ ED NO:17389, SEQ ED NO:17391, SEQ ID N0:17394, 
SEQ ID NO:17396, SEQ ED NO:17400, SEQ ID NO:17403, SEQ ID NO.17405, SEQ ED 
NO:17407, SEQ ED NO:17409, SEQ ED NO:17411, SEQ ED NO:17413, SEQ ID NO:17415, 
SEQ ED N0:17417, SEQ ED NO:174I9, SEQ ED NO:17421, SEQ ED NO:17423, SEQ ED 
NO:17425. SEQ ID NO:17428, SEQ ED NO:17431, SEQ ED NO:17435. SEQ ID NO:17439, 
SEQ ED NO:17441, SEQ ED NO:17444, SEQ ED NO:17446, SEQ ED NO:17448, SEQ ED 
NO:17451, SEQ ID NO:17453, SEQ ED NO:17455, SEQ ID NO:17458, SEQ ED N0:17462, 
SEQ ED NO:17464, SEQ ED NO:17466, SEQ ED NO:17469, SEQ ED NO:17471, SEQ ED 
NO-.17473. SEQ ED NO:17476, SEQ ED NO:17478, SEQ ED NO:17481, SEQ ED NO:17483, 
SEQ ED NO:17486, SEQ ED NO:17488, SEQ ED NO:17491, SEQ ED NO:17493, SEQ ED 
NO:17495, SEQ ID NO:17497, SEQ ED NO:17499, SEQ ED NO:17501, SEQ ID NO:17503, 
SEQEDNO.17505, 

SEQ ID NO:17507, SEQ ED NO:17509, SEQ ED NO:17511. SEQ ED NO:17513, SEQ ED 
NO:17515, SEQ ED NO:17517, SEQ ID NO:17519, SEQ ID NO:17521, SEQ ID NO:17523, 
SEQ ED NO:17525, SEQ ID N0.17528, SEQ ID NO:17530. SEQ ED N0:17534, SEQ ID 
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NO:17536, SEQ ID NO:17538, SEQ ID NO:17540, SEQ ID NO:17542, SEQ ID NO:17544, 
SEQ ID NO:I7546, SEQ ID NO:17548, SEQ ID NO:17550, SEQ ID NO:17552, SEQ ID 
NO:17554, SEQ ID NO:17556, SEQ ID NO:17558, SEQ ID NO:17560, SEQ ID NO:17562, 
SEQ ID NO:17564, SEQ ID NO:17566, SEQ ID NO:17568, SEQ ID NO:17570, SEQ ID 
NO:17573, SEQ ID NO:17575, SEQ ID NO:17577, SEQ ID NO:17580, SEQ ID NO:17582, 
SEQ ID NO:17584, SEQ ID NO:17587, SEQ ID NO:17590, SEQ ID NO:I7592, SEQ ID 
NO:17595, SEQ ID NO:17597, SEQ ID NO:17599, SEQ ID NO:17601, SEQ ID NO:17603, 
SEQ ID NO:17605, SEQ ID NO:17607, SEQ ID NO:17609, SEQ ID NO:17611, SEQ ID 
NO:17613, SEQ ID N0:17615, SEQ ID NO:17617, SEQ ID N0:17619, SEQ ID NO:17621, 
SEQ ID NO:17623, SEQ ID NO:17625, SEQ ID N0.17627, SEQ ID NO:17629, SEQ ID 
NO:17631, SEQ ID NO:17633, SEQ ID NO:17635, SEQ ID NO:17637, SEQ ID NO:17639, 
SEQ ID NO:17641, SEQ ID N0.17643, SEQ ID NO:17645, SEQ ID NO:17647, SEQ ID 
NO:17651, SEQ ID NO:17653, SEQ ID NO:17655, SEQ ID NO:17658, SEQ ID NO:17661, 
SEQ ID NO:17664, SEQ ID NO:17667, SEQ ID NO:17669, SEQ ID NO:17671, SEQ ID 
NO:17673, SEQ ID NO:17675, SEQ ID NO:17677. SEQ ID NO:17679, SEQ ID NO:17684, 
SEQ ID NO.-17686, SEQ ID NO.17088, SEQ ID NO:17690, SEQ ID NO:17692, SEQ ID 
NO:17694, SEQ ID NO:17696, SEQ ID NO:17698, SEQ ID NO:17700, SEQ ID NO:17702, 
SEQ ID NO:17704, SEQ ED NO:17707. SEQ ID NO:17709, SEQ ID NO:177U, SEQ ID 
NO:17713, SEQ ED NO:17715, SEQ ED NO:17719, SEQ ID NO:17725, SEQ .ED NO:17727, 
SEQIDNO:17731, 

SEQ ED NO:17734, SEQ ID NO:17736, SEQ ID NO:17738. SEQ ID NO:17741, SEQ ED 
NO:17743, SEQ ID NO:17745, SEQ ID NO:17749. SEQ ID N0.17752, SEQ ID NO:17755, 
SEQ ID NO:17757, SEQ ED NO:17760, SEQ ID NO:17766, SEQ ID NO:17772, SEQ ED 
NO:17775, SEQ ID NO:17777, SEQ ID NO:17779. SEQ EDNO:17782, SEQ ID NO:17784, 
SEQ ID NO:17786, SEQ ID NO:17788, SEQ ED NO:17791, SEQ ID NO:17793, SEQ ID 
NO:17796, SEQ ID NO:17798, SEQ ID NO:17800 f SEQ ID NO:17804, SEQ ED NO:17808, 
SEQ ID NO:17810, SEQ ID NO:17812, SEQ ED NO:17814, SEQ ID N0:17816, SEQ ID 
NO:17819, SEQ ID NO:17821, SEQ ID NO:17823, SEQ ED NO:17825, SEQ ID NO:17827, 
SEQ ID NO:17829, SEQ ID NO:17833, SEQ ID N0:17835, SEQ ID NO:17838. SEQ ID 
NO:17840, SEQ ID NO:17842, SEQ ID NO:17844, SEQ ED NO:17846, SEQ ID NO:17854, 
SEQ ED NO:17857, SEQ ID NO:17862, SEQ ED N0:17864, SEQ ID NO:17866, SEQ ED 
N0.17868, SEQ ID NO:17873, SEQ ID NO:17879, SEQ ID NO:17882, SEQ ID NO:17884, 
SEQ ID NO:17887, SEQ ID NO:17889, SEQ ED NO:17891, SEQ ED NO:17893, SEQ ID 
NO:17897, SEQ ID NO:17899, SEQ ID NO:17901, SEQ ID NO:17905, SEQ ED NO:17908, 
SEQ ID NO:17910, SEQ ED NO:17913, SEQ ED NO:17915, SEQ ID NO:17921, SEQ ED 
NO:17923, SEQ ID N0:17927, SEQ ID NO:17930, SEQ ED NO:17933, SEQ ED NO:17935, 
SEQ ID NO:I7937, SEQ ID NO:17939, SEQ ID NO:17944, SEQ ED NO:17948, SEQ ID 
NO:17950, SEQ ID NO:17953, SEQ ED NO:17955, SEQ ID NO:17957, SEQ ID NO:17960, 
SEQ ID NO:17963, SEQ ID NO:17968, SEQ ED NO:17970, SEQ ID NO:17972. SEQ ED 
NO:17975, SEQ ID NO:17977, SEQ ED NO:17983, SEQ ID NO:17988, SEQ ID NO:17992, 
SEQ ID NO:I7994, SEQ ID NO:17996, SEQ ID NO:17998, SEQ ED NO:18002, SEQ ID 
NO:18007, SEQ ID NO:18009, SEQ ID NO:18011, SEQ ID NO:18014, SEQ ID NO:18018, 
SEQE)NO:18020, 

SEQ ID NO:18023, SEQ ID NO:18025, SEQ ID NO:18027. SEQ ED NO:18029, SEQ ED 
NO:18031, SEQ ID NO:18033, SEQ ED NO:18035, SEQ ID NO:18037, SEQ ID NO:18039, 
SEQ ID NO.18041, SEQ ID NO:18047, SEQ ID NO:18049, SEQ ED NO:18051. SEQ ED 
NO:18053, SEQ ID NO:18055, SEQ ID NO:18057, SEQ ID NO:18060, SEQ ID NO:18062, 
SEQ ED NO:18064, SEQ ED NO:18067, SEQ ID NO:18069, SEQ ID NO:18073, SEQ ED 
NO:18075. SEQ ED NO:18077. SEQ ED NO:18079. SEQ ED NO:18081, SEQ ED NO:18083, 
SEQ ED NO:18085, SEQ ID NO:18087, SEQ ED NO:18089, SEQ ED NO:18091, SEQ ID 
NO:18093. SEQ ED NO:18097, SEQ ED NO:18100, SEQ ED NO:18102, SEQ ED NO:18106, 
SEQ ED NO:18108, SEQ ED NO:18111, SEQ ED NO:18113, SEQ ED NO:18115. SEQ ED 
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N0:18118, SEQ ED NO:18122. SEQ ID N0:18126, SEQ DO NO:18128, SEQ ID NO:18130, 
SEQ ID NO:18132, SEQ ID NO:18134, SEQ ID NO:18136, SEQ ID NO:18138, SEQ ID. 
N0:18141, SEQ ID NO:18143, SEQ ID NO:18145, SEQ ID NO:18147, SEQ ID NO:18149, 
SEQ ID NO:18155, SEQ ID NO:18158, SEQ ID NO:18160, SEQ ID NO:18164, SEQ ID 
NO:18167,SEQ ID NO:18169, SEQ. ID N0:18171, SEQ ID NO:18173, SEQ ID NO:18175, 
SEQ ID NO:18177, SEQ ID NO:18179, SEQ ID NO:18181, SEQ ID NO:18183, SEQ ID 
NO:18185, SEQ ID NO:18187, SEQ ID NO:18189, SEQ ID N0:1 8191, SEQ ID NO:18193, 
SEQ ID NO:18195, SEQ ID NO:18197, SEQ ID NO:18199, SEQ ID NO:18202, SEQ ID 
NO:18204, SEQ ED NO:18206, SEQ ID NO:18208, SEQ ED NO:18211, SEQ ID NO:18213, 
SEQ ED NO:18215, SEQ ID NO:18217, SEQ ID NO:18219, SEQ ID NO:18221, SEQ 3D 
NO:18223, SEQ ED NO:18225, SEQ ID NO: 18228, SEQ ED NO:18230, SEQ ID NO:18232, 
SEQ ID NO: 18234, SEQ ED NO: 18237, SEQ ID NO: 18239, SEQ ID NO:18241, SEQ ID 
N0:18244, SEQ ID NO:18246, SEQ ED NO:18248, SEQ ID NO:18250, SEQ ED NO:18252. 
SEQ ID NO: 18255, 

SEQ ED NO:18257. SEQ ED NO:18262, SEQ ID NO:18267, SEQ ID NO:18269, SEQ ED 
NO:18271, SEQ ID NO:18273, SEQ ID N0:18275, SEQ ED NO:18277, SEQ ED NO:18279, 
SEQ ID NO:18281, SEQ ID NO:18283, SEQ ID NO:18285, SEQ ID NO:18287, SEQ ID 
NO:18290, SEQ ED NO:18292, SEQ ED N0:18294, SEQ ID NO:18296, SEQ ID NO:18299, 
SEQ ED NO: 18301, SEQ ED NO: 18304, SEQ ED NO:18306, SEQ ID NO:1831 1, SEQ ED 
NO:18313, SEQ ID NO:18315, SEQ ID NO:18317, SEQ ED NO:18319, SEQ ID NO:18322, 
SEQ ED NO:18324, SEQ ID NO:18326, SEQ ID NO:18328, SEQ ED NO:18330, SEQ ID 
NO:18333, SEQ ED NO:18336, SEQ ED NO:18338, SEQ ED NO:18340, SEQ ID NO:18342, 
SEQ ED NO:18344, SEQ ED NO:18346, SEQ ID NO:18348, SEQ ID NO:18350, SEQ ID 
NO:18352, SEQ ID NO:18354, SEQ ID NO:18356, SEQ HXNO:18359. SEQ ID NO:18361, 
SEQ ID NO:18363, SEQ ID NO:18365, SEQ ID NO:18367, SEQ ED NO:18369, SEQ ID 
NO:18371, SEQ ED NO:18373 

SEQ ID NO:18376, SEQ ID NO:18380, SEQ ED NO:18382, SEQ ID NO:18384, SEQ ED 
NO:18386, SEQ ED NO:18388, SEQ ID NO:18391, SEQ ED NO:18393, SEQ ED NO:18396, 
SEQ ED NO:18400, SEQ ID NO:18403, SEQ ED NO:18405, SEQ ID NO:18407, SEQ ID 
NO:18409, SEQ ED NO:18411, SEQ ED NO:18415, SEQ ED NO:18417, SEQ ID NO:18419, 
SEQ ID NO:18423, SEQ ED NO:18425, SEQ ID NO:18429, SEQ ED NO:18431, SEQ ED 
NO:18434, SEQ ED NO:18436, SEQ ID NO:18438, SEQ ID NO:18440, SEQ ED NO:18442, 
SEQ ED NO:18445, SEQ ED NO:18448, SEQ ED NO:18450, SEQ ID NO:18452, SEQ ID 
NO:18455, SEQ ED NO:18457, SEQ ED NO:18459, SEQ ED N0:1 8461, SEQ ED NO:18463, 
SEQ ED NO: 18466, SEQ ED NO: 18469, SEQ ED NO:18471, SEQ ED NO:18473, SEQ ED 
N0.18475. SEQ ID NO:18477, SEQ ED NO:18479, SEQ ID NO:18481, SEQ ED NO:18483, 
SEQ ED NO:18485, SEQ ED NO:18487, SEQ ID NO:18490, SEQ ED NO:18492, SEQ ID 
NO:18494, SEQ ED NO:18498, SEQ ED NO:18506, SEQ ED NO:18508, SEQ ED NO:18510, 
SEQ ED NO:18512. SEQ ID NO:18514, SEQ ED NO:18516, SEQ ID NO:18518, SEQ ED 
NO:18520. SEQ ID NO:18522, SEQ ID NO:18524, SEQ ID N0:18526, SEQ ID NO:18529, 
SEQ ED NO:18532, SEQ ID NO:18536, SEQ ID NO:18538, SEQ ED NO:18541, SEQ ED 
NO:18546, SEQ ID NO:18550, SEQ ID NO:18552, SEQ ED NO:18554, SEQ ED NO:18556. 
SEQ ED NO:18558, SEQ ED NO:18562, SEQ ED NO:18568, SEQ ED NO:18572, SEQ ED 
NO:18574, SEQ ID NO:18576, SEQ ID NO:18580, SEQ ID NO:18582, SEQ ED NO:18587, 
SEQ ID NO:18590. SEQ ED NO:18592. SEQ ED NO:18594, SEQ ED NO:18596, SEQ ID 
NO:18598, SEQ ED NO:18600, SEQ ID NO:18602, SEQ ID NO.18604, SEQ ID NO:18606, 
SEQ ID NO:18608, SEQ ED NO:18611, SEQ ID NO:18613, SEQ ED NO:18615, SEQ ED 
N0:18617, SEQ ID NO:18619, SEQ ID NO:18623, SEQ ID NO:18625, SEQ ED NO:18627, 
SEQ ID NO: 18629, 

SEQ ID NO:18631, SEQ ED NO:18633, SEQ ID NO:18635, SEQ ED NO:18637, SEQ ID 
NO:18639, SEQ ED NO:18644, SEQ ED NO:18646, SEQ ID NO:18649, SEQ ED NO:18651, 
SEQ ED NO:18653, SEQ ID NO:18655, SEQ ED N0:18657, SEQ ID NO:18660, SEQ ID 
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NO:18662, SEQ ID N0:18665, SEQ ID NO:18668, SEQ ID NO:18672, SEQ ID NO:18674, 
SEQ ID NO:18676, SEQ ID NO:18678. SEQ ED NO:18680, SEQ ID NO:18682, SEQ ID 
NO:18686, SEQ ID NO:18688, SEQ ID NO:18691, SEQ ID NO:18693, SEQ ID NO:18695, 
SEQ ED NO:18697, SEQ ED NO:18699, SEQ ED NO:18701, SEQ ED NO:18703, SEQ ED 
NO:18705, SEQ ID NO:18709, SEQ ED NO:18711, SEQ ED NO:18713, SEQ ID NO:18715, 
SEQ ID NO:18717, SEQ ED NO:18720, SEQ ID NO:18722, SEQ ED NO:18724, SEQ ID 
NO:18726, SEQ ED N0:18729, SEQ ID NO:18731, SEQ ED NO:18733. SEQ ED NO:18735, 
SEQ ED NO:18737, SEQ ED NO:18739, SEQ ID NO:18741, SEQ ED NO:18743, SEQ ED 
NO:18745, SEQ ID NO:18747, SEQ ID NO:18749, SEQ ED N0.18751, SEQ ED NO:18753, 
SEQ ID NO:18759, SEQ ED NO:18763, SEQ ID NO:18765, SEQ ED NO:18770, SEQ ED 
NO:18773, SEQ ID NO:18775, SEQ ID NO:18777, SEQ ID NO:18779, SEQ ED NO:18781, 
SEQ ED NO:18783, SEQ ED NO:18785, SEQ ID NO:18787, SEQ ED NO:18790, SEQ ED 
NO:18793, SEQ ED N0:18795, SEQ ED NO:18797, SEQ ED NO:18800 t SEQ ED NO:18802, 
SEQ ID NO.18804, SEQ ED NO:18806, SEQ ED NO:18809, SEQ ID NO:1881 1, SEQ ED 
NO:18813, SEQ ID N0:18815, SEQ ID NO:18817, SEQ ED NO:18819, SEQ ED NO:18822, 
SEQ ID NO:18824, SEQ ID NO:18826, SEQ ID NO:18828, SEQ ED NO:18830, SEQ ID 
NO:18832, SEQ ID NO:18834, SEQ ID NO:18836, SEQ ID NO:18840, SEQ ED NO:18843, 
SEQ ED NO:18847, SEQ ED NO:18850, SEQ ED NO:18853, SEQ ID NO:18855, SEQ ED 
NO:18857, SEQ ID N0:18859, SEQ ID NO:18862, SEQ ID NO:18865, SEQ.ED NO:18868, 
SEQIDNO:18870, 

SEQ ED NO:18874, SEQ ED NO:18876, SEQ ID NO:18879, SEQ ID NO:18882, SEQ ID 
NO:18884, SEQ ID NO:18888, SEQ ID NO:18891, SEQ ED NO:18894, SEQ ED NO:18896, 
SEQ ID NO:18898, SEQ ID NO:18900, SEQ ID NO:18902, SEQ ED NO:18906, SEQ ED - 
NO:18908, SEQ ID NO:18910, SEQ ID NO:18912, SEQ ID NO:18914, SEQ ID NO:18916, 
SEQ ID NO:18918, SEQ ED NO:18920, SEQ ID NO:18922, SEQ ID NO:18924, SEQ ED 
NO:18926, SEQ ID NO:18929, SEQ ID NO:18931, SEQ E> NO:18933, SEQ ID NO:18935, 
SEQ ID NO:18937, SEQ ED NO:18939, SEQ ID NO:18942, SEQ ID NO:18945, SEQ ED 
NO:18948, SEQ ID NO:18950, SEQ ID NO:18952, SEQ ID NO:18954, SEQ ED NO:18961, 
SEQ ID NO:18963, SEQ EO NO:18965, SEQ ID NO:18967, SEQ ED NO:l 8971, SEQ ED 
NO:18974, SEQ ID NO:18977, SEQ ID NO:18979, 

SEQ ED NO:18991, SEQ ED NO:18994, SEQ ID NO:18996, SEQ ED NO:19003, SEQ ED 
NO:19005 

SEQ ED NO:19008, SEQ ED NO:19010, SEQ ED NO:19015, SEQ ED NO:19017, SEQ ED 
NO:19019, SEQ ID NO:19021, and SEQ ID NO:19023 

(c) a polynucleotide comprising a nucleotide sequence encoding a protein comprising an amino acid sequence 
selected from the amino acid sequences of (b), in which one or more amino acids are substituted, deleted, 
inserted, and/or added, wherein said protein is functionally equivalent to the protein comprising said amino 
acid sequence selected from the amino acid sequences of (b); 

(d) a polynucleotide that hybridizes with a polynucleotide comprising a nucleotide sequence selected from the 
nucleotide sequences of (a), and that comprises a nucleotide sequence encoding a protein functionally equiv- 
alent to the protein encoded by the nucleotide sequence selected from the nucleotide sequences of (a); 

(e) a polynucleotide comprising a nucleotide sequence encoding a partial amino acid sequence of a protein 
encoded by the polynucleotide of (a) to (d); 

(0 a polynucleotide comprising a nucleotide sequence with at least 70% identity to the nucleotide sequence 
of (a). 

9. A substantially pure protein encoded by the polynucleotide of claim 8. 

10. An antibody against the protein or peptide of any one of claims 6, 7, and 9. 
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1 1 . A vector comprising the polynucleotide of claim 5 or 8. 

12. A transformant carrying the polynucleotide of claim 5 or 8, or the vector of claim 11. 

5 13. A transformant expressively carrying the polynucleotide of claim 5 or 8, or the vector of claim 11 . 

1 4. A method for producing the protein or peptide of any one of claims 6, 7, and 9, comprising culturing the transformant 
of claim 13 and recovering the expression product. 

10 15. An oligonucleotide comprising the nucleotide sequence of claim 8 (a) or the nucleotide sequence complementary 
to the complementary strand thereof, wherein said oligonucleotide comprises 15 nucleotides or more. 

16. Use of the oligonucleotide of claim 15 as a primer for synthesizing a polynucleotide. 

15 17. Use of the oligonucleotide of claim 15 as a probe for detecting a gene. 

18. An antisense polynucleotide against the polynucleotide of claim 8, or the portion thereof. 

19. A method for synthesizing a polynucleotide, the method comprising: 

20 

a) synthesizing a complementary strand using a cDNA library as a template, and using the primer set of claim 
2 or 3, or the primer of claim 1 6; and 

b) recovering the synthesized product. 

25 20. The method of claim 19, wherein the cDNA library is obtainable by oligo-capping method. 

21 . The method of claim 1 9, wherein the complementary strand is obtainable by PCR. 

22. A method for detecting the polynucleotide of claim 8, the method comprising: 

30 

a) incubating a target polynucleotide with the oligonucleotide of claim 1 5 under the conditions where hybridi- 
zation occurs, and 

b) detecting the hybridization of the target polynucleotide with the oligonucleotide of claim 15. 

35 23. A database of polynucleotides and/or proteins, the database comprising information on at least one sequence 
selected from the nucleotide sequences of claim 8 (a) and/or the amino acid sequences of claim 8 (b), or a medium 
on which the database is stored. 
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Figure 1 
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